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A. Personal Statement 

Work in the Cribbs group focuses on developing novel single-cell technology and computational analysis 
frameworks that empower new modes of treating disease. 
 
Our main goal is to understand health and disease biology from a functional genomics standpoint. We believe 
that advancing our understanding of the mechanisms that regulate genes, proteins and biological pathways will 
allow us to understand normal biological function and disease processes. Ultimately, our hope is that this will 
lead us to discovering novel therapeutic targets for treatment of disease. These goals are practiced in highly 
collaborative projects, such as the Tendon Seed Network, Oxford-Bayer Alliance in Women's health and Oxford 
Centre for Translational Myeloma research. 

Our group has a focus on developing novel single-cell sequencing technologies to decipher the complex biology 
that underpins disease. Specifically, we have developed a set of multiplexed long-read (Nanopore) single-cell 
sequencing technology. Using this technology, our goal is to understand how cellular heterogeneity encodes 
epigenetic function and regulation in complex biological systems. Outcomes from this work have facilitated the 
identification of candidate drug targets across multiple disease types, such as inflammation and oncology. As 
part of this on-going work, we are developing complex computational pipelines and creating machine learning 
software that enables the analysis and integration of the data.  

B. Positions and Honors 

Positions and Employment 
2018- present Group leader and MRC Career Development Fellow in systems biology, Botnar Research 
Centre, University of Oxford, UK 
2016-present Junior Research Fellowship, Campion hall, University of Oxford, UK 
2015-2018  MRC Career development fellow, University of Oxford, UK 

- Director Prof Chris Ponting 
2013-2015  Postdoctoral fellow, Botnar Research Centre, University of Oxford, UK 

- Supervisors - Prof Sir Marc Feldmann and Prof Udo Oppermann 

C. Contribution to Science 

1. Development of computational analysis frameworks – I lead the development of the Computational 
Genomics Analysis Toolkit (CGAT; https://github.com/cgat-developers), several pieces of software that 

https://chanzuckerberg.com/science/programs-resources/single-cell-biology/seednetworks/the-tendon-seed-network/),
https://www.ndorms.ox.ac.uk/programme-grants/oxford-bayer-healthcare-collaborative-research-alliance-on-womens-health-1
https://oxford-myeloma.org.uk/
https://oxford-myeloma.org.uk/
https://github.com/cgat-developers


 

 

facilitate the development of Next Generation Sequencing (NGS) analysis workflows. Following my 
appointment as group leader in systems biology, at the Botnar research Centre, I was successful in 
applying for a highly competitive MRC Career Development Fellowship. This has led me to establish a 
computational research group that consists of several postdoctoral and PhD computational biologists. 
One of my main roles as group leader is to teach and enforce good practice in data reproducibility. For 
example, all of our code is developed so that it conforms to the common workflow language guidelines, 
is sufficiently portable and generates detailed logging information so that all analysis is well documented.  
Our group has established extensive single-cell sequencing workflows that are built using several 
programming languages (https://github.com/Acribbs/scflow). These workflows have been adapted for 
use in several ongoing single-cell sequencing projects, of which the largest is the Tendon Seed Network, 
part of the Human Cell Atlas project. 

 
2. Development of long-read single-cell sequencing technologies– Our group has established direct 

cDNA long-read Nanopore sequencing technology (scBUC-seq). This technology incorporates a unique 
barcode and UMI correction approach that facilitates accurate single-cell Nanopore sequencing. The 
outputs from this work include a pre-print manuscript currently in revision at Nature Biotechnology 
(Philpott et al 2021; https://www.biorxiv.org/content/10.1101/2021.01.18.427145v1) and several patents. 
These patents have been the basis on which we have established Caeruleus Genomics, a spinout 
company that has a mission to advance the adoption and utility of long-read single-cell technologies to 
improve human health. In the fourth quarter of 2021 we hope to have our first commercial product on the 
market. 

 
3. Translational research – The Cribbs group has a broad interest in systems biology, immunology and 

epigenetics. Our aim is to identify possible novel therapeutic intervention points in malignant bone and 
soft tissue cancers like Ewing’s sarcoma or Multiple Myeloma, and in inflammatory diseases or fibrotic 
conditions such as Rheumatoid Arthritis, Ankylosing Spondylarthritis or Uterine Fibroids. These goals are 
pursued in highly collaborative projects, such as the Human Cell Atlas project, the Oxford Centre for 
Translational Myeloma Research, the Oxford-BMS Myeloma Consortium and the Oxford-Bayer Alliance 
in Women’s Health. 

