Supplementary Figure S3 Functional Categorization

UPREGULATED GENES

Functional Categorization hy annotation for : GO Cellular Componant

extracellular region: 17.808% | raw walue = 26 )
nucleus: 15.753% [ raw value = 23 |

cytoplasm: 9.589% [ raw value = 14 )

unknown cellular components: 7.534% [ raw value = 11 |
cytosol: 5.84%9% [ raw value = 10 |

vacuole: 6.164% [ raw value =5 )

other intracellular components: 5.164% [ raw value = 9 |
mitochondrion: 5.479% [ raw value =8}

other membranes: 4 795% [ raw value = 7 |

Golgi apparatus: 3.425% ( raw value =5 )

other cellular components: 2.74% [ raw value = 4 )
chloroplast: 2.74% ( raw value = 4 )

plasma memhbrane: 2.055% [ raw value =3 )
plastid: 2.055% [ raw value =3 )

endoplasmic reticulurm: 1.37% [ raw value = 2 )
cell wall: 1L.37% [ raw value = 2}

lysosome: 0.685% [ raw walue =1}

nucleolus: 0.685% [ raw value =1

ribosome: 0.685% [ raw value =1}

peroxisome: 0.685% [ raw value =1

nuclear envelope: 0.685% ( raw value =1 )
endosome: 0.685% [ raw value =1 |




Functional Categorization by annotation for : GO Biological Process

other cellular processes: 15.645% [ raw value = 74 )

other metabolic processes: 12.051% [ raw walue = 57 |
response to stress: 9.302% [ raw value = 44 |

response to chemical: 8.457% [ raw value = 40 )
biosynthetic process: 5.92% [ raw value = 28 )

unknown biclogical processes: 5.497% [ raw value = 26 |
response to external stimulus: 4.44% [ raw value = 21 )
response to hiotic stimulus: 4.017% [ raw value = 18 )
response to endogenous stimulus: 3.584% [ raw walue = 17 )
response to abiotic stimulus: 3.171% [ raw value = 15 |
catabolic process: 2.748% [ raw value = 13 )

signal transduction: 2.537% [ raw value = 12 |

protein metabolic process: 2.537% [ raw value = 12 |
reproduction: 2114% [ raw value = 10}

anatomical structure development: 2.114% [ raw value = 10 |
cellular component organization: 2.114% [ raw walue = 10 )
transport: 1.903% [ raw value = 4 )

multicellular organism development: 1.903% [ raw value = 9 |
nucleohase-containing compound metabolic process: 1.48% [ raw val
carbohydrate metabolic process: 1.48% [ raw value = 7 )
secondary metabolic process: 1.268% [ raw value = 6 )
post-embryonic developrment: 1.057% [ raw value =5 |

cell communication: 0.846% [ raw value = 4 )

lipid metabolic process: 0.846% [ raw value = 4 |

other biclogical processes: 0.634% [ raw value =3 |

growth: 0.634% [ raw value =3 )

cell growth: 0.423% [ raw value = 2}

cell differentiation: 0.423% [ raw value = 2 |

translation: 0.211% [ raw value =1}

response to light stimulus: 0.211% [ raw value =1}
generation of precursor metabolites and energy: 0.211% [ raw value :
tropism: 0.211% [ raw value =11




Functional Categorization by annotation for : GO Molecular Function

unknown malecular functions: 36.792% [ raw value = 39 |
hydrolase activity: 9.434% [ raw value = 10 )

protein binding: 9.434% [ raw walue = 10 )

transferase activity: 9.434% [ raw value = 10 |

catalytic actiwity: 8.491% [ raw value = 9 |

transporter activity: 5.604% [ raw value = 7 )

RMA binding: 3.774% [ raw value = 4}

other binding: 3.774% | raw value = 4 |

enzyme regulator activity: 2.83% [ raw value =3 )

other molecular functions: 2.83% [ raw value = 3 |

DMA binding: 1.B87% [ raw value = 2 |

DMA-binding transcription factor activity: 0.943% [ raw value =1}
nucleotide binding: 0.943% [ raw wvalue =1 )

lipid binding: 0.943% [ raw value =1}

structural molecule activity: 0.943% [ raw value =1 |
nucleic acid hinding: 0.943% [ raw wvalue =1 |




