Supplemental Table 1. List of differentially regulated genes upon arabinose induced Adrl expression in HE140%*.

0 min 75 min 180 min Experimental means
Probeset am-Number*’ Fold change Adj. p-value _Fold changeAdj. P-value _Fold changeAdj. P-value FB1 Omin FBI_75min FB1_180min HE140_Omin HE140_75min HE140_180min
W55um190G_at um00330 - related to UTR2 - cell wall protein -1,17  9,78E-01 2,3 1,58E-04 2,2 3,31E-04 290,10 248,73 1164,33 257,90 1034,53 530,67
W100um222G_at um01424 - related to Cytochrome P450 83A1 1,74E-01 2,7 7,62E-04 -2,1 6,88E-03 26,75 446,70  1111,13 7,95 1194,13 541,70
C55um211G_at um04571 - Sspl - putative dioxygenase Sspl 9,78E-01 3,0 532E-05 2,2 8,44E-04 114,50 330,73 729,17 156,10 993,77 331,77
W5um026G_at um02390 - related to alpha,alpha-trehalose-phosphate synth 9,98E-01 2,4 9,79E-04 41,1 7,57E-01 188,70 142,67 163,13 202,00 324,83 152,97
C25um106G_at um01025 - hypothetical protein 1,16  9,91E-01 3,8 4,89E-04 1,2 6,75E-01 10,50 9,67 9,70 12,30 40,30 13,27
W10um155G_at um04954 - hypothetical protein 9,91E-01 2,2 4,34E-05 1,0 881E-01 65,40 59,77 60,70 69,50 131,37 62,30
W15um279G_at umO05654 - probable ras-related GTP-binding protein 9,78E-01 2,1 1,68E-05 1,3 2,66E-02 181,85 331,97 249,63 206,15 709,07 327,63
W115um227G_at umil672 - related to Protein farnesyltransferase alpha subur 9,83E-01 3,1 4,09E-07 2,2 1,03E-05 157,95 296,47 150,30 145,60 916,50 335,23
C70um145G_at*** um04386 - hypothetical protein 9,78E-01 3,6 2,11E-04 1,6 9,62E-02 48,80 72,23 43,80 61,55 253,67 67,43
W60um232G_at um04526 - hypothetical protein 9,91E-01 7,0 543E-07 41,1 6,59E-01 48,10 39,90 32,87 41,80 283,90 30,03
W60um167G_at um04248 - putative protein 9,91E-01 12,1 6,73E-06 41,2 6,24E-01 9,30 12,37 7,67 10,85 137,53 6,17
€100um020G_at um00860 - conserved hypothetical protein 9,78E-01 2,6 7,61E-07 1,2 5,77E-02 55,75 62,60 48,93 61,95 166,10 60,37
C20um110G_at um00578 - bW1 - b locus protein W1 9,78E-01 4,7 1,06E-04 2,3 1,02E-02 33,80 38,83 15,13 25,55 183,73 31,87
UG16-16120-80e12_RC_a um06510 - conserved hypothetical Ustilago-specific protein 9,98E-01 4,4 1,03E-06 1,2 3,94E-01 343,45 318,20 331,57 340,60 1409,90 377,03
W25um110G_at um00577 - Mating-type locus allele B1 protein 9,91E-01 18,0  2,43E-05 1,6 2,90E-01 7,00 17,53 6,03 5,05 322,27 10,73
CLUSTER67_RC_at umi1658 - hypothetical protein 9,98E-01 4,1 6,72E-06 1,1 7,88E-01 16,60 25,47 21,67 16,30 106,23 23,87
C20um077G_at um03317 - related to PRM1 - Pheromone-regulated multispai 8,90E-01 4,4 2,15E-08 1,7 1,65E-04 54,70 88,53 56,43 68,15 389,90 96,77
W70um083G_at um03144 - probable clathrin-associated adaptor complex me 9,78E-01 3,8 7,18E-08 1,5 1,64E-03 209,80 222,57 158,97 186,05 842,73 240,53
W120um091G_at um02410 - hypothetical protein 9,91E-01 57 1,61E-08 2,2 2,43E-05 173,65 290,73 143,67 184,35 1670,90 311,87
C85um132G_at um05182 - hypothetical protein 9,78E-01 2,8 1,67E-07 1,0 8,02E-01 53,55 56,87 53,03 59,70 159,67 54,47
C25Um007G_at*** um05356 - hypothetical protein 9,78E-01 12,1 541E-08 2,8 1,30E-04 42,75 58,57 21,03 52,25 717,47 62,90
W51um130G_at umi0491 - putative protein 9,78E-01 18,0 5,45E-08 1,6 4,226-02 34,85 45,57 28,73 47,75 831,07 46,77
W15um280G_at um00384 - hypothetical protein 9,78E-01 32,3 1,24E-08 41,7 3,26E-02 41,70 33,00 43,60 52,35 1091,47 27,77
W10um286G_at um00530 - hypothetical protein 9,78E-01 12,9 3,49E-06 1,4 3,56E-01 5,95 9,10 10,53 8,30 127,00 16,07
€140um075G_at um06071 - related to Para-nitrobenzyl esterase 9,98E-01 14,4  5,36E-07 1,7 4,89E-02 56,90 224,57 165,50 62,85 3099,47 305,87
C145um075G_at um06072 - conserved hypothetical protein 9,78E-01 2,1 1,37E-05 1,1 2,77E-01 194,75 199,47 194,33 177,15 414,40 219,57
W160um054G_at umi1450 - Hgll - Hglip, required for dimorphism and teliosf 9,98E-01 2,5 7,10E-06 1,3 6,48E-02 320,55 382,20 352,13 315,25 944,53 444,70
W55um065G_at um10886 - conserved hypothetical protein 9,98E-01 2,2 1,29E-05 -1,0 9,11E-01 737,10 671,20 776,40 728,75 1462,77 765,10
W50um041G_at um05386 - hypothetical protein 9,78E-01 51 545E-07 1,2 2,76E-01 270,05 188,60 222,53 330,80 963,53 265,00
W55um007G_at um05348 - related to RAM1 - protein farnesyltransferase, be' 9,98E-01 4,0 3,25E-08 3,5 9,15E-08 264,10 291,17 119,13 270,40 1166,83 422,47
C112um175G_at um02713 - Prfl - pheromone response factor Prf1 8,94E-01 3,1 7,51E-07 4,1 1,43E-07 363,45 719,67 212,73 471,40 2212,13 876,97
W40um026G_at um02383 - Pral - a2-pheromone receptor Pral 1,85E-01 3,5 1,12E-07 3,8 8,64E-08 428,45  1046,17 367,07 693,60 3643,93 1406,00
W40um030G_at umi0528 - related to STE6 - ABC transporter 9,78E-01 53  7,66E-04 17,6 1,36E-05 36,90 150,20 13,17 68,45 797,40 220,77
W35um026G_at umi0139 - probable pantoate--beta-alanine ligase 3,56E-01 2,5 1,08E-07 1,8 4,53E-06 248,65 286,90 183,17 341,00 708,67 339,40
UG14-15c10-91c8_RC_at um11679 - related to STE14 - farnesyl cysteine carboxyl-met 9,98E-01 3,0 1,48E-08 2,0 9,88E-07 466,10 374,60 212,60 474,20 1136,43 432,73
W71um079G_at none - no annotation available 2,8 1,2 01
C44um147G_at umi1199 - related to CDC28 - cyclin-dependent protein kina 2,2 1,2
W30um110G_at um00576 - conserved hypothetical protein 4,8 2,4
_at 00644 - ical protein 3,0 1,2
ESTO1umO006_at*** um02304 - putative protein 3,1 1,4
C25um258G_at umi0519 - putative protein 2,2 1,0
W20um276G_at um05997 - hypothetical protein 3,5 1,2
W20um256G_at um05781 - hypothetical protein 5,1 1,6
W80um091G_at um10152 - Donl - cytokinesis protein Donl 2,0 1,3
C75um055G_at um03982 - hypothetical protein 2,7 2,2
C15um206G_at um06497 - putative protein 3,9 1,7
C45um029G_at um03843 - putative protein 3,4 1,6
C75um007G_at um05344 - conserved hypothetical protein 52 2,8
W60um280G_at um00375 - hypothetical protein 52 3,7
W82um185G_at um05483 - hypothetical protein 3,5 2,1
W40um269G_at um05411 - probable quinate permease 3,7 1,9
W16um206G_at um00826 - hypothetical protein 3,4 1,5
C87um130G_at um03694 - conserved hypothetical protein 4,2 1,3

