
Curriculum Vitae
.
Personal information
Name: Kuijjer, Marieke Lydia

Date of birth: 05.02.1982

Sex: Female

Nationality: Dutch

Languages: Dutch (native), English (full professional proficiency), Italian 
(full professional proficiency), Norwegian (upper intermediate)

Orcid ID: 0000-0001-6280-3130

URL: www.kuijjerlab.org

Education
2008–2013 PhD in Bioinformatics and Cancer Genomics, Department of Pathology, Leiden 

University Medical Center (LUMC), the Netherlands

2006–2008 Master of Science in Biomedicine, Leiden University, the Netherlands

2003–2007 Bachelor of Science in Biomedicine, Leiden University, the Netherlands

Current and previous positions
2025– Associate Professor in Cancer Data Science, Faculty of Medicine, University of 

Helsinki (UH), Finland (01.2025–06.2025: 50%, 07.2025–: 100%)

2020–2023 Assistant Professor in Computational Cancer Oncology (20%), Department of 
Pathology, LUMC, the Netherlands

2018–2028 Group Leader in Computational Biology and Systems Medicine, Centre for 
Molecular Biosciences and Medicine Norway (NCMBM), University of Oslo (UiO), 
Norway (2018–2024: 100%, 01.2025–06.2024: 50%, 07.2025–: 20%)

2013–2018 Research Fellow in Biostatistics and Computational Biology, Department of 
Biostatistics and Computational Biology, Dana Farber Cancer Institute (DFCI), USA; 
Department of Biostatistics, Harvard Chan School of Public Health (HSPH), USA

Documented leave
5.5 months

Mobility
2025– Associate Professor, UH, Finland

2018–2028 Group Leader, NCMBM, UiO, Norway

2013–2018 Postdoctoral Fellow, DFCI/HSPH, Boston, United States

2008–2013 PhD student, LUMC, Leiden, the Netherlands

Project management experience (selection)
2024–2028 Krafttak mot Kreft grant, Norwegian Cancer Society. PI
2022–2023 Foundation for the Promotion of Cancer Research, UiO, UNIFOR-FRIMED. PI
2021–2026 Young Research Talents, Norwegian Research Council. PI
2021–2025 Pink Ribbon grant, Norwegian Cancer Society. PI
2020–2023 Four NCMBM/Associate Investigator Collabrative grants. Co-PI*
2021–2022 Two NCMBM/The Arctic University of Norway Tromsø (UiT) Collabrative grants. Co-PI*
2021 National Cancer Institute (NCI)/Department of Energy (DoE). Co-PI*
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2020–2023 Leiden Center for Computational Oncology, Leiden University Medical Center. Co-PI
2020–2023 Three Familien Blix Foundation grants. (Co-)PI*
2018–2027 NCMBM, Computational Biology and Systems Medicine Group. PI
2018–2023 Dutch Research Council, VICI grant (to Judith Bovée). Bioinformatics Lead
2016–2018 Charles A. King Postdoctoral Fellowship, Charles A. King Trust, Sara Elisabeth 

O’Brien, Bank of America, co-Trustees. PI
2016–2017 National Cancer Institute (NCI) Brain Cancer Specialized Program of Excellence 

(SPORE) Career Enhancement Project (CEP) Award. PI
2015–2016 NVIDIA Compute the Cure. Cancer Research Lead
*Equal share
For comprehensive list of funded projects, incl. amounts, please refer to the section below.

Supervision of graduate students and research fellows

2025– Supervised at UH, Finland
4 PhD students (incl. 1 co-supervised, 1 visiting)
2 Postdoctoral Fellows (TBA, starting in 2025) 

2020–2024 Supervised at LCCO, LUMC, the Netherlands
1 PhD student (co-supervised)

2018–2028 Supervised at NCMBM, UiO, Norway
2 Researchers
7 Postdoctoral Fellows (incl. 2 co-supervised, 3 Marie Curie Scientia Fellows)
  +1 starting in 2025
10 PhD students (incl. 2 co-supervised, 3 visiting)
1 Research Assistant
10 Master's students (incl. 3 theses, 5 summer projects, 2 visiting)

2013–2018 Supervised at DFCI, HSPH, USA
2 PhD students (incl. 1 rotation, 1 visiting)
3 Master's students (incl. 1 thesis, 1 summer project)

2008–2012 Supervised at LUMC, the Netherlands
2 Master's students (incl. 1 thesis)

Total number of supervised team members  : 5 high school, 12 Bachelor's (3 theses), 15 Master's (5 
theses), 16 PhD students (3 co-supervised, 5 visiting, 1 rotation), 7 postdoctoral fellows (2 co-
supervised), 2 researchers.