 
Recently I was successful in achieving a highly competitive 5-year MRC Career Development Fellowship 
to identify therapeutic targets in drug resistance Multiple Myeloma. Outcomes from this work will include 
computational tool development, multi-modal single-cell sequencing technology expansion and better 
mechanistic understanding of the molecular pathways driving drug resistance.  
Selected outputs from the lab are shown below: 

a. Adam P Cribbs, Stefan Terlecki-Zaniewicz, Martin Philpott, Jeroen Baardman, David Ahern, 
Morten Lindow, Susanna Obad, Henrik Oerum, Brante Sampey, Palwinder K Mander, Henry 
Penn, Paul Wordsworth, Paul Bowness, Menno de Winther, Rab K Prinjha, Marc Feldmann, 
Udo Oppermann. Histone H3K27me3 demethylases regulate human Th17 cell development 
and effector functions by impacting on metabolism. PNAS. 2020 

b. Guo M., Bafligil C., Tapmeier T., Hubbard C., Manek S., Shang C., Martinez FO., Schmidt N., 
Obendorf M., Hess-Stumpp H., Zollner TM., Kennedy S., Becker CM., Zondervan KT., Cribbs 
AP*., Oppermann U. Mass cytometry analysis reveals a distinct immune environment in 
peritoneal fluid in endometriosis: a characterisation study. BMC Medicine. 2020. *Senior 
corresponding author  

c. Adam P Cribbs, Edward Hookway, Graham Wells, Morten Lindow, Susanna Obad, Henrik 
Oerum, Rab Prinjha, Nick Athanasou, Aneka Sowman, Martin Philpott, Henry Penn, Kalle 
Soderstrom, Marc Feldmann, and Udo Oppermann. Histone H3K27 demethylases selectively 
regulate inflammatory Natural Killer cell phenotypes. JBC. 2018 

d. Adam P Cribbs, Alan Kennedy, Henry Penn, Parisa Amjadi, Patricia Green, Khaja Syed, Bernard 
Gregory Fionula M. Brennan, Richard O. Williams. Methotrexate restores regulatory T cell 
function through demethylation of the foxp3 upstream enhancer in patients with rheumatoid 
arthritis. Arthritis and Rheumatology. January 2015 

e. Adam P Cribbs, Alan Kennedy, Jordan E. Read, Parisa Amjadi, Patricia Green, Henry Penn, 
Khaja Syed, Szymon W. Manka, Bernard Gregory Fionula M. Brennan, Richard O. Williams. 
Defective regulatory T cells in rheumatoid arthritis fail to activate IDO due to methylation of an 

https://github.com/Acribbs/scflow
https://www.biorxiv.org/content/10.1101/2021.01.18.427145v1


 

 

NFAT binding site within the CTLA-4 promoter. Arthritis and Rheumatology, May 2014. – 
Research highlight in Nature Reviews Rheumatology – July edition. 

Complete List of Published Work in MyBibliography:    
ResearchGate: http://tinyurl.com/ycg2q72u  
Google Scholar: http://tinyurl.com/y7m6zle7  
 
D. Additional Information: Research Support and/or Scholastic Performance  
 
Ongoing Research Support 
 

• MRC Career Development Fellowship – MRC – 2021 – 2026 – Lead applicant - £1,500,000 

• EPSRC Technology fund – Co-applicant - £94,485 

• Advanced Oligonucleotide Capture Beads - Innovate UK – Co-applicant - 2019-2021 - £369,632 

• The Tendon Seed Network (Part of the Human Cell Atlas) – Chan Zuckerberg Initiative – Co-applicant 
– 2019-2022 - £1,200,000 

• Understanding the epigenetic mechanisms of chemotherapy resistance in medulloblastoma – Royal 
Society Newton International Award (NAF\R2\180643) – Co-applicant (Oxford Lead) – 2018-2021 - 
£111,000  

• Therapeutic targeting and understanding of oncogenic driver networks in chordoma – lead applicant - 
Bone Cancer Research Trust – 2019 – 2021 - £59,696 

 
Patents 
 

2020 
 

Application of nanopore single-cell sequencing (Filed December 2020; 
patent pending: 2007059.5) 

2020 
 

Polynucleotide arrays (Filed March 2020; patent pending: 2019035.1) 

2018 Biomarkers and their uses thereof in diagnosing pre-eclampsia (patent 
pending: 1806042.6) 
 

2014 The diagnosis of rheumatoid arthritis using DNA methylation – sole 
inventor. Filing date 7th January 2014. Application number 1400248.9 
(unpublished). 
 

 
 

http://tinyurl.com/ycg2q72u
http://tinyurl.com/y7m6zle7

	BIOGRAPHICAL SKETCH
	A. Personal Statement
	B. Positions and Honors
	Positions and Employment

	C. Contribution to Science
	Complete List of Published Work in MyBibliography:


