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Muhammad Akhtar Ali

Short Profile

Experienced Research Scientist with a robust background in Molecular
Genetics, Cell and Molecular
Biology. Demonstrated expertise includes the generation of over 15
isogenic cell models, elucidating the roles of various genetic variations
in diverse cancers, resulting in the publication of 18 research articles.
Additionally, successfully identified and validated two anti-saprolegnia
drugs for the aquaculture industry.

Genome Editing, Bioinformatics,

A results-oriented and dedicated professional with a proven ability to
meet deadlines in a fast-paced work environment. Demonstrates
excellence in developing novel methods, gaining insightful
perspectives, and enhancing mechanistic understanding of mutations
and drug targets in diverse areas such as cancers, neural disorders, and
saprolegniasis.

An outstanding team player and adept at fostering fruitful
collaborations across various facets of basic and applied research.
Instrumental in driving projects that have resulted in the publication of
18 peer-reviewed scientific articles.

Experience
2019-Present: Assistant Prof., University of the Punjab, Pakistan

Successfully secured research funding, supervised, and continue to
supervise several PhD and master students. Published several research
articles. Taught and continue to teach various PhD level courses.

2015-2019: Researcher, Uppsala University, Uppsala, Sweden

Independently designed and implemented CRIPSR-Cas system to
generated 5 knockout, one knockin, once gene replacement and 2 large
genomic deletion in various human and other mammalian cells and
successfully investigated phenotype of these genetic alterations. Also
investigated the various phenotypes of these isogenic cell models.
Successfully and independently performed trouble shooting and
implemented HiC and RNA-seq to reveal the 3D genome conformation
and differential whole transcriptome profiles of isogenic cell models
generated, respectively.

Successfully Identified, acquired, organized, and utilized external
NGS-sequencing services.

Successfully taught master level comparative genomics course

2008-2014: rpnp Candidate, Uppsala University, Uppsala, Sweden

Successfully established cell culture lab and implemented the rAAV-
based genome editing in human somatic cells. Generated 11 isogenic
cell models of cancer mutations and studied their phenotypes.
Independently conceived two projects and lead their successful
completions to detect cancer mutations in situ, generate cell models and
their phenotypes.

Successfully, independently contributed and collaborated to establish
transposon mutagenesis-based forwards genetic screens in the lab.

Certlﬁcatlons

Regulatory Affairs Certificate (RAC), Svensk Medicin AB
Good Laboratory Practice (GLP), Svensk Medicin AB
Good Distribution Practices (GDP), Svensk Medicin AB
Applied Project Management, Wenell Management AB
FELASA category C, Uppsala University

Whole Transcriptome Data Analysis and single cells
RNA-seq data analysis, EMBL, Heidelberg, Germany
Teacher Training Course, Uppsala University
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Skill Set

Molecular Genetics:
RNA-seq, HiC, ChIP-seq & Amplicon sequencing, Whole exome sequencing for disease variants, Massively Parallel Reporter
Assay (MPRA), Forward and Reverse Genetic screens, Transposon mutagenesis, DNA, RNA & Proteins extraction, recombinant
DNA techniques, reverse transcription for gene expression, Gel electrophoresis.

Molecular and Cell Biology:
NGS library preparation, Vector designing and constructions, Molecular cloning (of all sorts) especially Gibson assembly,
gateway, Goldengate and TA cloning, Plasmid preparation, RT-qPCR, PCR (of all sorts) especially Splinkerrette and fusion PCR,
ELISA, Sanger sequencing and protein electrophoresis and other standard molecular biology techniques, Recombinant Protein
production, purification and characterization, SDS-page & Western blotting.
Generation of iPSCs & isogenic cell models via genome editing, Genome Editing (CRISPR, Prime Editing, rAAV, & ZFNs), Cell
culture, Cell Transfection & Transduction, Cell proliferation & migration assays, Anchorage independent growth, RNA1, Ectopic
gene expression and viral vectors, Luciferase assays, High content drug screening, Drug dose response (IC50) via MTT assays,
FACS based cellular analyses (Cell sorting, Cell cycle and apoptosis), Microscopy, Immunohistochemistry, Sample preparation
for cellular metabolome analysis.

Bioinformatics:
R and python, NGS data Analysis, Protein Structure modelling, Molecular Docking, Molecular Dynamic Simulations

Languages and Communication
English, Urdu, Swedish (intermediate level)
Highly experienced in scientific writing and oral presentation
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