Teaching activities
2024 Lecturer – MeInBio program, University of Freiburg, Germany

2022– Co-organizer – Nordic EMBL/UiO PhD course "Multi-omics data analysis and 
integration for precision medicine," UiO, Norway (5 ECTS)

2021 Lecturer – Frontiers in Genomics program, National Autonomous University of Mexico 
(UNAM), Mexico

2019–2022 Lecturer & coordinator of grading – NCMBM PhD course "Molecular Medicine," 
MF9120BTS, UiO, Norway (10 ECTS)

2015 Teaching Assistant – Harvard Catalyst course “Applications in Network Medicine,” 
Harvard University, USA

2009–2010 Lecturer and workgroup leader – BSc Biomedical Sciences Pathology course, Leiden 
University, the Netherlands
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Organization of conferences, workshops, seminars, and consortia

2023 Co-organizer of the Institute for Computational and Experimental Research in 
Mathematics (ICERM) workshop on Mathematical and Computational Biology, 
Providence, RI, USA

2022– 2023 Co-organizer of the Nordic EMBL Partnership "Tools of the Trade—Data Science" 
Webinar Series

2022 Scientific Committee Member, Nordic EMBL Partnership Meeting, Aarhus, Denmark

2020 Scientific Committee Member, Nordic EMBL Partnership Meeting, Umeå, Sweden

2019 Organizer of the NCMBM retreat, Sundvollen, Norway

2014–2015 Co-organizer of the Big Data Seminar, Department of Biostatistics, HSPH, USA

Institutional responsibilities
2025– Member of the iCAN Data Team

2022–2025 Member of the NCMBM hiring board

2022– Advisory Board Member, Nordic Computational Biology (NCB) network (ISCB affiliate)

2021 Member of the pre-selection committee for the recruitment of two Group Leaders at 
NCMBM

2020– Faculty Advisor of the ISCB Regional Student Group (RSG) Norway

2019–2025 Member of the NCMBM IT steering committee

2018– Hiring panel member for various positions at NCMBM, UiO, UiB, Leiden University

Grant and position review

2025 Grant review for joint Wallenberg AI, Autonomous Systems and Software Program 
(WASP) and the SciLifeLab and Wallenberg National Program for Data-Driven Life 
Science (DDLS) Novelty, Excellence, Synergy, and Teams (NEST) call, Sweden

2025 Evaluation Member for NORPOD Postdoctoral Fellowships (Nordic EMBL)

2023–2025 Evaluation and Interview Committee Member for two Group Leader positions at the 
Laboratory for Molecular Infection Medicine Sweden (MIMS), University of Umeå, 
Sweden

2023 Evaluator for EMBL Group Leader renewal, the Hungarian Centre of Excellence for 
Molecular Medicine (HCEMM), Hungary

2022–2025 Data Science Committee Expert Member, Novo Nordisk Foundation, Denmark

2022– Ad hoc Grant Review, Medical Research Council, UK; Personal Research Grants 
Program, Israel Science Foundation (ISF); United States-Israel Binational Science 
Foundation (BSF), Israel Science Foundation (ISF)

2021–2022 Evaluator for the Doctoral Fellowship Programme of the Austrian Academy of Sciences

2021–2022 Expert and Rapporteur, HORIZON-MCSA-2021-PF-01 Life Sciences (LIF) proposal 
evaluations, EU

2020 Grant Review Committee Member, Omics Data Against Cancer (ODAC) competition, 
Québec Research Fund, Canada

Thesis opponent and review

2023– International PhD Reviewer of 3 theses (Finland, Spain)

2022– PhD Committee Member for 4 students, University of Helsinki, Finland
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2020–2022 PhD opponent of 4 national defenses, University of Oslo, Norway

2020–2021 PhD opponent of 2 international defenses (University of Helsinki, Finland;
Leiden University Medical Center, the Netherlands)

2020– PhD midterm evaluation member for 8 PhD students at University of Oslo, Norway

