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I stand on traditional Coast Salish land, inhabited by the Duwamish, 
Muckleshoot, Tulalip, and Suquamish tribes, past and present. I honor 
with gratitude the land itself and the first peoples of Seattle. 

https://www.realrentduwamish.org



> Clinical translation will likely complicate (stymie?) 

any genetic approach to population description

> Slippages and contradictory categories abound

> “Moving beyond” requires something more than a 

scientific (genes-first or only) taxonomy

MY ‘TAKE HOMES’



https://primedconsortium.org/https://emerge-network.org/

https://cser-consortium.org/

https://topmed.nhlbi.nih.gov/

INFORMING MY 

THINKING



Clinical Translational Research Pathway

https://med.nyu.edu/departments-institutes/clinical-translational-science/about-us



Privé et al. (2022) AJHG
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Kelley et al. (2012) Clin Transl Sci



Taliun et al. (2021) Nature







National Human Genome Research Institute 
(NHGRI) Strategic Plan’s “Bold Prediction” #4 
for 2030 (Box 5, Green et al. 2020 Nature)

“Research in human genomics will have 

moved beyond population descriptors based 

on historic social constructs such as race.”



1972

Richard Lewontin
(March 29, 1929 – July 4, 2021)

“Human racial classification is of no social value and is positively destructive of social and human 
relations. Since such racial classification is now seen to be of virtually no genetic or taxonomic 
significance either, no justification can be offered for its continuance.” 

Kaplan & Fullerton (forthcoming) Proc. Roy. Soc. Pt B 



> Clinical translation of genetic discovery is iterative 

not linear, genetics can inform but not transcend 

social understanding

> Slippages in current projects illustrate the problem

> Not clear that we can, or really should, “move 

beyond” social categories

IN CONCLUSION



> Clinical Sequencing Evidence-Generating Research (CSER) Consortium 

(U24 HG007307)

> Polygenic RIsk MEthods in Diverse populations (PRIMED) Consortium 

(1U01 HG011697)

> Trans-Omics for Precision Medicine (TOPMed) Program (U01 HL120393)

> Electronic Medical Records & Genomics (eMERGE) Network (U01 

HG008657)

> Ethics of Inclusion Project (R01 HG010330) 

> UW Center for Genomics & Healthcare Equality (P50 HG003374) 

> Jonathan Kaplan – Oregon State University

THANKS TO PAST AND CURRENT 

COLLABORATORS