DOWNREGULATED GENES

Functional Categorization by annotation for : GO Cellular Component

nucleus: 23.423% [ raw value = 26 |

cytoplasm: 14 414% ( raw value = 16 |

extracellular region: 11.712% [ raw value =13}
chloroplast: 11.712% [ raw value = 13 |

other intracellular components: 5.306% [ raw value = 7 |
cytosol: 5.405% [ raw value =& |

endoplasmic reticulum: 4.505% [ raw value =5 )

other membranes: 4.505% [ raw value =53 )
mitochondrion: 3.604% [ raw value = 4 |

unknown cellular components: 3.604% [ raw value = 4 |
Golgi apparatus: 2.703% [ raw value =3 )

wacuole: 1.802% [ raw value = 2 )

other cellular components: 1.802% [ raw value = 2 |
plastid: 1.802% [ raw value = 2 |

plasma memhbrane: 1.802% [ raw value = 2 |

thylakoid: 0.901% [ raw value =1}



Functional Categorization by annotation for : GO Biological Process

other cellular processes: 13.216% [ raw value = 60 )
response to stress: 11.894% [ raw value = 54 |

response to chemical: 10.132% ( raw value = 46 |

other metabolic processes: 8.59% [ raw value = 359 |
response to abiotic stimulus: 7.93% [ raw value = 36 )
response to endogenous stimulus: 4.846% [ raw value = 22 )
anatomical structure development: 4.626% [ raw value = 21 )
biosynthetic process: 4.405% | raw value = 20}

multicellular organism development: 3.965% [ raw value = 18 )
reproduction: 3.744% [ raw value = 17 |

post-embryonic developrment: 3.304% [ raw value =15}
lipid metabolic process: 3.084% [ raw walue = 14 )

response to external stimulus: 2.863% [ raw value = 13 )
response to hiotic stimulus: 2.643% [ raw value = 12 )
unknown biclogical processes: 2.423% [ raw value = 11 )
nucleohase-containing compound metabolic process: 1.982% [ raw s
signal transduction: 1.542% [ raw value = 7 |

cell communication: 1.101% [ raw value =5 |

catabolic process: 1.101% [ raw walue =5 )

transport: 0.881% [ raw value = 4 |

response to light stimulus: 0.881% [ raw value = 4 )
pollination: 0.661% [ raw value = 3 )

embryo development: 0.661% [ raw walue =3 |

cellular component organization: 0.661% [ raw value =3 |
other biclogical processes: 0.661% [ raw value =3 |
secondary metabolic process: 0.441% [ raw walue = 2 |

cell growth: 0.441% [ raw wvalue = 2 |

growth: 0.441% [ raw value = 2}

tropism: 0.22% [ raw value =1}

protein metabolic process: 0.22% [ raw value =1}

cell differentiation: 0.22% [ raw value =1}

cell death: 0.22% [ raw value =1}




Functional Categorization by annotation for : GO Molecular Function

unknown malecular functions: 28.125% [ raw value = 27 |
catalytic activity: 27.083% [ raw walue = 26 )
transferase activity: 10.417% [ raw value = 10}

protein binding: 9.375% [ raw value = 9 )

hydrolase activity: 4.167% [ raw value = 4 |

kinase activity: 4.167% [ raw value = 4

DMA binding: 3.125% [ raw value =3 )

other binding: 3.125% [ raw value = 3 |

other molecular functions: 3.125% [ raw value =3 |
nucleic acid hinding: 2.083% [ raw value = 2 )

signaling receptor activity: 1.042% [ raw value =1 )
RMA binding: 1.042% [ raw value =1}

DMA-binding transcription factor activity: 1.042% ( raw value =1 |
chromatin binding: 1.042% [ raw walue =1 |

lipid binding: 1.042% | raw value =1}