C65um222G_at um01432 - conserved hypothetical protein 9,78E-01 1,06E-04 5,44E-04 2880,65 211,83 1284,33 2061,25 1412,10 259,70
W70um222G_at um01431 - related to ATP-binding cassette transporter prote 9,78E-01 9,74E-06 4,78E-05 2340,00 857,13 1775,80 951,47 111,07
C158um132G_at*** um10189 - Sid2 - Ferrichrome siderophore peptide synthetas 9,78E-01 9,15E-05 1,30E-02 834,60 187,27 647,40 436,63 54,20
W170um132G_at um10188 - L-Ornithine N5-oxygenase 9,61E-01 3,92E-04 3,47E-02 2393,55 292,03 1541,55 837,00 86,60
W60um222G_at um01433 - related to Enoyl-CoA hydratase, mitochondrial pri 9,78E-01 1,46E-04 1,59E-03 2105,90 481,10 1481,80 605,50 81,80
C55um222G_at um01434 - related to Ferrichrome siderophore tide synth: 9,78E-01 64,2  2,42E-06 3 2, 2121,95 1 431,57 1489,00 731,90 15,03






C120um049G_at um00105 - probable FET3 - cell surface ferroxidase, high affi -1,75  9,78E-01 22,5 2,39E-06 -2,5 2,46E-02 3762,70 186,00 731,67 2747,85 4163,80 277,93
W125um049G_at um10023 - related to high-affinity i -2,0: 9,56E-01 0 5,32E-07 -3,2 9,29E-03 3188,45 61 9,73 2165,45 3375,63 151,97

