Tables S7. Prediction of XYR1 binding sites on genes up regulated in a Axyr? mutant induced with cellulose.

ProteinID Site1* Site2 Distance Description log2 FC (Axyri/wt)  p-val
124175 -1324 1299 25 GH64 endo-1,3-B-glucanase 3.536934872 0.001695692
61142 -302 -280 22 unknown protein 2.942067817 1.72E-41
57558 =727 -703 24 unknown protein 2.93145646 1.33E-33
109278 -380 -358 22 GH24 lysozyme 2.691119136 1.21E-10
123865 -1491  -1479 12 Peptidase S8 and S53, subtilisin, kexin, sedolisin 2.673350404 3.64E-09
29716 -832 -804 28 thiamine-repressible mitochondrial transport protein THI74, putative 2.44392262 5.87E-39
104180 -1410 -1384 26 Ankyrin 2.418346823 2.28E-09
123911 -609 -583 26 unknown protein 2.32803859 1.11E-22
40918 -1150  -1132 18 unknown protein 2.064471614 1.6E-26
106457 -830 -811 19 unknown protein 2.033383557 2.2E-26
70452 -1411 1393 18 flavin containing amine oxidoreductase 2.028150258 4.97E-15
70452 -1393 1373 20 flavin containing amine oxidoreductase 2.028150258 4.97E-15
67484 -74 -58 16 AMP deaminase 1.94091069 2.59E-18
5007 -1080  -1051 29 unknown protein 1.940907236 3.12E-08
62244 -1385  -1369 16 Zn2Cys6 transcriptional regulator 1.933640298 2.12E-18
64018 -1010  -993 17 GPCR, mating type pheromone G-protein coupled receptor 1.898127037 8.32E-19
120224 -142 -125 17 C2H2 transcriptional regulator 1.849624272 2.57E-23
123658 -343 -331 12 unique protein 1.796126706 0.00000175
43129 -492 -465 27 unknown protein 1.787519363 0.000576368
123241 -172 -755 17 MFS permease 1.763532244 7.74E-09
65921 -226 -197 29 Acetyl/propionyl-CoA carboxylase alpha subunit 1.62109277 8.08E-11
65921 -197 177 20 Acetyl/propionyl-CoA carboxylase alpha subunit 1.62109277 8.08E-11
47603 -972 -960 12 succinyl-CoA:3-ketoacid-coenzyme A transferase subunit A 1.597300255 0.000000717
121839 1277 1261 16 HSP70 1.471560323 3.36E-09
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*Positions of Sites 1 and 2 are relative to the gene start codon.



