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RESEARCH AREA:

My research focuses on integrating genomics, transcriptomics, proteomics, gene editing, speed-
breeding and bioinformatics in understanding agronomically important traits in rice and finger
millet to develop high yielding and consumer demand-driven trait-specific varieties. We generated
huge amount of sequence data and made available to the public in NCBI database. We sequenced
and annotated first indica rice cultivar (HR-12) from India. Complete genomes of Fingermillet,
Indian Sandalwood, Horsegram and Sarocladium oryzae (rice sheath rot causing pathogen) were
sequenced, assembled, annotated first time in the world and published in highly reputed scientific
journals (Refer to Publication list).
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PROFESSIONAL EXPERIENCE:

1. Harvard University- Completed a short course on “CRISPR: Gene-editing
Applications” from Harvard’s Office of the Vice Provost for Advances in Learning

(VPAL), in association with HarvardX, USA.

2. Centre for Cellular and Molecular Platforms (C-CAMP), NCBS, Bangalore - Took
lead in genome sequencing, functional annotation and other NGS analyses of rice, neem,
Sandalwood, Magnaporthe and Sarocladium oryzae from 2011 to 2015.

3. The Ohio State University, Columbus, USA - Took lead in sequencing of rice landraces
and NGS data analyses at Plant Disease Resistance and Functional Genomics Lab,
Department of Plant Pathology, College of Food, Agricultural, and Environmental
Sciences, Ohio State University, Ohio, USA.

4. Beachell-Borlaug Scholars Leadership Development Training, USA- Got training on
presentation skills, time management through goal setting, global proficiency and



professional image, team building, business etiquette, dining tutorial, self-awareness,
intercultural competence, held at Tero Learning Centre, Des Moines, lowa state, USA.

Monsanto Research Centre, Bangalore- Involved in Marker Assisted Breeding, Pre-
selection and haplotype estimation in Corn Breeding. | was part of Corn SNP genotyping
team from Monsanto, India with Monsanto, St. Louis and Ankeny (Headquarters, USA).

Monsanto Inc., Philippines- Ten days training on Marker Assisted Backcross Breeding
in Corn and Barcoding of corn breeding nurseries at Monsanto Inc., General Santos City,
Philippines.
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Monsanto’s Beachell-Borlaug International Fellowship Award (Received a grant of
$1,44,239), Texas A&M, USA.
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Monsanto Emerging Star Award, Monsanto, Bangalore.
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