W75um222G_at*** um11338 - conserved hypothetical
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- related to metalloprotease MEP1
- conserved hypothetical protein
- putative protein
- Glo2 - Glyoxaloxidase 2
- conserved hypothetical protein
- related to Pectin lyase B precursor
probable GUS1 - Glutamyl-tRNA synthetase
probable ARG1 - argininosuccinate synthetase
related to purine nucleotide binding protein
probable Replication factor-A protein 1
probable ATP-binding multidrug cassette transpot
related to lipase family
probable RADS - DNA helicase
probable TIF6 - translation initiation factor 6 (el..
probable xanthine dehydrogenase
- Rad51 - DNA repair protein RAD51
- related to Sorting nexin 9
- related to guanine deaminase
- conserved hypothetical protein
- related to Zinc-binding oxidoreductase
hypothetical protein
- hypothetical protein 1,17
putative protein
- related to ATP-binding multidrug cassette transpc
- related to Malic acid transport protein
- hypothetical protein
related to dna excision repair protein ercc-1
- hypothetical protein
- conserved hypothetical protein
- putative protein
hypothetical protein
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related to programmed cell death protein (calciur 2,7 3,14E-04 -1,5 8,96E-02 176,35 124,33 155,20
related to N-methyltransferase -2,0  5,38E-05 1,9 2,29E-04 341,25 299,83 197,30
related to carbonic anhydrase -2,4  3,08E-06 1,2 1,26E-01 456,95 296,87 243,23
hypothetical protein -2,4  1,83E-05 1,0 854E-01 358,75 321,37 226,23
dr1 - Protein kinase A, catalytic subunit; requir 1,6 1,54E-04 3,2 9,77E-08 410,95 511,73 428,40
probable aldehyde dehydrogenase 4,0 3,79E-04 1,1 8,20E-01 23,25 49,03 40,37
- conserved hypothetical protein 2,3 2,34E-04 1,2 3,99E-01 193,30 498,20 398,67
- conserved hypothetical protein -2,1 9,90E-04 -1,0 9,49E-01 54,20 105,53 90,00
- Repl - repellent protein 1 precursor -3,6 5,56E-04 -2,0 2,49E-02 28,70 183,47 182,20
- probable phenol 2-monooxygenase 4,1 1,73E-04 41,2 4,98E-01 40,30 72,57 76,67
- conserved hypothetical protein -2,1 2,98E-04 41,2 2,06E-01 147,95 231,30 242,90
- conserved hypothetical protein -3,1  4,36E-05 41,6 1,74E-02 125,65 583,60 899,13
- putative exochitinase -4,0  9,50E-05 -1,5 1,34E-01 51,85 154,40 164,27
- related to Aldose 1-epimerase precursor 7,2 7,55E-04 -2,0 1,50E-01 17,30 1037,23  1909,87
related to Cholinesterase precursor -4,8  2,56E-05 -2,1 6,74E-03 16,95 150,07 178,27
related to canalicular multispecific organic anion 3,4  7,71E-04 41,1 8,73E-01 38,95 215,20 206,93
conserved hypothetical protein -2,2 2,51E-04 1,0 9,34E-01 57,65 147,90 141,47
related to Sgel - drug resistance protein -6,2 7,23E-08 1,0 9,26E-01 147,15 573,83 528,70
conserved hypothetical protein -4,5 8,10E-08 -1,0 7,99E-01 68,50 238,43 228,03
conserved hypothetical protein -2,5 6,18E-05 1,0 8,56E-01 44,15 456,90 457,17
related to stomatin -2,1 1,66E-04 -1,1 6,07E-01 177,50 542,90 567,20
related to E2 ubiquitin-conjugating enzyme -4,8 1,57E-04 1,2 5,63E-01 3,20 51,57 47,67
probable ADH3 - alcohol dehydrogenase I1I -4,8  2,43E-05 -1,1 6,73E-01 8,80 83,97 102,80
related to Cytochrome P450 94A1 -2,6  8,13E-04 41,2 4,02E-01 27,20 569,4 676,73
- related to Alpha-N-acetylgalactosaminidase prect -7,4  5,68E-05 41,1 7,69E-01 31,60 1931,97  2105,13
- related to esterase -4,7  4,87E-07 41,2 2,99E-01 51,95 403,17 525,77
- Kppé - MAP kinase 41,1 6,03E-01 3,8 1,47E-04 47,30 94,23 30,03
- conserved hypothetical protein 41,1 6,02E-01 2,4 2,87E-05 103,90 163,17 70,33
- hypothetical protein -3,4  8,09E-04 1,9 3,83E-02 33,80 41,57 13,30
- related to metalloprotease MEP1 -6,1 1,15E-03 14,1 8,45E-05 32,05 203,50 11,07
- related to annexin XIV -2,5 2,43E-04 1,7 9,77E-03 125,15 239,93 126,10
- conserved hypothetical protein -2,1 5,07E-05 -1,0 8,54E-01 228,15 345,53 244,73
- conserved hypothetical protein -2,0  6,74E-04 1,3 1,20E-01 93,70 149,17 82,13
- conserved hypothetical protein -2,2 8,78E-05 1,5 1,14E-02 86,20 90,47 66,03
- probable sphingosine-1-phosphate lyase -2,4  1,38E-06 1,6 3,99E-04 246,15 248,93 157,53
- conserved hypothetical protein -6,6 5,66E-04 3,0 1,98E-02 92,85 102,03 37,00
- related to Tripeptidyl-peptidase II 2,2 8,44E-06 1,6 4,46E-04 597,50 684,10 394,50
hypothetical protein -2,0 1,87E-05 1,6 8,66E-04 163,70 157,70 95,83
related to GUT1 - glycerol kinase -2,1  7,79€-05 2,0 1,57E-04 564,55 581,63 296,13
hypothetical protein -2,8  8,28E-05 3,2 4,58E-05 140,95 141,63 51,47
related to channel protein 2,2 8,43E-04 2,0 2,48E-03 174,85 164,33 85,50
probable RIB7 - HTP reductase -1,4  1,26E-02 2,2 5,99E-05 408,60 448,50 243,10
hypothetical protein 41,3 4,11E-02 2,0 1,88E-04 257,55 238,13 141,53
hypothetical protein -2,1  3,08E-03 3,0 2,44E-04 52,60 73,60 31,93
related to Purine-nucleoside phosphorylase -2,0  9,24E-06 1,8 7,41E-05 185,45 212,60 123,83
hypothetical protein -1,6 7,25E-06 2,1 3,36E-07 128,35 158,00 76,63
putative protein 2,6 1,24E-07 3,4 2,20E-08 139,00 241,00 79,77

