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Bioinformatician with a decade of experience in whole genome sequencing and high-
performance computing. Twenty years prior experience as an IT 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, AI computing, 
modelling and statistics.

CURRENT Se l f - emp l o y ed  at Zwets IT. Independent contractor in IT and bioinformatics.
On-site and remote bioinformatics software development; HPC design and 
construction; advanced genomic analyses; bioinformatics mentoring & training.

PREVIOUS  L e ad  B i o i n f o rma t i c i a n  at Kilimanjaro Clinical Research Institute (KCRI,
KCMC, Moshi, Tanzania), Aug 2012 – Feb 2023

• Construct the analysis pipelines for genomics at KCRI; design and perform 
bespoke analyses of genomic data for numerous projects.

• Design, build and manage the high-performance cluster at KCRI; build the 
HPC at Noguchi Memorial Institute for Medical Research, Accra.

• Train post-doc, PhD and MSc students; supervise interns; teach 
bioinformatics and programming courses.

• Project coordination of the Fleming Fund SeqAfrica project: establish a 
reference sequencing lab for antimicrobial resistance at KCRI.

En t e r p r i s e  a r c h i t e c t  at Atos, Aug 2005 – Aug 2012

Le ad  a r c h i t e c t  at Delta Lloyd OHRA (through Atos), 2011 – 2012

Con su l t a n t  at a.s.r. verzekeringen (through Atos), 2008 – 2011

IT  a r c h i t e c t  at Achmea (through Atos Origin), 2005 – 2009

So f twa r e  a r c h i t e c t  at Fortis, 1998 – 2004

So f twa r e  d e v e l o p e r  Nat. Inst. Public Health & Env (RIVM), 1994 – 1998

S c i e n t i f i c  p r o g r amme r  at Utrecht University, 1990 – 1994

EDUC-
ATION

MSc  Human  Geog r aphy , Utrecht University, 1992

Cap .  s e l .  A r t i f i c i a l  I n t e l l i g e n c e , Utrecht University, 1992

IB  D i p l oma , UWC of the Adriatic, 1986



LANG-
UAGES

Spok en :  English, Dutch, Italian, German, French, some Swahili

Compu t i n g :  C++, C, Python, Haskell, awk/bash, R, Java, SQL,   
JavaScript, Scheme & LISP, Erlang, Smalltalk, Prolog

RECENT

COURSES

Math ema t i c s  f o r  Ma ch i n e  L e a r n i n g ,  Imperial College (Coursera),
July 2020, licence 4CHZR56VKCFG

Rea l - t ime  V i r u s  Genome  S e qu en c i n g ,  Nanopore sequencing & 
bioinformatics for viral outbreak response, ARTIC Network, Accra, Dec 2018

Sp e c i a l i z a t i o n  P r ob ab i l i s t i c  G r aph i c a l  Mode l s  
(Honou r s ) ,  Stanford (Coursera) Mar 2017, licence 6KVJTGM283MK

Sp e c i a l i z a t i o n  B i o i n f o rma t i c s  A l g o r i t hms  
(D i s t i n c t i o n ) ,  UCSD (Coursera) Apr 2016, licence UQQK6D5JX8DV

High - d imen s i o n a l  Da t a  Ana l y s i s ,  PH525.4.x (edX), Apr 2016, 
licence fd79ffa5aaed4e829401a42a1c548b9d

S t a t i s t i c a l  I n f e r e n c e  f o r  H i gh - t h r ou ghpu t  
Exp e r imen t s ,  PH525.3.x (edX), Mar 2016, licence 
aec1b523e2d2418cbc0ab47d8ab5b35b

Al g o r i t hms  f o r  DNA s e qu en c i n g ,  Johns Hopkins (Coursera), Jan 
2016, licence GMWNE2NMP8

RECENT

TEACH-
ING

B i o i n f o rma t i c s  R e f r e s h e r ,  FAO/NMIMR, Accra, May 2023

Advan c ed  CL I  B i o i n f o rma t i c s ,  NMIMR, Accra, Oct 2022

Command - l i n e  B i o i n f o rma t i c s ,  NMIMR, Accra, Sep 2021

B i o i n f o rma t i c s  1 0 1 ,  KCMUCo MSc, Moshi, Jun 2021

I n t r odu c t i o n  t o  B i o i n f o rma t i c s ,  Fleming Fund, online, Mar 2021

RECENT 
WORK

g i t hub . c om/zwe t s  |  g i t h ub . c om/k c r i - t z

• u n f a s t a  –  command-line pipes and filters for genomic data

• g e n e - p a t h s  –  determine gene order from assembly graphs

• k c r i - c g e - b a p  –  open source bacterial analysis pipeline

• t a x o  –  offline command-line NCBI and GTDB taxonomy browsers

• k c s t  –  k-mer counting sequence typing and species identification

• p i c o l i n e  –  simplistic workflow & job control for on-machine pipelines

• f a s t q - u t i l s  –  small utilities to manipulate fastq format files

Access to internal bioinformatics analysis repositories provided on request



RECENT 
PAPERS
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