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SHORT BIOGRAPHY

Dr Uhlen received his PhD in chemistry at the Royal Institute of Technology (KTH), Stockholm, Sweden in 1984. After a post-doc period at the EMBL in Heidelberg, Germany, he became professor at KTH in 1988. His research has resulted in more than 800 peer-reviewed publications leading to more than 120,000 academic citations with an h-index of 146 (Google Scholar). His focus in science has been technology- and data-driven research, involving protein science, antibody engineering, AI-based systems biology and precision medicine. A list of selected scientific achievements is shown below.

Dr Uhlen has been the Director of the Human Protein Atlas program since the launch in 2003 and was the Founding Director the Science for Life Laboratory (SciLIfeLab) started in 2010. He is member of the Royal Swedish Academy of Engineering Science (IVA), the Royal Swedish Academy of Science (KVA), the National Academy of Engineering (NAE) in USA and the European Molecular Biology Organization (EMBO). He was the President of the European Federation of Biotechnology (EFB) for six years and one of the Vice-Rectors of the Royal Institute of Technology (KTH) from 1999 to 2001.  He is initiator of the Science and SciLifeLab Prize for Young Scientists established in 2013 and the KTH Innovation Award established in 2020. He is Honorary Doctor at Chalmers University, Sweden (2011) and Rouen University, France (2020).

EDUCATION

1979		M.Sc. in Chemical Engineering, KTH, Stockholm, Sweden.
1984		Ph.D. Dept. of Biotechnology, KTH, Stockholm, Sweden
1985-86	Post-doc, EMBL, Heidelberg, Germany 

POSITIONS

1988-		Professor, KTH Royal Institute of Technology, Sweden
1999-2001 	University Vice-President, KTH Royal Institute of Technology
2012-2020	Professor in Biotechnology (20%), Danish Tech. University (DTU), Denmark
2010-2015	Founding director of national infrastructure SciLifeLab, Sweden
2019-2025	Senior professor, Karolinska Institutet, Sweden

PUBLICATION RECORD 

Statistics (November 2025) according to Google Scholar: 
· 800 publications with more than 120,000 citations (h-index: 146)
· Citations last year (2024): 10,557 
· Link to publications: https://scholar.google.com/citations?user=S8ER7X4AAAAJ&hl=en
· See full publication lists on Google Scholar, PubMed or ORCID.

COMMISION OF TRUST (selected)

· Chairman of the National committee for Biochemistry, 1994-1999
· Member of Advisory committee, Ministry of Education, 1999-2002 and 2019-2020
· Vice-President responsible for external relations, KTH, 1999-2001
· Chairman of the HUPO international Antibody Initiative (HAI), 2005-2017
· Member of HUPO Council (Human Proteome Organization), 2010-2015
· Chairman of the Scientific Advisory Board of UniProt, 2013-2016
· President of the European Federation Biotechnology (EFB), 2014-2020
· Member of the Board of the Swedish Research Council (VR), 2019-2024
· Member of the Board of the Erling Persson Foundation, 2024-

MEMBERSHIP OF SCIENTIFIC SOCIETIES (selected)

· Member of the National Academy of Engineering (NAE), USA, 2013-
· Member of the Royal Swedish Academy of Science (KVA), 1993-
· Member of the Swedish Academy of Engineering Science (IVA), 1992-
· Member of European Molecular Biology Organization (EMBO), 1995-

AWARDS AND HONORS (selected)

· Göran Gustafsson Prize, 1993, from the Royal Swedish Academy of Science
· IVA Gold Medal, 2003, from the Royal Academy of Engineering Sciences (IVA)
· Serafimer Medal, 2004, from His Majesty the King of Sweden
· Akzo Nobel Science Prize, 2005, from Royal Academy of Engineering Sciences (IVA)
· KTH Great Prize, 2006, from KTH
· Scheele Prize, 2007, from Apotekarsocieteten
· HUPO Distinguished Award, 2006, Long Beach, USA, from HUPO
· ABRF Award, 2009, from the Assoc. Biomolecular Resources Facilities 
· Honorary Doctor, Chalmers University, Gothenburg in 2011
· Honorary Doctor, Rouen University, France in 2020

ENTREPRENEURIAL ACHIEVEMENTS (selected):

Founders of 21 start-up companies and former member of several Board of Directors, including public companies such as Scandigen (Sweden), Bure (Sweden), Biotage (Sweden), Alligator Bioscience (Sweden), Novozymes (Denmark), Nordiag (Norway), Intervacc (Sweden) and Amersham (UK). 


30 SELECTED SCIENTIFIC ACHIEVEMENTS:

1. Cloning of the genes for protein A and protein G. Both protein A (1) and protein G (2) are important products for affinity purification of antibodies, extensively used in academia and industry.

2. The use of biotin-streptavidin systems for molecular biology applications. The use of magnetic beads with streptavidin for capture of biotinylated DNA was first described in 1988 (3) and this concept has since led to multiple applications in life science (4).

3. The concept of affinity tags for purification of proteins. This broad concept was first described in 1986 (5) and allowed the use of tags for affinity purification of recombinant proteins. This principle has led to many thousands of published applications in the life science community (6).

4. The concept of solid phase DNA sequencing. The first description of DNA sequencing using a solid phase technology (7), a principle used extensively later in the development of massive parallel DNA and RNA sequencing (8).

5. Positive selection system for gene cloning. Using in vitro mutagenesis, a cloning vector for positive selection of plasmid with DNA insert was developed (9).

6. Secretion of recombinant proteins to the culture medium of E.coli. An expression system EcoSec was developed for production of biopharmaceuticals, exemplified by large-scale production and recovery of human insulin growth factor I (10).

7. The concept of in vivo half time extension using an albumin-binding domain.  A concept to extend the half-life of biopharmaceuticals in human patients was developed, exemplified by the generation of fusion proteins containing the albumin-binding domain from streptococcal protein G (11)

8. Pyrosequencing and the concept of sequencing by synthesis. A novel DNA sequencing method that was the first description of sequencing by synthesis with real-time detection of incorporation of nucleotides. This principle is today used in all major “next generation sequencing” systems. This concept involves the detecting of the incorporation of nucleotides in real-time during synthesis by a DNA polymerase. This concept depends on several underlying technologies described in 1993 (12), including attachment of DNA to solid supports, the use of engineered polymerases for synthesis of a complementary nucleotide and the detection of the incorporated nucleotide in real-time to generate sequencing (13). The concept of sequencing by synthesis was successfully used in the first massive parallel sequencing instrument (454, Roche) launched in 2005 (14). 

9. Affibody and the concept of scaffold binders. This novel concept first described in 1997 (15) depends on the use of phage display and selection of high affinity binders to mimic the feature of target-specific antibodies. The concept has since been used in hundreds of publications both for medical and biotech applications (16).

10. The concept of alkali-stable protein ligands.  An alkali-stable ligand, later commercialised as MabSelect SuRe, was developed aimed for industrial applications to achieve “cleaning-in-place” (17). This affinity system concept has been used for the manufacturing of the majority of commercially available therapeutic antibodies on the market today.

11. Generation and use of antibodies targeting human cDNA-encoded proteins. A new concept was developed to generate antibodies to the gene products of cDNA expressed from the human genome (18). A pilot project was published in 2003, in which the genes encoded from human chromosome 21 was analysed (19). 

12. The Human Protein Atlas. The Human Protein Atlas (www.proteinatlas.org) was launched in 2005 (20) with the aim to contribute to the holistic understanding of all the human proteome. The objective of the program, funded by the Knut and Alice Wallenberg Foundation, was to map all the human proteins in cells, tissues, organs and blood using integration of various omics technologies (21). The open access resource has launched new versions annually and it contains several million web pages with more than 10 million high-resolution microscope images.

13. Epitope mapping of antibodies. Several new approaches to characterize the binding sites of antibodies have been developed using both epitope mapping by peptide display (22) and comprehensive 2-D microarrays of peptides (23).

14. A portal for validated antibodies. An open access database, called Antibodypedia, was launched tin 2014 to allow exploration of commercially available antibodies (24). The database now contains information from 5 million commercially available antibodies and data from more than 2,5 million experiments. 

15. International working group for antibody validation (IWGAV). This group with members from Europe, Asia and USA, chaired by Dr Uhlen, formulated five principles for validation of antibodies to be used in research (25). These principles have been used in the Human Protein Atlas program (26).

16, The national infrastructure SciLifeLab.  Uhlen was the Founding Director of the Science for Life Laboratory (SciLifeLab) launched in 2010 (27). The vision of the infrastructure is to promote technology- and data-driven research in various fields of life science. Many thousands of projects are executed annually, spanning genomics, proteomics, structural biology, planetary biology, drug development and precision medicine. The national infrastructure now has nodes across all major universities in Sweden and the site at the Karolinska campus in Stockholm now has more than 1500 researchers employed.

