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SUMMARY

Experienced bioinformatics Analyst specialized in NGS data analysis, proficient in Python and R, with a
strong track record of delivering impactful insights from complex genomic datasets. Skilled in designing
bioinformatics pipelines, applying statistical models, and collaborating with interdisciplinary teams to drive
successful outcomes. Passionate about leveraging cutting-edge technologies to contribute to personalized
medicine and precision healthcare.

RESEARCH EXPERIENCE

❖ Research experience : 5+ Years

❖ Senior Project Associate at National Collection of Industrial Microorganisms in CSIR-National
Chemical Laboratory: working under the guidance of Dr. Mahesh Dharne from February 2023
to present.

➢ Roles & Responsibilities :
√ Carried out Data Analysis on multiple NGS sequences like 16s/18s/ITR amplicons, shotgun

metagenomes, and whole genomes (bacteria/viruses) among others, sequenced using cutting
edge technologies like Illumina (MiSeq/HiSeq) and Oxford Nanopore (MINion).

√ Sampling, sample preparation, DNA extraction, library preparation and sequencing of
samples collected from environment sources like hot springs, rivers, hyper-saline lakesand
glaciers.

√ Setup, maintenance and management of Linux based high performance computing
infrastructure, setting up analysis pipelines, coding and programming in R/Bash/Python,
maintenance of internal databases, and assisting in-house PhD students in analysis by
providing insights on bioinformatics methods and creating custom tools and scripts to aidin
their research.

❖ Project Assistant-III at National Collection of Industrial Microorganisms in CSIR-National
Chemical Laboratory: worked under the guidance of Dr. Mahesh Dharne from October 2020 to
February 2023.

❖ Project Assistant-II at National Collection of Industrial Microorganisms in CSIR-National
Chemical Laboratory: worked under the guidance of Dr. Mahesh Dharne from October 2018 to
October 2020.

❖ Project Trainee at CSIR-Center for Cellular and Molecular Biology, Hyderabad : worked under
the guidance of Dr. Shrish Tiwari from September 2018 to October 2018.

EDUCATION

❖ Full Stack Data Science Program, Nov’2021 Batch at iNeuron-Bengaluru, Completed on 21st

November 2022.

❖ Python Online Certification Training, Topic: “Learn to Code in Python3: Programming
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beginner to advanced”, Completed on April 2020.
❖ Bachelor of Technology (B.Tech) specialization in Bioinformatics, SRM University, Delhi-

NCR, Duration of Course: 4 Years, From 2014 to 2018 (C.G.P.A 7.85/10, 78.5%).
❖ Higher Secondary Schooling (Science) – Government Boys Senior Secondary School,

Alipur Delhi, CBSE Board (73.40%), Year of Passing: 2014.

❖ Secondary Schooling – Bhagatji Memorial Model Secondary School, Delhi. CBSE Board
(CGPA – 7.2), Year of Passing: 2012.

RESEARCH PROJECTS

❖ Wastewater Surveillance of Covid-19 & other bacterial and viral patogens from Pune city under a
mission of : One Health Approach. (Funding : Rockfeller foundationa,USA & CSIR)

❖ River Microbiome: Understanding the overall microbial ecology of the polluted urban rivers and also
analyzing the impact of Mass gatherings events on the religiously important rivers of India.

❖ National Mission for Clean Ganga (NMCG) project: The project aims to understand the non-
putrefying properties of Ganges river by employing Nanopore Sequencing technology.

❖ Lonar microbial ecology: The main aim is to delineate the microbial flora and associated
functional potential in the extreme conditions of the unique Soda lake formed due to crater in
Maharashtra, India.

❖ Whole Genome Sequencing: Genome assembly, gene prediction, functional annotation, phylogenetic
analysis and pan-genomic study of Ochrobactrum species from clinical and environmental origins
using long read based Oxford Nanopore Sequencing Technology.

PROFESSIONAL SKILLS

Dry Lab:
➢ Sequence and Structure retrieval and searching from any Database.
➢ Sequence Analysis tools: BLAST, clustalW, Muscle, FASTA, Diamond etc.
➢ Metagenomics tools: QIIME, MOTHUR, MG-RAST, MEGAN, DeepARG, Ressfinder, Kaiju etc.
➢ Pathway databases and tools: KEGG, MINT and BIND.
➢ Protein prediction tools: GeneMark, Glimmer, GenScan, etc.
➢ Genomic Annotation using tools and resources like: PATRIC, Prokka, RAST, etc.
➢ Assembly using tools like: SPADES, miniasm, flye, canu, Unicycler, wdbg2, velvet, etc.
➢ Extremely proficient in establishing analysis pipelines (snakemake and nextflow), format conversions,

scripting of tools, etc.

➢ Interpretation of results and outputs of the above tools and database files.

Computer Skills:

➢ Operating systems: Linux (any distribution), Windows (any version).
➢ Programming languages:

√ Advanced:Python – NumPy, SciPy, Pandas, R, Linux Shell Scripting.

√ Basic: C,C++, Javascript, PHP,HTML,Perl,etc.
➢ Proficient with Microsoft office suite.



➢ Retrival of information from large data.
➢ High command on awk, sed, grep.
➢ Visualization of data using metplotlib, seaborn etc.

Wet Lab:

➢ Microbiological Techniques: Plating, Streaking, Staining, Microbial Culture requirements etc.
➢ Molecular Biology Techniques: DNA extraction, Purification, Amplification(PCR),
Library Preparation etc.
➢ Instruments and Machine handling which includes: Microscopes, Sanger Sequencer, Oxford
Nanopore Sequencer etc.

➢ Sampling and its intricacies (water and sediment).

➢ DNA sequencing : Oxford Nanopore.

AREA OF INTEREST

Programming, Metagenomics, Single cell genomics, epigenetics, cancer genomics, microbial
genomcis, Bioinformatics pipelines development, Oxford Nanopore Sequencing.
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TRAININGS & CONFERENCES

➢ 5-Days Industrial training at International Center for Genetic Engineering and Biotechnology
(ICGEB), New-Delhi, India.

➢ Completed 2-Months Summer training at CSIR-Center for Cellular and Molecular Biology,
Hyderabad under the guidance of Dr. Shrish Tiwari. From 25th May 2017 to 25th July2017.

➢ Dissertation project training for 6-Months at CSIR- Center for Cellular and Molecular Biology,
under the guidance of Dr. Shrish Tiwari. From 4th Jan 2018 to 4th July 2018.

➢ Participated in International conference on Antimicrobial Resistance, Nobel Drug Discovery and
Development: Challenges and Opportunities, organized by SRM University, Delhi- NCR. Year:
2015.

➢ Participated in International conference on “Integrative Biology & Applied Genetics”-
ICIBAG: 2018, organized by Osmania University, Hyderabad. Year: March-2018.

➢ Participated in 9th International Conference on “NextGen Genomics, Biology,
Bioinformatics and Technologies (2019-NGBT)”. Date: 30th Sep – 2nd Oct 2019, Mumbai,
India.

➢ Participated in organizing Skill Development Program conducted at CSIR-National Chemical
Laboratory, Pune. Title: Microbial Identification by Biochemical, Genetics and Genomic
Techniques. From : 18th June 2018 to 28th June 2018

PERSONAL DETAILS

Name : Vinay Rajput
Father’s Name : Anil Kumar
Mother’s Name : Suman Devi
Date of Birth : 29th November 1996
Marital Status : Single
Languages Known : English, Hindi
Nationality : Indian.
Mobile No. : +91-8447432515
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