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Abstract
Moth bean (Vigna aconitifolia (Jacq.) Marechal)  belonging to the family Fabaceae, is the most important herbaceous legume among Asian Vigna. Mothbean with high tolerance to drought and heat could be an excellent source of drought resistance genes responsible to cope with these stresses. Genome wide expression profiling of ‘Maru moth’, a drought tolerant cultivar of moth bean was studied. Gene expression analysis and functional classification has provided information on different stress responsive genes, transcription factors and signalling genes, pathways possibly associated with moisture stress in mothbean, thereby providing an insight into the molecular mechanism involved in drought tolerance. Transcriptomes sequenced in Roche and ABI platform (reads combined later) generated 16090 and 15096 transcripts from control and treated sample respectively. Many drought-associated genes with different function, molecular pathways were identified. A number of transcription factors (TFs) that regulate expression of stress associated genes, like bHLH, NAC and MYB-related were highly represented in the stress treated sample. In this study 55 Transcription factor families representing 19.42% of total mothbean transcripts. Stress inducible genes like Catalase, Cyt P450 monooxygenase, HSP 90, HSP 70, oxidoreductase, protein kinases, dehydration responsive protein (DRP), universal stress protein and ferridoxin NADH oxidoreductase genes were up-regulated in stressed sample. The expression of heat shock protein (HSP 70), Dehydration responsive protein (DRP) and super oxide dismutase (SOD) were consistently up-regulated in tolerant genotypes of moth bean.In addition to identification of stress responsive genes, and transcription factors we have developed 1,287 SSRs which might be very useful for crop improvement programmes in mothbean and other Vigna species. 
Image:
[image: image1.png]{

i

Velvet/oases Velvet/oases Velvet/oases Roche A W
Kmer25 Kmer29 Kmer31
Assembled Assembled Assembled Assembled
transcripts transcripts. transcripts transcripts
Merged contigs
CAP3 assembly
Super contigs





References:
1. Gurjar,  K., Rampuria, S., Josh,i U., Palit, P., Bhat, K.V., Mohapatra, T and Sharma, R,  2014. Identification of Heat-Related ESTs in moth bean through suppression subtraction hybridization. Appl Biochem Biotechnol., 173:2116-2128

2. Gupta, N., Shrivastava, N., Singh, P.K. and Bhagyawant, S.S,  2016.  Phytochemical evaluation of moth bean (Vigna aconitifolia. L) seeds & their divergence. Biochem Res Int.,  2016:1-6.

Biography:

Bhavana Tiwari is the Ph.d student from Bundelkhand University Jhansi, working in National Bureau of Plant Genetic Resources New Delhi. 
Presenting author details:
Full Name: BHAVANA TIWARI
Contact number: 9654300164

Category: (Oral presentation/ Poster presentation): Poster presentation

Passport Number: R5713193
