Table S3 GO enrichment of DEGs in tillers and axillary buds

DEG Categories GO_Categories GO_ID GO_Term Annotated genes Significant genes P-value
Biological process G0:0032196  transposition 29 4 6.3E-19
Biological process G0:0097167  circadian regulation of translation 27 3 0.00011
Biological process GO0:0009735  response to cytokinin 191 11 0.0004

proteasome-mediated ubiquitin-

Biological process G0:0043161  dependent protein catabolic process 434 11 0.00041
Biological process G0:0016042 lipid catabolic process 320 16 0.00059
Biological process G0:0042752  regulation of circadian rhythm 97 5 0.00076
Biological process G0:0046686  response to cadmium ion 180 10 0.00077
Biological process G0:0007165  signal transduction 2706 85 0.00082
Biological process G0:0009626  plant-type hypersensitive response 320 12 0.00139
Biological process G0:0046395  carboxylic acid catabolic process 121 9 0.00146
Biological process G0:0030163  protein catabolic process 768 25 0.00163
Biological process G0:0045037  protein import into chloroplast stroma 27 3 0.00243
Biological process G0:0032922  circadian regulation of gene expression 34 3 0.0026

Biological process G0:0030243  cellulose metabolic process 83 3 0.00312
Biological process G0:0045892  negative regulation of transcription 261 8 0.00373
Biological process G0:0051301  cell division 395 11 0.00407
Biological process G0:0009755  hormone-mediated signaling pathway 1150 40 0.0043

Biological process G0:0042744  hydrogen peroxide catabolic process 175 15 0.00448
Biological process G0:0000902  cell morphogenesis 364 21 0.00462
Biological process G0:0006412 translation 626 63 0.00469

Down-regulated DEGS  gi)0ical process  GO:0006310  DNA recombination 184 4 0.00565

in tillers Biological process G0:0009909  regulation of flower development 157 3 0.00607
Biological process G0:0071396  cellular response to lipid 438 12 0.00854
Biological process G0:0009966  regulation of signal transduction 410 15 0.00914
Biological process G0:0043170  macromolecule metabolic process 8881 290 0.00945
Cellular component GO:0022625  cytosolic large ribosomal subunit 106 23 9.6E-05
Cellular component GO:0005886  plasma membrane 4149 148 0.0024
Cellular component GO:0022627  cytosolic small ribosomal subunit 56 11 0.0054
Cellular component GO:0044432  endoplasmic reticulum part 714 24 0.0082
Molecular function G0:0043531  ADP binding 521 20 5.2E-06
Molecular function GO0:0061630  ubiquitin protein ligase activity 345 6 5.6E-06
Molecular function GO:0003735  structural constituent of ribosome 370 55 2.8E-05
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