
To elucidate the 
molecular mechanisms underlying the functional changes in VTA 
neurons under stress arising from social interactions, RNA-Seq 
analysis was used to compare the transcriptome profiles in the 
VTA of three groups of male mice: chronically winning mice with 
positive social experience in daily agonistic interactions, 
chronically defeated mice with negative social experience in daily
agonistic interactions, and control mice having no experience of 
agonistic interactions. 

. Several genes have been identified that may 
be involved in the determination of alternative behavioral 
phenotypes in groups of male mice with alternative social
experience.
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Databases used

Statistical methods

Camk2a, Gad2, Slc6a2, Slc6a3, Slc6a4, Tph2

Nrgn

Nrgn

Six3, Ercc2, Otx2
Nrgn

Ercc2, Otx2 Nrgn

Ercc2 Nrgn
Ercc2

Nrgn
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