Marco van Zwetselaar
Bioinformatician / IT Professional

io@zwets.it - http://io.zwets.it - +31 6 2984 5432
Kraatswegje 1-A - 6732 AK Harskamp - The Netherlands

Bioinformatician with a decade of experience in whole genome sequencing and high-performance
computing. Twenty years prior experience as an I'T professional, from board level consulting down
to the bits and the iron. Open source software developer since the dawn of personal computing.
GNU /Linux expert. Academic origins in geography, Al computing, modelling and statistics.

CURRENT Self-employed at Zwets IT. Independent contractor in I'T and bioinformatics.

*  On-site and remote software development

* Bioinformatics consultancy and pipeline development
* HPC design, construction and management

* Advanced Linux systems management

* Bioinformatics training & mentoring

PREVIOUS Lead Bioinformatician at KCRI (Moshi, Tanzania), Aug 2012 — Feb 2023
Enterprise architect at Atos, Aug 2005 — Aug 2012
Lead architect at Delta Lloyd OHRA (through Atos), 2011 — 2012
Consultant at a.s.r. verzekeringen (through Atos), 2008 — 2011
IT architect at Achmea (through Atos Origin), 2005 — 2009
Software architect at Fortis, 1998 — 2004
Software developer Nat. Inst. Public Health & Env (RIVM), 1994 — 1998

Scientific programmer at Utrecht University, 1990 — 1994

EDUC- MSc Human Geography, Utrecht University, 1992

ATION Cap. sel. Artificial Intelligence, Utrecht University, 1992

IB Diploma, UWC of the Adriatic, 1986

LANG- Spoken: English, Dutch, Italian, German, French, some Swahili

UAGES Computing: C++, C, Python, awk/bash, R, Java, SQL, Haskell,

JavaScript, Scheme & LISP, Erlang, Smalltalk, Prolog




RECENT
COURSES

Move to modern C++ / Progress to C++17, Udemy, August
2024

Mathematics for Machine Learning, Imperial College (Coursera),
July 2020, licence 4CHZR56VKCFG

Real-time Virus Genome Sequencing, Nanopore sequencing &
bioinformatics for viral outbreak response, ARTIC Network, Accra, Dec 2018

Specialization Probabilistic Graphical Models
(Honours), Stanford (Coursera) Mar 2017, licence 6KVJTGM283MK

Specialization Bioinformatics Algorithms (Distinction),
UCSD (Coursera) Apr 2016, licence UQQK6D5JX8DV

High-dimensional Data Analysis, PH525.4.x (edX), Apr 2016,
licence fd79ffabaaed4e829401a42a1c¢548b9d

Statistical Inference for High-throughput Experiments,
PH525.3.x (edX), Mar 2016, licence aec1b523e2d2418cbc0ab47d8ab5b35b

Algorithms for DNA sequencing, Johns Hopkins (Coursera), Jan
2016, licence GMWNE2NMPS8

RECENT
TEACHING

Building Workflows and Pipelines, on-line, Oct 2025

Linux Container Technologies, on-line, Sep 2025

Git, GitHub and Workflows, Tanzania (on-line), Aug 2025
Bioinformatics for AMR surveillancee, on-line, Aug 2025
Bioinformatics Introduction, CIDRZ, Lusaka, June 2025
Bioinformatics for AMR surveillance, CHSU, Lilongwe, Mar 2025
Bioinformatics Refresher, FAO/NMIMR, Accra, May 2023
Advanced CLI Bioinformatics, NMIMR, Accra, Oct 2022
Command-line Bioinformatics, NMIMR, Accra, Sep 2021
Bioinformatics 101, KCMUCo MSc, Moshi, Jun 2021

Introduction to Bioinformatics, Fleming Fund, online, Mar 2021




RECENT github.com/zwets
WORK * unfasta — command-line pipes and filters for genomic data
* gene-paths — determine gene order from assembly graphs
* amr-trinity — run the big three AMR tools in one go
* cge-bap — bacterial analysis pipeline
* taxo — offline command-line NCBI and GTDB taxonomy browsers
* kcst — k-mer counting sequence typing and species identification
* picoline — simplistic workflow & job control for on-machine pipelines
e fastq-utils — small utilities to manipulate fastq format files
Access to internal bioinformatics analysis repositories provided on request
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