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+3.0 1:1 -3.0

GBS3247:  Contig14350_at:  signalling.receptor kinases.Catharanthus roseus-like RLK1
GBS3245:  Contig3167_s_at:  signalling.G-proteins
GBS3163:  Contig10901_at:  signalling.G-proteins
GBS3161:  Contig5611_at:  signalling.G-proteins

GBS3162:  Contig3165_at:  signalling.G-proteins
GBS3120:  Contig8149_at:  hormone metabolism.abscisic acid.induced-regulated

GBS3248:  Contig1830_at:  hormone metabolism.abscisic acid.induced-regulated
GBS3121:  Contig6276_s_at:  hormone metabolism.abscisic acid.induced-regulated
GBS3123:  Contig9585_at:  hormone metabolism.abscisic acid.signal transduction

GBS3166:  Contig13498_at:  signalling.receptor kinases.DUF 26

GBS3164:  Contig3562_at:  signalling.phosphinositides

GBS3165:  Contig4218_at:  signalling.phosphinositides

GBS3160:  Contig7501_s_at:  signalling.calcium
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GBS3153:  Contig8947_at:  transcription factor unclassified
GBS3149:  Contig6099_at:  putative DNA-binding protein

GBS3222:  Contig3819_at:  putative DNA-binding protein
GBS3219:  Contig8132_at:  MYB domain transcription factor family
GBS3143:  Contig17371_at:  Histone acetyltransferases

GBS3217:  Contig5444_s_at:  GRAS transcription factor family

GBS3140:  Contig9333_s_at:  C2H2 zinc finger family
GBS3139:  Contig13200_at:  C2C2(Zn) GATA transcription factor family
GBS3214:  Contig20418_at:  C2C2(Zn) DOF zinc finger family
GBS3213:  Contig13989_at:  C2C2(Zn) DOF zinc finger family
GBS3211:  Contig9253_at:  bZIP transcription factor family
GBS3209:  HVSMEh0086A12r2_s_at:  Argonaute

GBS3207:  Contig6636_at:  AP2/EREBP family

GBS3157:  Contig10344_at:  transcription factor unclassified
GBS3151:  HVSMEf0011I05r2_s_at:  transcription factor unclassified
GBS3148:  Contig7464_at:  putative DNA-binding protein
GBS3146:  Contig5241_at:  NAC domain transcription factor family
GBS3147:  Contig3361_at:  NAC domain transcription factor family

GBS3142:  Contig9706_at:  MYB-related transcription factor family

GBS3145:  Contig8571_at:  MYB domain transcription factor family

GBS3141:  Contig8202_at:  C3H zinc finger family

GBS3212:  Contig21149_s_at:  bZIP transcription factor family
GBS3210:  Contig13678_s_at:  bHLH,Basic Helix-Loop-Helix family
GBS3208:  Contig3914_s_at:  AP2/EREBP family
GBS3206:  HA11J15u_s_at:  AP2/EREBP family
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