Regulation of gene expression in alfalfa development and stress

tolerance
Bioinformatics and comparative genomics :> Next generation sequencing
using model legume and reference genomes and transcriptome assembly
% Identification of candidate stress-responsive genes @

OBJECTIVE 1 CQuantitative validation of selected genes by QRT-PCE,

cloning, and sequencing

1
Functional studies of the identified genes by genetic
engineering tools

Identification of molecular markers associated with
resistance to abiotic/biotic stresses

[T
PCE-based SNP genotyping and validation of molecular

markers

] 1
Evaluation of molecular markers in breeding material.
Integration of the functional genomics and molecular

matker resources in breeding programs

Variety susceptible to stress Variety tolerant to stress
A flowchart explaining approaches and the order of the research process
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