2016–2021 MSc opponent/committee member of 2 defenses, incl. 1 international

Editorial and reviewer work

2022 Reviewer for the Intelligent Systems for Molecular Biology (ISMB) 2022 Proceedings

2021– Associate Editor for the journal Bioinformatics Advances, Oxford University Press

2020–2021 Co-editor of the Research Topic in Frontiers in Genetics

2017 Conference proceedings review panel—Computational Methods in Systems Biology 
conference, Darmstadt, Germany

2016– Editorial Board Member for the journal Cancer Research

2013– Peer reviewer of a total of 63 manuscripts for 22 international journals, incl. Nature 
Reviews Genetics, Nature Methods, Cancer Research, Journal of Pathology, Nucleic 
Acids Research, Bioinformatics, PLoS Computational Biology, Genome Medicine

Participation in consortia
2022– Executive Committee Member, biologist representative of the Fight OSteosarcoma 

Through European Research (FOSTER) consortium; Member of WP1 (basic research) 
and WP8 (research dissemination)

2008–2011 EuroBoNeT, a European network to promote research into uncommon cancers in adults 
and children, with focus on pathology, biology, and genetics of bone tumors

Memberships of academies / scientific societies
2019– International Society for Computational Biology (ISBC)

2014– American Association for Cancer Research (AACR)

Major collaborations
Finland Anniina Färkkilä (UH), Kimmo Porkka (HUS)

Norway Anita Sveen (OUS), Geir Kjetil Sandve (UiO), Vessela Kristensen (UiO), Xavier 
Tekpli (UiO), Erik Knutsen (The Arctic University of Norway UiT), Anthony Mathelier 
(NCMBM/UiO)

International Judith Bovée (LUMC, the Netherlands), Kimberly Glass (Harvard Medical School, 
USA), John Quackenbush (HSPH, USA), Daniel Osorio (Qiagen)

Invited international presentations and seminars
.

Invited keynotes
2024 CIBB 2024. September 4-6, Benevento, Italy

2024 TranSYS final conference. June 19-20, 2024, Belgrade, Serbia

Invited presentations at international conferences
2023 Genetics Society Spring Meeting, St. Catherine's College, University of Oxford. April 

12-14, 2023, Oxford, UK

2022 EMBL Partnership conference. September 21-23, 2022, Heidelberg, Germany

2021 Panel discussion "Digital twins for cancer care." Fourth ISC Workshop on HPC 
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Applications in Precision Medicine. July 2, 2021 (virtual)

2020 Nordic EMBL Partnership meeting. September 22-25, 2020 (Umeå, Sweden)

2020 Network Medicine satellite of NetSci. September 17, 2020 (Rome, Italy)

2016 LabRoots Genetics and Genomics virtual conference. May 11-12, 2016 (virtual) 
Presentation can be watched at: tinyurl.com/bigdataintegration

2015 Banff/BIRS conference Statistical and Computational Challenges in Bridging Functional 
Genomics, Epigenomics, Molecular QTLs, and Disease Genetics (BIRS/Banff 
15w5142). August 3-7, 2015, Banff, Canada. Presentation can be watched at: 
tinyurl.com/birsbanff-lioness

In addition to these invited talks, 9 presentations were selected for talks at international conferences 
(incl. USCAP, ISMB/ECCB).
.

Invited seminars, international

2025 University of Sannio. Mar 17, 2025, Benevento, Italy

2025 Causal Analysis of Biomedical Data lecture series, Luxembourg Centre of Systems 
Biomedicine, Luxembourg

2024 Medicine, Informatics and Biology (MeInBio) doctoral program. Nov 14, 2024, Freiburg, 
Germany

2023 Institute of Biotechnology, National Autonomous University of Mexico (UNAM). January 
16, 2023. Cuernavaca, Mexico. Presentation can be watched at: tinyurl.com/biotech-
unam

2022 Institute for Molecular Medicine Finland (FIMM), University of Helsinki. June 28, 2022, 
Helsinki, Finland

2021 Program Frontiers in Genomics, National Autonomous University of Mexico (UNAM). 
November 23, 2021, Cuernavaca, Mexico. Presentation can be watched at: 
tinyurl.com/netmed-unam

2021 Research Program in Systems Oncology, University of Helsinki. August 13, 2021, 
Helsinki, Finland

2021 Leiden Center for Computational Oncology, Leiden University Medical Center. February 
1, 2021, Leiden, the Netherlands

2020 Molecular Tumor Genetics, Leiden University Medical Center. January 16, 2020, 
Leiden, the Netherlands

In addition, 4 presentations were selected for talks at international seminars/symposia.