- probable aminopeptidase P, cytoplasmic -1,9 1,52E-05 2,4 1,14E-06 938,30  1319,77 588,83
- no annotation available -2,4  2,70E-04 3,5 2,16E-05 36,80 49,83 15,23
- conserved hypothetical protein 41,9 2,34E-04 2,5 1,41E-05 197,85 241,47 103,30
- related to amme syndrome candidate gene 1 prof 2,1 2,44E-04 1,2 2,43E-01 230,70 352,13 287,23
- related to GMC-type oxidoreductase Y4NJ -2,1 591E-04 2,2 3,35E-04 155,85 529,00 325,83
- hypothetical protein 41,7 2,13E-02 2,7 3,80E-04 18,85 35,10 11,97
- conserved hypothetical protein 41,7 5,82E-02 3,3 4,29E-04 57,50 146,30 50,93
- related to NMA2 - nicotinate-nucleotide adenylylt -2,8 8,76E-06 2,0 3,09E-04 446,00  1037,93 427,40
- hypothetical protein 2,2 1,46E-04 1,9 832E-04 123,15 290,67 119,10
- probable isp4 - oligopepteide transporter -3,7  3,81E-06 1,6 1,05€-02 91,75 367,70 140,80
- conserved hypothetical protein -2,7 1,87E-05 1,4 5,66E-02 30,60 67,80 38,00
- related to Acyl-CoA dehydrogenase 41,7 1,08E-02 2,4 7,66E-04 11,30 152,83 85,27
- Iad1 - indole-3-acetaldehyde dehydrogenase 41,9 1,66E-04 2,0 1,37E-04 527,35  6360,57  3359,80
- hypothetical protein 41,7 1,50E-02 2,5 6,49E-04 3,70 150,33 74,53
- related to Cytochrome P450 67 -1,5 1,63E-02 2,2 1,45E-04 57,05  2674,10  1414,10
- hypothetical protein -1,4  3,44E-03 2,5 2,03E-06 77,35 231,00 102,60
- conserved hypothetical protein 41,3 7,59E-02 2,1 3,55E-04 324,30 702,63 349,30
- probable amino acid transport protein GAP1 41,2 1,18E-01 2,1 1,21E-05 808,95  3240,97  1617,17
- probable FBP1 - fructose-1,6-bisphosphatase 41,4  1,20E-01 3,6 1,21E-04 236,80  2062,97 644,63
- conserved hypothetical protein 1,09 41,2 1,39E-01 2,8 1,99E-05 209,30 889,67 394,57
- related to Copia protein -1,7 1,63E-03 2,1 1,91E-04 49,45 105,30 45,23
- hypothetical protein -2,1  4,01E-04 2,4 1,58E-04 205,30 618,67 279,63
- related to glucosamine-6-phosphate deaminase -5,3  1,41E-04 4,5 3,94E-04 16,30 54,53 10,63
- putative protein -3,4  3,06E-04 4,9 5,77E-05 127,50 213,23 42,23
related to Carboxypeptidase Y precursor -2,0  2,63E-04 2,1 1,94E-04 661,45  1055,40 508,20

- conserved hypothetical protein -1,8 7,79€-05 2,0 3,03E-05 218,45 338,17 167,93
- hypothetical protein -2,8  3,22E-04 3,8 544E-05 152,15 267,53 68,43
related to PEX10 - peroxisomal assembly protein -2,2 6,53E-05 2,5 2,81E-05 129,25 204,60 91,93
- conserved hypothetical protein -2,1  6,15E-04 2,6 9,43E-05 274,70 544,40 218,00
- conserved hypothetical protein -2,2 5,78E-04 2,2 6,18E-04 50,15 87,10 43,17
- conserved hypothetical protein -4,0  4,45E-05 6,8 3,76E-06 113,30 480,53 81,17
- related to Acyl-coenzyme A oxidase 1, peroxisom -3,8 1,84E-04 53 3,67E-05 90,90 392,07 88,40
- related to 3-hydroxyacyl-CoA dehydrogenase -2,1  2,28E-04 2,3 1,26E-04 493,10 720,63 377,47
- putative protein -2,0  2,94E-04 2,1 2,67E-04 277,80 416,47 219,50
- conserved hypothetical protein -2,6  2,50E-07 3,1 833E-08 841,00  1264,77 490,43
- related to glutamate carboxypeptidase II -4,7  5,26E-07 2,7 3,53E-05 414,30 838,83 322,57
- conserved hypothetical protein -2,4  557E-06 1,9 6,23E-05 959,70  1318,73 781,67
- conserved hypothetical protein -2,1  3,85E-04 2,0 820E-04 129220  1700,73 945,43
- conserved hypothetical protein -2,1  1,05E-04 2,4 3,29E-05 292,45 418,63 214,13
- related to L-ascorbate oxidase precursor -2,7  1,10E-03 3,4 3,22E-04 21,45 99,53 38,10
- hypothetical protein -2,0 1,27€-03 2,1 7,73E-04 69,60 167,10 77,87
- related to ECM4 - protein involved in cell wall bi. -2,1  8,09E-05 1,9 2,61E-04 485,10 771,43 413,33
- Amd! - putative acetamidase -2,3  7,97E-05 4,1 1,47E-06 81,70 685,60 268,77
- hypothetical protein -2,2 1,97E-05 1,6 1,70E-03 75,55 133,90 87,03
- conserved hypothetical protein 1,12 -2,3  1,14E-07 1,6 1,61E-05 205,15 355,90 197,23
- conserved hypothetical protein 1,04 2,7 2,48E-07 2,0 4,89E-06  1171,55  2114,60  1108,13
- probable carnitine/acyl carnitine carrier -2,4  2,23E-05 2,5 1,95E-05 988,10  2239,10 952,47
- conserved hypothetical protein -2,1  9,65E-05 1,8 6,59E-04 343,60 967,80 587,00
probable GDI1 - GDP dissociation inhibitor -2,1  5,21E-05 1,9 2,02E-04 792,55  1595,20 975,37

