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Summary of Key Research Interests
· Improving GCA and heterosis performances in rice by molecular genotyping of yield and quality related traits. 
· Exploring genetic diversities in Rice and Wheat genomes by genotyping by sequencing (GBS) and SNP chip array.
· Genome-based breeding by design in Rice and Wheat by identification of         alleles/QTLs and genes of traits enhancement through Genomic Selection and Genome-Wide Marker-Trait Association Analysis
· Characterization, Fingerprinting and Pyramiding of associated genomic regions of traits through MAS-based breeding and conventional backcross breeding method
· Heavy metal (Cadmium) stress breeding through identification of QTLs and differently expressed genes (DEGs) using DNA and RNA-sequencing techniques
ACADEMIC QUALIFICATON
						
 2018-2020      Post-Doctoral Research Fellow 
Environmental Biotechnology 
Center of Agricultural Resources Research, IGDB, 
Chinese Academy of Sciences (CAS)

2014-2017	PhD
Specialization in Crop Genetics & Breeding
Nanjing Agricultural University, Nanjing China
Dissertation Title: Association analysis between constructed SNPLDBs and GCA effect values of 11 yield-related traits in parents of hybrid rice (Oryza sativa L.)
	
2011-2013	M.Sc (Hons)
Specialization in Plant Breeding & Genetics
The Agricultural University of Peshawar
Thesis Title: Heterotic response of three-way cross maize hybrids for grain yield and yield components

2007-2011       B.Sc (Hons) Agriculture
Specialization in Plant Breeding and Genetics
The Agricultural University of Peshawar
Internship Report Title: Genetic variability and correlation analysis for yield components in mungbean (Vigna radiata L. Wilczek)
Laboratory expertise
· DNA isolation from plant tissues and NGS based genotyping by sequencing (GBS) protocol for construction of genomic libraries and identication of sequence variations (SNPs)
· Protocol for Bioanalyzer (Agilent) machine, illumine HIseq-2500
· The protocol related to genome-wide association studies (GWAS) for discovery of alleles/QTLs and genes 
· The protocol for plant RNA isolation and performing QRT-PCR reactions for  candidate genes expression analysis
· Performing KASP marker assay for validation of associated/candidate SNPs using crop population
· DNA quality assessment techniques; Gel analysis, Qubit and Nano drop spectrometer
· Quantitative determination of heavy metals (Cadmium (Cd) , mercury (Hg), arsenic (As), chromium (Cr) concentration in wheat root and shoot tissues using Atomic Absorption Spectroscopy (AAS)
Field expertise
· Phenotyping of field crops for yield and quality related traits using factorial breeding designs
· Emasculation and pollination skills in rice, wheat and maize crops 
· Crossing of inbred parents in (CMS and restorer lines, Backcrossing) in diallel, line × tester and North Carolina mating designs 
· Well knowledge of hydroponics culture of wheat and rice under abiotic stresses (heavy metal, cold and salt stresses)
Programming
· Use to with NGS related software for mapping of sequence reads, SNP calling, SNP annotations and haplotype block construction
· Association software’s (Tassal (GLM and MLM models) and Matlab (CA screen, interval mapping and single factor ANOVA method of marker-trait association)
· Statistics software’s for performing different categories of descriptive analysis (Matlab, Statistix, SPSS and excel)


Awards/Honor
· Recipient of Best International Student award during PhD – 2017
· Won Post-Doctoral Merit Fellowship (President's International Fellowship Initiative (PIFI), Chinese academy of Sciences-2018-2020
· Secured funding (2018PB0084, ( 0.5 Million Chinese RMB ¥) form National Natural Science Foundation (NNSF) of China in 2018 for identification of genomic resources of Cadmium resistance in wheat using RNA-Seq bulked segregant analysis   
Teaching / Lecturing Experience
·  6-months of teaching experience on Molecular breeding, Advanced Plant Breeding Methods and Mutation Breeding at Nanjing Agricultural University and University of Chinese Academy of Sciences (UCAS), during PhD and Post-Doctoral Research Fellowship. 
Work Experience
·  2020-Current Research Associate (Green Super Rice in Pakistan) 
 at National Institute of Genomics and Advanced Biotechnology (NIGAB-NARC)   Islamabad.
Sequences Submitted
· Imdad Ullah Zaid (2017). Whole Genome Sequences of CMS and restorer lines of rice Submission ID. NCBI short read archive (SRA) accession number:SRR2758809
· Imdad Ullah Zaid (2018). Whole Genome Sequences of CMS and restorer lines of rice Submission ID. NCBI short read archive (SRA) accession number: SRR7250921
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