
Name: entire (e) 

Accessions: H2 

Gene ID: Solyc04g076850 

Map position: chromosome 4 (long arm) 

Gene function: entire codes for AUX/IAA9, a transcriptional repressor of auxin 

signaling 

Gene effect: the mutated allele increases auxin response.  

Phenotypes: MT-e presents simple leaves and parthenocarpy.      

Comments:  

Description of accessions available: MT-e is a BC6Fn introgressed from LA2922 

Figures: 

 

MT-e showing simple leaves 

 



 

Cotiledonary explants of MT-e are more responsive to auxin (NAA) for root formation 

when compared to MT. 
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