- conserved hypothetical protein -2,5 8,09E-06 2,2 2,79E-05 168,25 332,60 160,57
- hypothetical protein -3,4  5,14E-05 2,3 1,04E-03 66,00 325,53 121,80
- related to C.elegans LIM homeobox protein -2,2  8,05E-07 1,7 2,66E-05 185,70 287,63 170,97
- conserved hypothetical protein 1,06  9,91E-01 -5,5 1,06E-08 2,4 3,99E-06 264,00  1716,67 674,33

1219,90
1249,40
341,70
794,75
141,65
66,10
152,10
279,35

476,00
176,00
558,80
798,90
194,77

33,10

81,70
373,80
295,37

60,23
152,50
796,97
925,57
463,47
785,50
133,83

96,27
129,37
310,13

1832,27
363,83
275,90
297,93

1649,97



W50um117G_at
W145um054G_at
C85um106G_at
C100um029G_at
C60um007G_at
C60um056G_at
W95um130G_at
C45um122G_at
W10um103G_at
W25um055G_at
C65um250G_at

UG21-15g23-101e12_RC_

W51um284G_at
CLUSTER62_RC_at
C65um081G_at
C65um074G_at
C70um192G_at
W55um110G_at
W25um285G_at
C10um229G_at
C20um146G_at
C160um019G_at
W35um146G_at
C94um144G_at
W40um248G_at
C85um220G_at
W21um227G_at***
C60um177G_at
W90um013G_at
W45um010G_at
W85um037G_at
C100um112G_at
C55um066G_at
W75um193G_at
W60um060G_at
W30um057G_at
W175um086G_at
C25um178G_at
C42um003G_at
C35um117G_at
W30um240G_at
C40um209G_at
W75um036G_at
W10um227G_at

um10373
um00645
um01014
um03830
um05347
um01878
um03692
um01692
um11382
um03971
um03049
um00583
um05463
um03620
um03221

C5um022G_C145um049C um10026

W60um103G_at
C95um165G_at
W50um257G_at
W30um268G_at
W75um209G_at
C110um281G_at
C75um003G_at
W45um019G_at
C65um098G_at
C155um005G_at
C95um018G_at
C145um093G_at
C46um166G_at
W95um139G_at
W155um281G_at
W35um041G_at
W155um003G_at

W125um129G_at***

W71um089G_at
C45um117G_at
W50um088G_at
W90um049G_at
C30um078G_at
C10um237G_at
W85um258G_at
C20um078G_at
C106um003G_at
C80um195G_at
C15um170G_at
W140um222G_at
W90um120G_at
C45um088G_at
W50um235G_at
C30um191G_at***
C45um037G_at
C37um257G_at
C70um074G_at
C40um235G_at
W100um028G_at
C55um013G_at
W90um107G_at
W250um074G_at
C165um054G_at
C105um191G_at
W115um155G_at
W85um098G_at
C110um210G_at
C107um175G_at
C90um145G_at
C155um019G_at
C60um254G_at
W65um088G_at
C123um126G_at
C95um098G_at
W30um081G_at
W90um284G_at
W120um178G_at
C85um060G_at
W60um134G_at
C45um133G_at
W25um140G_at
W10um171G_at
C75um228G_at
C30um157G_at
C46um133G_at
W110um003G_at
W180um119G_at
W15um119G_at
C15um103G_at
C100um278G_at
C95um129G_at
W50um103G_at
W10um036G_at
C60um236G_at
C80um166G_at
C125um060G_at
C150um171G_at
C45um086G_at
C65um036G_at
W25um022G_at
C15um122G_at
C85um178G_at
W65um267G_at
C70um096G_at
W65um286G_at
C85um078G_at
W95um148G_at
W170um056G_at
C15um171G_at
W10um251G_at
W20um090G_at
C36um245G_at
C45um095G_at
W165um003G_at
W5um075G_at
W7um082G_s_at
C20um278G_at
W25um069G_at
W160um003G_at
W145um056G_at
W57um276G_at***
C15um083G_at
W60um095G_at
C13um226G_at***

umo04324

- probable RIB4 - 6,7-dimethyl-8-ribityllumazine sy
- hypothetical protein

- conserved hypothetical protein

- conserved hypothetical protein

- conserved hypothetical protein

- conserved hypothetical protein

- probable alpha-glucosidase (maltase)