Prizes and awards

2024 Familien Blix Fond award for Outstanding Cancer Research (1M NOK)

2020 Invited Participant, Department of Energy (DoE)/National Cancer Institute (NCI) 
Knowledge Labs

2016 National Cancer Institute (NCI) Brain Cancer Specialized Program of Research 
Excellence (SPORE) Career Enhancement Program (CEP) Award

2015 Harvard Chan School of Public Health Program in Quantitative Genomics (PQG) travel 
award for the AACR conference "Computational and Systems Biology of Cancer"

2013 Leiden University PhD award for successfully completing the doctorate without 
extension of the contract

2013 Dutch Cancer Society (KWF) sponsorship to cover printing costs of the PhD thesis

2012 Leiden University Fund travel grant for the EMBO conference “From systems biology to 
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functional genomics.” November 17–20, 2012, Heidelberg, Germany

2012 Best presentation award. Dutch Cancer Society (KWF) Tumor cell biology meeting. 
November 6, 2012, Lunteren, the Netherlands

2006–2008 Two Outbound Study Grant scholarships for following Master’s courses at the 
Karolinska Institute, Stockholm Sweden

2005 Erasmus scholarship, semester at the Karolinska Institute, Stockholm Sweden

Track record

Dr. Kuijjer has a total of 71 scientific publications (since 2011), incl. 61 peer-reviewed articles 
(53 original studies in journals, 3 computer science conference proceedings, 3 reviews, 1 letter to 
the editor, 2 perspectives/reports). In addition, she published 4 editorial commentaries and a book 
chapter. She has 3 BioRxiv and 1 arXiv manuscripts currently in submission/review/revision. Her 
publication record includes 17 senior, 13 first, and 21 corresponding authorships. h-index: 33, i-10 
index: 48, citations: 5,257 (Google Scholar, accessed April 14, 2025).

Dr. Kuijjer has been invited for 2 keynotes and has given 7 invited talks at international 
conferences as well as 8 selected international talks, and 1 invited talk and 3 selected talks at 
national conferences. She presented 23 seminars (12 international), of which 18 invited and 5 
selected for presentation. She participated in 2 panel discussions (1 international).

Her group has published 11 computational softwares, contributed to 3 additional softwares, and 
various large-scale open access data resources. For more details, see www.kuijjerlab.org/tools.

Please refer to the last section of this document for a complete list of publications.

DR. KUIJJER – CURRICULIM VITAE        6

https://www.kuijjerlab.org/tools/


List of received funding sources

The total amount of external and internal funding my group received amounts to approximately 
7,410,300 EUR.

Please note that the amounts here are listed in EUR and are approximate, based on exchange rates 
of when the grants were funded.

External funding sources

The total of amount of external funding to my group is approximately 3,346,300 EUR. (Please note 
that this sum only includes funding specifically allocated to my group. Total funding of collaborative 
grants is not included, and presented in unbolded font below.)

2025–2028 UH – Pan-cancer patient stratification based on regulatory heterogeneity – iCANDOC 
(to Panagiotis Sarantidis)
Role: PI – Amount: 180,000 EUR

2025–2027 UH – Pan-cancer modeling of distal regulatory network rewiring – iCANDOC (to Olavi 
Goussev)
Role: PI – Amount: 180,000 EUR

2025–2027 OUS/NCMBM – Gene regulatory networks of tumor heterogeneity and metastatic 
progression in colorectal cancer – NCMBM Collaborative Postdoctoral Program
Role: Co-PI (Equal share) – Amount: 125,000 EUR

2024 Familien Blix Award for Outstanding Cancer Research
Role: PI – Amount: 86,100 EUR (1M NOK)

2024–2027 UH/FIMM– Unveiling the spatial regulation of chemoresistance in ovarian cancer – 
Nordic EMBL Partnership, NORPOD Postdoctoral Program (to Sara Palomino)
Role: Co-PI (Equal share) – Amount: 116,900 EUR

