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NO,  uptake as well as expression of genes involved in this function are targets for
the same regulation
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ANR International Project: ModelN (Coordination: L. Lejay)

-University of Santiago Chili : Plant Systems Biology lab

Model Testing

-University of Montpellier 2 : Theoretical physic

Transcriptome
C/N combination

Variability of NRT2.1 transcript accumulation

Iterative Approach

Modelling the dynamic of
interactions

\

Gene Regulatory
Network

Cécile Fizames




Gene Reqgulatory Network Building

Integration of Genomic Data
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Gene Reqgulatory Network centered on NRT2.1

Node legend

A Transcription factor (TF)
B Metabolic gene
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Network validation: transcription factors are the targets

Signals
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Network building requires others approaches

1/ Genetic analysis
Screening =2 ldentification of mutants altered for NRT2.1 response on high N medium
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Network building requires others approaches

1/ Genetic analysis

2/ Analysis of promoter regions in a larger system including NRT2.1
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