- probable CHA1 - L-serine/L-threonine deaminase
- conserved hypothetical protein

- related to E.coli thermoresistant gluconokinase

- related to neutral amino acid permease

- conserved hypothetical protein

- hypothetical protein

- related to Regulatory protein alcR

- conserved hypothetical protein

- conserved hypothetical protein

- related to TAD2 - tRNA-specific adenosine deamir
- related to RAD16 - nucleotide excision repair prot
- hypothetical protein

- putative protein

- probable alpha-methylacyl-coa racemase

- related to aldehyde dehydrogenase [NAD(P)]

- related to GNAL - essential acetyltransferase

- related to dihydroflavonol reductase

conserved hypothetical protein

- probable potassium channel beta subunit protein
- related to ECM4 - involved in cell wall biogenesis
- putative protein

- hypothetical protein

- probable aminopeptidase P, cytoplasmic

- probable POT1 - acetyl-CoA C-acyltransferase, pe
- probable PRC1 - carboxypeptidase y, serine-type
- conserved hypothetical protein

- conserved hypothetical protein

- putative protein

- related to NIPSNAP protein

- related to glutaminase A

- hypothetical protein

- hypothetical protein

- probable acetyl-CoA synthetase

- probable CAR2 - ornithine aminotransferase

- probable benzoate 4-monooxygenase cytochrome
- conserved hypothetical protein

- related to ACYL-COA DEHYDROGENASE, LONG-CI
- related to membrane protein, peroxisomal

- probable ALCOHOL DEHYDROGENASE I - ADH1

- conserved hypothetical protein

- conserved hypothetical protein

- related to 4-coumarate--CoA ligase 1

- related to 4-coumarate--CoA ligase 1 (fragment)
- probable alcohol dehydrogenase

- related to Acyl-coenzyme A oxidase 1, peroxisom
- conserved hypothetical protein

- conserved hypothetical protein

- related to phenylacetyl-CoA ligase

- hypothetical protein

- related to GLO4 - glyoxalase II (hydroxyacylglute
- conserved hypothetical protein

- probable glutaryl-CoA dehydrogenase

- related to acid phosphatase

- Npi5 - related to peroxisomal membrane protein
- probable SUC2 - invertase (sucrose hydrolyzing €
- related to OAC1 - similarity to mitochondrial uncc
- related to aminopeptidase ¢

- related to enoyl-CoA-hydratase

- related to dimeric dihydrodiol dehydrogenase

- conserved hypothetical protein

- probable Cytosol aminopeptidase

- hypothetical protein

- probable succinate-fumarate transporter (mitochc
- conserved hypothetical protein

- conserved hypothetical protein

- related to carnitine acetyl transferase FacC

- conserved hypothetical protein

- hypothetical protein

- conserved hypothetical protein

- related to PEX19 - required for biogenesis of perc
- related to SPS19 - peroxisomal 2,4-dienoyl-CoA r
- related to acetyl coenzyme A synthetase

- probable short chain 3-hydroxyacyl-CoA dehydror
- probable electron transfer flavoprotein alpha chai
- related to 3-oxoacyl-(acyl carrier protein) reducte
- conserved hypothetical protein

- related to Monocarboxylate transporter 1

- related to aromatic amino acid aminotransferase
- probable acyl-CoA dehydrogenase, medium-chair
- related to peroxisomal membrane protein PMP471
- related to Phenol 2-monooxygenase

- conserved hypothetical protein

- probable enoyl-CoA hydratase precursor, mitochc
- probable multifunctional beta-oxidation protein

- probable methylcrotonyl-CoA carboxylase beta ct
- probable POT1 - acetyl-CoA C-acyltransferase, pe
- probable methylcrotonoyl-CoA carboxylase biotin
- conserved hypothetical protein

- probable isovaleryl-CoA dehydrogenase

- probable 2-oxoisovalerate dehydrogenase alpha ¢
- probable 3-hydroxyisobutyrate dehydrogenase, n
- related to Para-nitrobenzyl esterase

- conserved hypothetical protein

- related to Long-chain-fatty-acid--CoA ligase 6

- related to hydroxymethylglutaryl-CoA lyase

- hypothetical protein

- putative protein

- probable Acetoacetyl-CoA synthetase

- related to acyl-CoA dehydrogenase

- related to quinone reductase

- related to DELTA3,5-DELTA2,4-DIENOYL-COA IS(
- probable NADPH-dependent beta-ketoacyl reduct
- probable Acetoacetyl-CoA synthetase

- hypothetical protein

- related to RIBS - riboflavin synthase, alpha chain
- related to Estradiol 17 beta-dehydrogenase 4

- related to amidohydrolase AmhX

- related to GLY1 - L-threonine aldolase, low-specif
- conserved hypothetical protein

- probable sterol carrier protein

- putative protein

- related to lipoamide acyltransferase component
- related to novobiocin biosynthesis protein novk

- probable 3-hydroxybutyryl-CoA dehydrogenase

- Pall - Phenylalanine ammonia-lyase

- probable acyl-CoA dehydrogenase short-branchec
- probable aldehyde dehydrogenase

- probable BAT2 - branched-chain-amino-acid tran:
- conserved hypothetical protein