2024–2028 UiO/NCMBM – Precision network medicine for treatment stratification of metastatic 
breast cancer – Norwegian Cancer Society (NCS), Krafttak mot Kreft
Role: PI – Amount: 675,000 EUR

2023–2024 UiO/NCMBM – Precision network medicine for treatment stratification of metastatic 
breast cancer – Astri og Birger Torsteds Legat til bekjempelse av kreft
Role: PI – Amount: 5,000 EUR

2023–2026 UiO/IBV – Decoding the unfolded protein response pathway for cancer therapy – 
Norwegian Cancer Society (NCS)
Role: Partner – Amount: 750,000 EUR (no funding to Kuijjer group, co-supervision of 
postdoctoral fellow)

2022–2024 UiO/NCMBM – Mapping individual spatial regulatory genomic landscapes to identify 
drivers and targeted therapies in breast cancer – UNIFOR-FRIMED
Role: PI – Amount: 11,000 EUR

2022–2024 UiO/NCMBM – Mapping individual spatial regulatory genomic landscapes to identify 
cancer drivers and targeted therapies in breast cancer – EU/FP7, Marie Curie Scientia 
Fellows (MCSF) II program (to Ladislav Hovan)
Role: PI – Amount: 97,000 EUR

2022–2024 UiO/NCMBM – Development of an epithelial–mesenchymal transition score for 
prognostic evaluation of breast cancer – NCMBM/UiT Collaborative Grant
Role: Co-PI (Equal share) – Amount: 30,000 EUR

2022–2023 UiT – Towards precision treatment for lung cancer patients from serum cfRNA – a pilot 
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study – NCMBM/UiT Collaborative Grant
Role: Co-PI (Equal share) – Amount: 24,000 EUR

2022–2023 UiO/NCMBM – Drug combination prediction for the treatment of triple-negative breast 
cancer – Familien Blix Fond, Familien Blix Fond til fremme av medisinsk forskning
Role: PI – Amount: 5,000 EUR

2021–2026 UiO/NCMBM – Large-scale personalized omics networks to model the disruption of 
gene regulation in cancer – Norwegian Research Council (NFR), Young Research 
Talents
Role: PI – Amount: 750,000 EUR

2021–2025 GRAMINOR AS – Genomic-based breeding technology for the improvement of pre 
harvest sprouting resistance in spring wheat under Norwegian climate – NFR, 
Innovation Project for the Industrial Sector
Role: Partner – Amount: 1,700,000 EUR (19,000 EUR to Kuijjer group)

2021–2025 UiO/NCMBM – Large-scale personalized omics networks to identify novel regulatory 
subtypes and targeted therapies in breast cancer – Norwegian Cancer Society (NCS), 
Pink Ribbon/Rosa Sløyfe personalized breast cancer treatments
Role: PI – Amount: 187,000 EUR (original amount: 342,500 EUR, partly overlap with 
Young Research Talents grant)

2021–2024 UiO/NCMBM – Towards identifying regulatory mechanisms driving breast cancer 
phenotypes by integrating multi-omic and multimodal single-cell data in a network-
based approach – EU/FP7, Marie Curie Scientia Fellows (MCSF) II program (to Daniel 
Osorio)
Role: PI – Amount: 145,000 EUR

2021–2024 UiO/NCMBM – Spatial tumor biology – NCMBM/Assoc. Investigator Collaborative 
Grant
Role: Co-PI (Equal share) – Amount: 70,000 EUR

2021–2024 UiO/NCMBM (Equal share) – Cold-induced neuronal degeneration: dissecting the 
mechanism, inducing resistance – NCMBM/Associate Investigator Collaborative Grant
Role: Co-PI – Amount: 38,300 EUR

2021–2022 UiO/NCMBM – Quinolinate phosphoribosyltransferase (QPRT) as a target gene for the 
reduction of resistance development in ER-positive breast cancer – Familien Blix Fond, 
Familien Blix Fond til fremme av medisinsk forskning
Role: Co-PI (with group member Daniel Osorio) – Amount: 5,000 EUR

2021 University of South Carolina – Dynamic multiscale digital twin for a lung cancer patient–
National Cancer Institute (NCI)/Department of Energy (DoE), Joint Design of Advanced 
Computing Solutions for Cancer (JDACS4C) program
Role: Co-PI – Amount: 94,000 EUR (14,000 EUR to Kuijjer group)

