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Fatima K, Sadaqat M, Azeem F, Tahir ul Qamar M. Role of integrative omics and
bioinformatics approaches in berries research and genetic improvement, Berry Bioactive
Compound By-Products (vol. 1) 2023; doi: 10.1016/B978-0-323-95600-0.00005-5

Tahir ul Qamar M, et al. Pan-proteomics to analyze the functional complexity of organisms,
Frontiers in  Protein and  Peptide  Sciences (vol. II) 2021;  doi:
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General Research Funding (0.59 Million RMBs), National Natural Science 2019 — 2022
Foundation, China

Postdoctoral Research Grant (0.1 Million RMBs), Guangxi Province, China 2020 - 2022
TUBITAK Research Grant (0.05 Million TLs), Bahcesehir University, Turkey 2017
Research Contribution Award, GC University, Faisalabad, Pakistan 2022-2024
PAG Travel Fellowship, Plant and Animal Genome Conference-XXVIII, USA Jan 2020
Distinguish International PhD Scholar, CSC-MOE, China Dec 2019
Research Contribution Award, Huazhong Agricultural University, China Dec 2019
Best Student Paper Award, Huazhong Agricultural University, China 2018 & 2019
VIB Travel Fellowship, VIBes in Biosciences Symposium, Belgium Sep 2017
CSC fully funded PhD Scholarship, Huazhong Agricultural University, China 2016 -2019

Editor: BMC Bioinformatics, Frontiers in Plant Sciences

Reviewer: Briefings in Bioinformatics, Genome Biology, Bioinformatics, BMC Bioinformatics,

Current Bioinformatics, Frontiers in Plant Sciences, BMC Genomics, Bioinformatics and Biology

Insights, Journal of Integrative Agriculture, Scientific Reports, PLOS ONE
Member: International Society for Computational Biology (ISCB)
Member: American Society for Plant Biologists (ASPB)

Languages: Perl, Python, R/Bioconductor, Shell scripting, PHP, C++

2019 — Present
2019 — Present

Tools/Resources: Bowtie, BWA, BLAT, Tophat, Cufflinks, BEDTools, Samtools, DEGseq,
Circos, ppsPCP, OrthoMCL, OrthoFinder, Get Homologues-EST, Genome Browsers, Adobe

Suite, etc.

Databases/Web development: MySQL, HTML, CSS, JAVA scripting, WordPress, R Shiny

Operating systems: Unix/Linux/Ubuntu, Windows

Biotechnology Approaches: Molecular cloning, Gene transfer and expression analyses,

Transgenic lines development and testing etc.

ppsPCP: A plant presence/absence variants scanner and pan-genome construction pipeline
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CPDB: Citrus Pan-Genome to Breeding Database: A comprehensive genome database for citrus
breeding

Deep-HPI-pred: Deep Learning based Host-Pathogen Interaction Prediction

PangenePro: an automated pipeline for rapid identification and classification of gene family
members

XtractPAV: An Automated Pipeline for Identifying Presence-Absence Variations Across Multiple
Genomes

VirtuDockDL: Deep learning pipeline for accelerating virtual screening in drug discovery
MSAEM: A deep learning model based on sparse auto-encoder for prioritizing cancer-related
genes and drug target combinations

MPD3: A useful medicinal plants database for drug designing

Volunteer: International Student’s Volunteer Center, Huazhong Agricultural 2017 —2019
University, Wuhan, China

Volunteer: Cultural and Character-Building Society, Government College 2012 -2014
University Faisalabad, Pakistan

Volunteer: ICACBAS 2014, Government College University Faisalabad, Feb 2014
Pakistan
Volunteer: Prospects for a Glorious Pakistan: Role of Emerging Technologies, Dec 2013

Government College University Faisalabad, Pakistan

1. The International Conference and Exhibition for Science (ICES2023), Riyadh, Saudi
Arabia, February 06-08, 2023. — [Talk]

2. Plant and Animal Genome Conference (PAG XXVIII), San Diego, USA, Jan 2020. —
[Poster]

3. 1% International Forum on Crop Science, Wuhan, China, Jun 2019. — [Talk & Poster]

4. European Molecular Biology Organization Workshop: Membrane fusion, Cambridge, UK,
Jun 2018.

5. VIBes in Biosciences PhD symposium, Ghent, Belgium, Sep 2017.

6. XIX International Botanical Congress (IBC 2017), Shenzhen, China, Jul 2017. — [Poster]

7. International Conference on Structural Biology, Biological Macromolecules: Structure,
Catalysis and Regulation, Beijing, China, Apr 2017. — [Poster]

8. Computational Biology for Big Data: New Opportunities and Challenges, Shanghai, China,
Mar 2017.

9. PACBIO SMRT Technical Update, Wuhan, China, Mar 2017.

10. 1% International conference on Advancements of Biotechnology, Faisalabad, Pakistan, Mar
2016. — [Talk]

11. 3" National Computational Science Conference (NCSC), Islamabad, Pakistan, May 2015.
— [TalK]

12. 1% International Conference on Applied Chemical, Biological and Life Sciences ICACBAS
2014), Faisalabad, Pakistan, Feb 2014. — [Talk & Poster]

13. Workshop on Research Proposal Writing (Quantitative, Qualitative & Mixed Research
Design), Lahore, Pakistan, Sep 2013.

14. 1% International Conference on Application of Molecular Biology in Medicine and
Agriculture, Islamabad, Pakistan, Aug 2013. — [Talk & Poster]

15. 1% National Conference on Emerging Trends in Bioinformatics and Computational Biology,
Islamabad, Pakistan, May 2013. — [Talk & Poster]

English: Fluent (speaking, reading, writing) | Urdu: Native language | Punjabi: Mother tongue |
Chinese: Basic | Arabic: Basic

Volunteering, Jogging, Sports (cricket), Hiking, Photography, Gardening and Cooking
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