- related to family II 2-keto-3-deoxy-D-arabino-he
- probable PTR2 - Di- and tripeptide permease

- related to carboxypeptidase

- probable electron transfer flavoprotein beta chain
- probable ERG10 - acetyl-CoA C-acetyltransferase
- probable carnitine O-acetyltransferase, mitochon:
- conserved hypothetical protein

- related to flavin oxidoreductase

- related to LAP3 - member of the GAL regulon

- related to Tuberin

- related to 2-deoxy-D-gluconate 3-dehydrogenase
- conserved hypothetical protein

- related to alpha-glucosidase

- related to CSR1 - phosphatidylinositol transfer pr:
- hypothetical protein

- hypothetical protein

- related to NIT3 - nitrilase

- related to allantoate permease

- related to Cytochrome P450

- related to PYC2 - pyruvate carboxylase 2

- related to probable enoyl-CoA hydratase

related to D-lactate dehydrogenase (cytochrome)
- probable POX1 - acyl-CoA oxidase

9,91E-01
9,08E-01

9,91E-01

3,22E-05

1,61E-06
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2,94E-03

5,16E-06

1088,20
120,95
203,90
140,30
255,05
170,75

97,65
74,75
99,60
188,90

408,80

2054,70
228,80
373,40
215,67
589,33
331,77
235,23
156,47
419,97
520,83

1323,13

1295,73
128,70
237,73
126,67
232,67
169,13
114,80

80,43
187,83
230,53

613,87

1019,50
92,80
157,85
131,35
214,60
132,85
76,15
71,20
101,40
171,20

432,30

872,80
90,50
170,53
102,57
128,93
122,13
66,00
55,43
99,10
184,07

541,00

2079,47
219,57
366,90
220,20
658,57
342,90
223,63
144,97
461,73
523,10

1379,23



C60um171G_at
C135um003G_at
C140um209G_at
C55um022G_at
C85um074G_at***
C95um281G_at
W35um047G_at
C200um003G_at
C40um137G_at
W100um146G_at
C40um228G_at
C206um003G_at
C25um217G_at
W120um144G_at
W45um208G_at
W16um071G_at
W110um228G_at
W30um126G_at
W62um108G_at
W25um229G_at
W40um012G_at
W10um013G_at
W100um281G_at
C69um189G_at
C55um049G_at
W110um010G_at
W35um081G_at
W70um081G_at
W35um066G_at
W85um188G_at
C31um203G_at
W70um039G_at
W35um190G_at
W45um228G_at
C40um035G_at
W80um225G_at
C29um022G_at
C165um119G_at
C5um198G_at
W155um054G_at
W60um049G_at
W75um153G_at
W245um074G_at
W50um079G_at
C30um080G_at
W143um119G_at
W102um257G_at
W50um023G_at
W84um003G_at
W10um213G_at
W70um097G_at
C70um175G_at
W34um201G_at
W90um276G_at
C75um191G_at
W60um156G_at
W85um165G_at
C5um096G_at
W65um064G_at
W45um057G_at
W15um036G_at
W140um132G_at
CLUSTER42_RC_at
W25um089G_at
W5um166G_at
C5um103G_at
W125um144G_at
C40um196G_at
C95um157G_at
C102um055G_at
C30um201G_at
W20um228G_at
CLUSTER21_RC_at
W90um211G_at
C85um097G_at
C5um216G_at
W160um175G_at
W60um066G_at
C220um074G_at
C15um056G_at
W170um074G_at
C50um021G_at
W50um126G_at
W85um175G_at
W100um056G_at
C31um005G_at
W15um158G_at
C75um165G_at
W70um114G_at
C155um119G_at
C25um158G_at
C15um165G_at
C115um021G_at
C90um022G_at
W35um241G_at
C105um086G_at
W130um086G_at
W80um076G_at

C5um086G_C67um244G_

W50um024G_at
W85um066G_at
C110um056G_at
W145um099G_at
W110um145G_at
C50um146G_at
W85um133G_at
C70um146G_at

um00059
um01950
um00029
um00123
um10251
um02236
um03596
um10454
um02610
um05936
um01923
um01935
um04504
um04063
um10088
um10996
um01907
um02208
um01171
um01892
um11466
um03548
um02235
um11164
um00092
um01257
um03228
um03220
um11122
um10691
um04982
um01149
um00334
um01922
um11207
um02142
um00116
um01710
um06344
um11451
um10021
um02667
um01783
um11958
um03246
um11364
um11582
um10330
um01964
um03664
um11513
um02720
um11255
um06012
um11348
um04268
um00430
um03935
um10928
um06085
um02778
um05170
um05984
um10815
um10104
um01994
um04064
um05084
um02169
um03990
um11256
um01928
um03398
um04562
um11514
um06020
um02704
um04186
um01788
um01887
um01799
um03103
um02204
um11720
um01870
um05845
um01773
um00432
um05644
um01712
um01771
um00446
um03116
um00131
um06236
um11219
um06167
um03344
um06194
um01518
um04181
um01868
um05892
um04378
um05952
um05122
um10861

- related to 3-mercaptopyruvate sulfurtransferase
- conserved hypothetical protein

- probable myo-inositol oxygenase

- related to L-lactate dehydrogenase (cytochrome |
- conserved hypothetical protein

- putative protein

- probable PEX7 - peroxisomal import protein - per
- related to 4-coumarate-CoA ligase