2020–2023 Leiden University Medical Center (LUMC) – SarCOma – LUMC, Leiden Center for 
Computational Oncology (LCCO)
Role: Co-PI – Amount: 1,500,000 EUR (200,000 EUR to Kuijjer group)

2020–2023 UiO/NCMBM – Patient-specific modeling of gene regulatory networks and association 
to clinical characteristics in Alzheimer's disease – EU/FP7, MCSF II program (to 
Annikka Polster)
Role: PI – Amount: 145,000 EUR

2020–2021 UiO/NCMBM – Identification and characterization of regulatory subtypes in 
leiomyosarcoma – Familien Blix Fond (FBF), FBF til fremme av medisinsk forskning
Role: PI – Amount: 5,000 EUR

2019–2021 UiO/NCMBM – Dynamic temporal network analysis of the induction, evolution and 
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resolution of endothelial cell transcriptional responses to inflammatory stimuli – 
NCMBM/Associate Investigator Collaborative Grant
Role: Co-PI (Equal share) – Amount: 47,000 EUR

2019–2021 UiO/NCMBM – High dimensional and spatial analysis of osteosarcoma – 
NCMBM/Associate Investigator Collaborative Grant
Role: Co-PI (Equal share) – Amount: 36,000 EUR

2018–2023 LUMC – Sarcoma modeling towards patient-specific treatment – Dutch Research 
Council (NWO), VICI grant to Judith Bovée
Role: Partner – Amount: 1,500,000 EUR (20,000 EUR to Kuijjer group)

2016–2018 DFCI – Modeling the effects of gene regulation on cancer survival – Charles A. King, 
Sara Elizabeth O'Brien, Bank of America, co-Trustees, Postdoctoral Fellowship
Role: PI – Amount: 85,000 EUR

2016–2017 DFCI – Modeling the effects of gene regulation on glioblastoma development and 
progression – National Cancer Institute, Specialized Programs Of Research Excellence 
(SPORE) Career Enhancement Project award
Role: PI – Amount: 45,000 EUR

Internal funding sources

The total of amount of internal funding is approximately 4,064,000 EUR.
2025–2027 UH – Associate Professorship in Cancer Data Science – iCAN startup package

Role: PI – Amount: 885,000 EUR

2025 NCMBM – Research visit of Iga Niemiec – UiO:LifeScience internationalization support

Role: PI – Amount: 4,500 EUR

2025 NCMBM – Application of gene regulatory network building techniques to spatially 
resolved omics data in ovarian cancer – UiO:LifeScience internationalization support

Role: Co-PI (with group member Ladislav Hovan) – Amount: 4,500 EUR

2023–2028 UiO/NCMBM – Computational Biology and Systems Medicine group, second term – 
The Norwegian Research Council, Helse Sør-Øst, University of Oslo
Role: PI – Amount: 1,270,000 EUR

2018–2023 UiO/NCMBM – Computational Biology and Systems Medicine group, first term – The 
Norwegian Research Council, Helse Sør-Øst, University of Oslo
Role: PI – Amount: 1,900,000 EUR
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List of all scientific publications

Lab members are listed in italics. †shared authorship; #corresponding author

Pre-prints and manuscripts in submission—These include 1 first and 3 senior author manuscripts.

1. Pop R, Hsieh PH, Belova T, Mathelier A, Kuijjer ML# (2024) Gene regulatory network integration with multi-
omics data enhances survival predictions in cancer. BioRxiv DOI:10.1101/2024.12.19.629344 In revision

2. Hovan L, Kuijjer ML# (2024) SPONGE: Simple Prior Omics Network GEnerator. BioRxiv 
DOI:10.1101/2024.10.24.619989 In revision

3. Hsieh PH, Hsiao RX, Ferenc K, Mathelier A, Burkholz R, Chen CY, Sandve GK, Belova T†, Kuijjer ML†# 
(2024) CAVACHON: a hierarchical variational autoencoder to integrate multi-modal single-cell data. ArXiv 
[cs.LG] arXiv:2405.18655

4. Kuijjer ML#, Glass K (2021) Reconstructing sample-specific networks using LIONESS. BioRxiv 
DOI:10.1101/2021.09.27.461954

Original scientific publications arising from my independent laboratory—1 first and 7 senior authorships.

