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PERSONAL DATA

PLACE AND DATE OF BIRTH: Khartoum, Sudan — 17 October 1976
ADDRESS: 1 Modderfontein Road, Sandringham, Johannesburg, South Africa

PHONE: +27 (0) 11 386 6322
CELLPHONE: +27 (0) 714080901
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mushalallam@gmail.com

ORCID: 0000-0002-9875-6716
RESEARCHGATE (RG SCORE): 34.05
GOOGLE SCHOLAR (H-INDEX): 9

EDUCATION

22 MARCH 2013 Doctor of Philosophy in Bioinformatics (PhD)
South Africa National Bioinformatics Institute, University of the Western Cape,
Cape Town, South Africa
Thesis: Identification and Characterization of MicroRNAs and Their Putative
Target Genes in Anopheles funestus s.s (DOI).

13 FEBRUARY 2006 Master in Molecular Biology (MSc)
Institute of Endemic Diseases, University of Khartoum, Khartoum, Sudan
Thesis: Hyperreactive Malarial Splenomegaly (HMS) in Malaria Endemic Area
in Eastern Sudan (DOI).

15 JUNE 1999 Bachelor of Science (Honours) in Biological Sciences (BSc)
Faculty of Science and Technology, Al Neelain University, Khartoum, Sudan

WORK EXPERIENCE

OCTOBER 2013- CURRENT Senior Bioinformatics Scientist
Sequencing Core Facility, National Institute for Communicable Diseases, Na-
tional Health Laboratory Service, Johaneesburg, South Africa

MARCH- AUGUST 2013 Postdoctoral Research Fellow
South African National Bioinformatics Institute, University of the Western
Cape, South Africa

2008- 2012 Undergraduate Students Tutor
Faculty of Natural Sciences, University of the Western Cape, South Africa

2000- 2008 Research Assistant
Malaria Research Group, Institute of Endemic Diseases, University of Khar-
toum, Sudan

1999- 2008 Teaching Assistant
Faculty of Science, Al-Neelain University, Sudan
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SKILLS AND COMPUTER EXPERIENCE

SEQUENCE DATA MANAGEMENT Experience in manage and store large sequencing
data generated by Illumina (MiSeq and NextSeq),
PacBio Sequel, and Oxford Nanopore.

BIOINFORMATICS AND GENOMICS Analysis of DNA and RNA sequence date, Metage-
nomics and Metatranscriptomics, including genome
sequence assembly, sequence alignment, variant
calling, genome annotation, visualization, and in-
spection of genome assemblies, variants, and re-
arrangements.

DATA ANALYSIS PIPELINES Extensive experience in constructing data analysis
workflows (CLC and Galaxy), visualization, report-
ing, and communicating results.

PROGRAMMING AND SCRIPTING LANGUAGES Shell, C, C++, Perl, Ruby, Python, R, HTML, CSS,
PHP, Java, JavaScript.

DATABASE PROGRAMS MySQL and PostgreSQL.
TYPESETTING TOOLS Microsoft Office™and LATEX.

COURSES, TRAININGS AND WORKSHOPS

• Advance Bioinformatics Training Course, Center for Genomic Epidemiology (CGE),
Technical University of Denmark (DTU), Copenhagen, Denmark, 20- 24 January 2020

• H3ABioNet/University of the Witwatersrand and Stanford University Metagenomics Work-
flow Hackathon 2019, Johannesburg, South Africa, 20- 23 January 2019

• African Centre for Gene Technologies RNASeq Workshop, University of Pretoria, Pre-
toria, SouthAfrica,15- 19 May 2017

• Training on the Application of Bioinformatics in Public Health, Public Health England,
Colindale, UK, March 2014

• Using Bacterial Isolate Genome Sequence Database (BIGSdb), University of Oxford,
Oxford, UK, February 2014

• Working with Pathogen Genomes, Wellcome Trust Sanger Institute, Wellcome Trust
Genome Campus, Hinxton, UK, January 2014

• NIAID/NIH Workshop, Microarray Analysis Using R/Bioconductor ,Bamako, Mali, 4- 5
December 2009

• 2nd Southern African Bioinformatics Workshop, organized by University of the Witwa-
tersrand, Johannesburg, SouthAfrica, 11- 12 October 2009

• WHO/TDR Training Course on Bioinformatics Tools for Comparative Genomics of Vec-
tors: Towards an Understanding of Glossina Biology, University of The Western Cape,
Cape Town, South Africa, 4- 8 August 2008

• Capacity Building in Malaria with a Focus on e-Learning Course, Tanzanian Training
Centre for International Health, Ifakara, Tanzania, October - November 2007

• Advanced Molecular Biology Practical Training Course, held at Division of Medical Bio-
chemistry, Institute for Infectious Disease and Molecular Medicine, University of Cape
Town, South Africa, July- September 2007



CONFERENCES

• Young Scientists Symposium, Theme: OneHealth: A focus on Infectious Diseases in
Africa, Durban, SouthAfrica, 27- 28 May 2019

• The Young Scientists Conference on Genomics and Human Health in Africa, Khartoum,
Sudan, 2- 7 December2018

• PacBio 2018 EMEA User Group Meeting, Lisbon, Portugal,15- 16 November 2018

• 2nd International Conference for Food Safety and Security, Pretoria, South Africa, 15-
17 October 2018

• Next-generation Sequencing Information Day, University of Pretoria, Pretoria, South
Africa, 19 September 2018

• PacBio EMEA 2017 User Group Meeting, Barcelona, Spain, 2-3 November 2017

• 2013 ISCB Africa ASBCB Conference on Bioinformatics, Casablanca, Morocco,13-15
March 2013

• Malaria (A8) Meeting, Keystone Symposia, NewOrleans, Louisiana, USA, 20- 25 Jan-
uary 2013

• Molecular Approaches to Malaria 2012 Conference (MAM2012), Lorne, Australia,19- 23
February 2012

• 2011 ISCB Africa ASBCB Conference on Bioinformatics, CapeTown, South Africa, 9-
11 March 2011

• 22nd International Committee on Data for Science and Technology (CODATA), Cape
Town, South Africa, 24- 27 October 2010

• 2009 ISCB Africa ASBCB Conference onBioinformatics, Bamako, Mali, 1- 3 Decem-
ber2009

• The Medical Research Council of South Africa (MRC) Research Day, CapeTown, South
Africa, 14- 15 September 2009

• International Congress of Parasitology XI Conference (ICOPAXI), Glasgow, Scotland,
6- 11 August 2006

• 4th Annual Meeting of African Society of Human Genetics, held at International Live-
stock Research Institute, Addis Ababa, Ethiopia, 3- 5 June 2006

• 4th MIM Pan-African Malaria Conference, Yaounde, Cameroon, 13- 18 November 2005

MEMBERSHIPS

• International Society for Computational Biology (ISCB).

• African Society for Bioinformatics and Computional Biology (ASBCB).

• American Society for Microbiology(ASM).

• African Society of Human Genetics (AFSHG).



AWARDED GRANTS

• 2016-2019, South African Medical Research Council Self-initiated Research Grant

OTHER

• South African Identity Document Holder (ID number 7610175777183).

• South African Permanent Residence Permit Holder.
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