17. The Tissue Atlas. This resource, launched in 2014, focuses on the expression profiles in human tissues of genes both on the mRNA and protein level (28). The protein expression data from 45 normal human tissue types is derived from antibody-based protein profiling using conventional and multiplex immunohistochemistry. All underlying images of immunohistochemistry-stained normal tissues are available together with knowledge-based annotation of protein expression levels. The Tissue Atlas paper published in Science in 2015 (28) is one of the most cited scientific publications from Europe in the last decade.

18. Correlation of RNA and protein levels. The transcript and protein levels correlate if a gene-specific RNA-to-protein (RTP) conversion factor independent of the tissue type is introduced, thus allowing the protein copy numbers to be determined from RNA levels (29).

19. The Subcellular Atlas. This resource, launched in 2017, provides insights into the expression and spatiotemporal distribution of proteins in human cells (30). The subcellular localization of the protein has been classified into one or more of 49 different organelles and subcellular structures. 

20. The Pathology (Cancer) Atlas.  This resource, launched in 2017, contains information based on mRNA expression data from 21 cancer types as well as protein data from 20 cancers analysed by IHC and 11 cancer types analysed using MS (32). This data is displayed together with millions of in-house generated immunohistochemically stained tissue sections images.

21. The Blood (Immune Cell) Atlas.  This resource, launched in 2019, contains single cell information on genome-wide RNA expression profiles of human protein-coding genes covering various B- and T-cells, monocytes, granulocytes and dendritic cells (33). The transcriptomics analysis covers 18 cell types isolated with cell sorting and includes classification based on specificity, distribution and expression cluster across all immune cells

22. The Brain Atlas. This resource, launched in 2020, provides comprehensive spatial profiling of the brain, including overview of protein expression in the mammalian brain based on integration of data from human, pig and mouse (31). Transcriptomics data combined with affinity-based protein in situ localization down to single cell detail is available in this brain-centric sub atlas of the Human Protein Atlas.

23. The Metabolic Atlas. An open access resource, launched in 2020 (34), for genome-scale metabolic models, now including data and models for human, mouse, rat, fruit-fly, worm, zebra fish and yeast.

24. The Microbiome Atlas. The Human Gut Microbiome Atlas (HGMA), launched in 2022 (35), provides a map of the human gut microbiome with quantitative information of metagenomics of human gut microbiome and function/phenotype information of the human gut-associated metagenomic species pan-genomes. 

25. Quantitative targeted proteomics. A novel method for quantitative measurements of blood proteins was developed (36) allowing multiplex analysis of target proteins using mass spectrometry and heavy labelled internal standards, called Quantitative Recombinant Protein Standards (qRePS).

26. The Single Cell Atlas. The Single Cell resource of the open access Human Protein Atlas, launched in 2021 (37), presents comprehensive data on gene expression across various human tissues and cell types. The resource provides insights into mRNA and protein expression patterns, gene specificity, and expression clustering with single cell types, immune cells and brain single nuclei.

27. The Human Secretome. A comprehensive analysis of proteins predicted to be secreted in human cells was done (38), providing information about the final localization in the human body, including the proteins actively secreted to peripheral blood. Subsequently, a large program was launched (39) to produce, in mammalian cell cultures, a large portion of the human secreted proteins.

28. Wellness profiling with multi-omics methods. Several longitudinal wellness cohorts with  individuals have been analysed with multi-omics technologies, including proteomics, transcriptomics, lipidomics, metabolomics, autoantibodies and immune cell profiling, complemented with gut microbiota and clinical chemistry (40). The analyses show that each individual has a unique and stable plasma protein profile (41).

29. The use of AI-based metabolic models for drug development. Genome-scale metabolic models (GEMs) have been employed for studying human metabolism and mitochondrial function (42). Based on these studies a mixture of   combined metabolic activators (CMAs have been defined with the aim to boost mitochondrial function and improve metabolic processes in metabolic and neurodegenerative diseases (43).

30. The Pan-Disease Blood Atlas. Several analytical platforms have been used to analyze the blood protein profiles in healthy individuals as well as patinets with various diseases (44). The concept has been used to generate an open access Human Disease Blood Atlas (45) with the objective to serve as a resource for researchers interesting in precision and translational medicine.
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