5. López-Sánchez P, Ávila-Moreno F, Hernández-Lemus E, Kuijjer ML, Espinal-Enríquez J (2024) Patient-
Specific Gene Co-Expression Networks Reveal Novel Subtypes and Predictive Biomarkers in Lung 
Adenocarcinoma. BioRxiv DOI:10.1101/2024.08.06.606802 Accepted in NPJ Sys Bio

6. Osorio D†, Shahrouzi P†, Tekpli X, Kristensen V, Kuijjer ML# (2024) Drug combination prediction for cancer 
treatment using disease-specific drug response profiles and single-cell transcriptional signatures. BioRxiv 
DOI:10.1101/2022.03.31.486602 eLife (accepted after review)

7. Meijer DM, van Oost S, Roelands J, Ruano D, Briaire-de Bruijn IH, van den Akker BE, Kruisselbrink AB, 
Wijers-Koster PM, Lam SW, van de Sande MAJ, Gelderblom H, van Veelen PA, Kuijjer ML, de Miranda 
NFCC, Bovée JVGM (2024) MAGEA antigens as immunotherapeutic targets for advanced osteosarcoma. 
Accepted in BMJ Oncol 

8. Unal B, Kuzu OF, Jun Y, Osorio D, Kildal W, Pradhan M, Kung SHY, Oo HZ, Daugaard M, Vendelbo M, 
Patterson J, Thomsen MK, Kuijjer ML, Saatcioglu F (2024) Targeting IRE1α reprograms the tumor 
microenvironment and enhances anti-tumor immunity in prostate cancer. Nat Commun. Oct 15;15(1):8895 
DOI:10.1038/s41467-024-53039-1

9. Meijer DM, Ruano D, Briaire-de Bruijn IH, Wijers-Koster PM, van de Sande MAJ, Gelderblom H, Cleton-
Jansen AM, de Miranda N, Kuijjer ML†, Bovée JVMG†# (2024) The variable genomic landscape during 
osteosarcoma progression: insights from a longitudinal WGS analysis. Genes Chr Cancer.m 
Jul;63(7):e23253 DOI:10.1002/gcc.23253

10. Osorio D#, Capasso A, Eckhardt SG , Giri U, Somma A, Pitts TM, Lieu CH, Messersmith WA, Bagby SM, 
Singh H, Das J, Sahni N, Yi SS#, Kuijjer ML# (2024) Population-level comparisons of gene regulatory 
networks modeled on high-throughput single-cell transcriptomics data. Nat Comput Sci Mar;4(3):237-250 
DOI:10.1038/s43588-024-00597-5

11. Struck E, Belova T, Hsieh PH, Odeberg J, Kuijjer ML, Dusart P, Butler L (2024) Temporal transcriptome 
analysis of the endothelial response to tumour necrosis factor. J Immunol Jan 1;212(1):117-129 
DOI:10.4049/jimmunol.2300419

12. Hsieh PH, Lopes-Ramos CM, Zucknick M, Sandve GK, Glass K, Kuijjer ML# (2023) Adjustment of false 
positive associations in co-expression measurements from RNA-Sequencing data. Bioinformatics  
Oct;btad610 DOI:10.1093/bioinformatics/btad610
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13. Belova T, Biondi N, Hsieh PH, Lutsik P, Chudasama P, Kuijjer ML# (2023) The gene regulatory landscape of 
leiomyosarcoma. NAR Cancer. Jul;5(3):zca037 DOI:10.1093/narcan/zcad037

14. Ben Guebila M, Wang T, Lopes-Ramos CM, Fanfani V, Weighill D, Burkholz R, Schlauch D, Paulson J, 
Altenbuchinger M, Sonawane AR, Lim J, Calderer G, van IJzendoorn D, Morgan D, Marin A, Chen CY, Song 
A, Shutta K, DeMeo D, Padi M, Platig J, Kuijjer ML, Glass K, Quackenbush J (2022) The Network Zoo: a 
multilingual programming language for the inference and analysis of biological networks. Genome Biol 
24(1):45. DOI:10.1186/s13059-023-02877-1

15. Birkeälv S, Harland M, Satiko L, Matsuyama AS, Rashid M, Laye JP, Haase K, Mell T, Iyer V, Robles-
Espinoza CD, McDermott U, van Loo P, Kuijjer ML, Possik PA, Engler SSM, Bishop DT, Newton-Bishop J, 
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