- conserved hypothetical protein

- conserved hypothetical protein

- conserved hypothetical protein

- probable methylglutaconyl-coa hydratase, mitoch
- related to CYB2 - lactate dehydrogenase cytochrc
- related to soluble epoxide hydrolase

- related to Acetoacetyl-CoA synthetase

conserved hypothetical protein

- conserved hypothetical protein

- probable acyl-CoA oxidase

- related to 4-coumarate-CoA ligase

- probable isocitrate lyase

- related to enoyl-CoA hydratase

- related to endo-polygalacturonase 6

- related to AMP-binding protein

- conserved hypothetical protein

- related to levodione reductase

- related to peroxisomal ATP carrier

- related to 4-coumarate--CoA ligase 1

- conserved hypothetical protein

- probable PEX1 - peroxisomal assembly protein - |
- related to Long-chain-fatty-acid--CoA ligase

- probable LEUS - mitochondrial coenzyme A transj
- Glo3 - Glyoxaloxidase 3

- probable peroxisomal acyl-coenzyme A thioester
- conserved hypothetical protein

- related to PNP1 - purine-nucleoside phosphorylas
- related to muconate cycloisomerase

- related to nicotinamide mononucleotide permeas
- related to N-carbamoyl-L-amino acid hydrolase

- probable 2-methylcitrate dehydratase

- related to Probable 26S proteasome non-ATPase
- related to uracil phosphoribosyltransferase

- probable Succinyl-CoA:3-ketoacid-coenzyme A tr:
- related to Inosine-uridine preferring nucleoside h
- related to MLS1 - malate synthase 1

- related to versicolorin b synthase

conserved hypothetical protein

conserved hypothetical protein

- related to AVT3 - Vacuolar transporter, involved i
- related to multidrug resistance proteins

- conserved hypothetical protein

- conserved hypothetical protein

- conserved hypothetical protein

- putative protein

- probable general amino acid permease

- conserved hypothetical protein

- probable saccharopine dehydrogenase (NAD, L-ly
- probable GCV1 - glycine decarboxylase, subunit 1
- related to fructosyl amino acid oxidase

- hypothetical protein

- conserved hypothetical protein

- related to GCY1 - galactose-induced protein of alc
- probable formate dehydrogenase

- probable glutamate dehydrogenase, NAD(+)-spe«
- conserved hypothetical protein

- probable GCY1 - galactose-induced protein of ald
- conserved hypothetical protein

- related to Glucoamylase precursor

- related to lignostilbene alphabeta-dioxygenase I

- related to aquaporin 3

- related to 2-(R)-hydroxypropyl-CoM dehydrogenz
- related to D-arabinitol 2-dehydrogenase

- putative protein

related to transesterase

- probable aspartate aminotransferase, cytoplasmit
- probable HXT15 - strong similarity to Hxt17p and
conserved hypothetical protein

- related to allantoate permease

- probable general amino acid permease

- related to deacetylase

- hypothetical protein

- putative protein

- related to ribose-5-phosphate isomerase

- related to beta-galactosidase

- related to Cystathionine beta-lyase

- related to glutathione-S-transferase

- conserved hypothetical protein

- conserved hypothetical protein

- probable proline iminopeptidase

- related to alcohol dehydrogenase

- conserved hypothetical protein

- conserved hypothetical protein

- probable beta-glucosidase

- conserved hypothetical protein

- related to NADPH quinone oxidoreductase homolc
- probable RIB3 - 3,4-dihydroxy-2-butanone 4-pho
- related to TLG2 - member of the syntaxin family
- probable PMI40 - mannose-6-phosphate isomera:
- conserved hypothetical protein

- conserved hypothetical protein

- putative protein

- conserved hypothetical protein

- related to GIT1 - Glycerophosphoinositol transpor
- related to NAD-dependent histone deacetylase

- related to phenylacetaldehyde dehydrogenase

- hypothetical protein

- related to carboxylic acid transport protein JEN1

- related to Reticuline oxidase precursor

9,98E-01
9,91E-01
9,37E-01
9,78E-01
9,89E-01

1,76E-05
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1,37E-04
3,66E-05
4,86E-04
6,50E-04
4,01E-06
2,16E-05
7,63E-05
1,44E-05
1,60E-06

1,04E-01

238,30
16,85
30,85
62,05
58,45

8,30

128,60

233,30
78,20
88,40
49,95
43,35
82,75
89,65
34,50
34,10
41,15

411,45

114,00

232,40

101,55

779,20
386,50
1601,40
1119,00
290,63
197,83
299,43
1017,33
400,80
609,47
240,43
270,13
476,77
555,80

355,50
70,53
356,47
290,30
91,47
47,93
151,63
229,20
63,13
114,47
66,80
65,23
102,23
113,77
26,07
52,90
82,90
541,57
106,00
201,03
113,43

256,50

259,33

34,60
139,83
195,13

848,23
413,87
1729,40
1230,30
314,50
207,07
329,90
1192,33
482,70
769,87
294,63
305,27
590,63
681,80

*  Microarray data were submitted to the NCBI GEO database under accession number GSE6039. The probesets corresponding to the 407 coregulated genes are highlighted in orange, iron cluster genes in yellow.
**  MUMDB (http://mips.gsf.de/genre/proj/ustilago/), (10/2006)
*#% One of two probesets identifying the same gene. The other probeset showed higher adjusted p-values and was not included in this list.



