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A Metaphysical Mapping Problem for Race Theorists and Human Population Geneticists 

Abstract. In this chapter, I identify and clarify a metaphysical mapping 

phenomenon that’s almost twenty years old. The phenomenon is that the 

populations at a fivefold subdivision of humans into biological populations—the 

so-called human continental populations—corresponds one-to-one with the five 

official races of the Office of Management and Budget in the US government. After 

introducing and defending a four-step deductive argument that involves a key 

premise justified with extensive abductive and eliminative reasoning, I conclude 

that the metaphysical relation that’s exemplified by the aforementioned one-to-one 

correspondence is identity. I end by exploring interesting implications of this 

identity thesis for metaphysicians of race and NIH-funded medical scientists. 

 

1. Introduction 

 In 2002, human population geneticists revealed some surprising results about human 

population structure that has intrigued American race theorists and American geneticists ever 

since.  But first, what is population structure analysis (PSA), and why is it important in population 

genetics? PSA is nothing more than the identification of some or all of the subdivisions of 

biological populations in a larger biological group of organisms (e.g. a species) at a particular time. 

Also, while philosophers of biology don’t agree on how evolutionary biologists should divide the 
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living world into biological populations, in practice, population geneticists divide groups of 

organisms into primarily three different types of populations.1 

Sometimes population geneticists divide a group of organisms into breeding populations, 

which are groups of organisms whose members are united by successful mating (Gannett 2003, 

992). At other times, they divide a group of organisms into genealogical populations, whose 

members are united by some kind of common ancestry or ancestor-descendant relation (Gannett 

2003, 992). Still at other times, they divide a group of organisms into populations that are breeding 

populations at some times and genealogical populations at other times (Spencer 2016, 795).  

Since one major aim of population genetics is to study evolution at the population level, in 

order to accomplish that aim, they must first identify the biological populations in the living world. 

This is the importance of PSA in population genetics. In fact, identifying the breeding or 

genealogical population structure in a sexually reproducing species is tantamount to identifying 

the current or past non-random mating structure, respectively, in that species. Since non-random 

mating is itself an evolutionary force, sometimes PSA intrinsically promotes the study of one 

evolutionary force at the population level. 

Population geneticists have traditionally used genetic clustering techniques to conduct 

PSA. The groups detected in such a method are known as genetic clusters, and they’re supposed 

                                                           
1 This philosophical debate is about how biologists should define ‘population’ in evolutionary 

biology and ecology. Some argue that the term should be defined such that there’s a single type of 

biological glue that unites populations in this context. Some argue that there’s a plurality of glue 

types. For a representative sample of contributions to this debate, see Gannett (2003), Millstein 

(2010), Stegenga (2016), and Spencer (2016). 
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to be our best estimates of biological populations under certain specifiable circumstances.2 Before 

2000, most PSA in population genetics was done using some kind of genetic distance method. 

Jonathan Pritchard et al. (2000, 946) call these “distance-based methods.” In a distance-based 

method, you take a sample of organisms or populations from some larger biological group, such 

as a species, and compare these organisms or populations (and, sometimes, clusters of them) two 

at a time using a measurement of genetic distance and some algorithmic procedure until you’ve 

constructed a hierarchy of genetic clusters or a multidimensional spacing of genetic clusters. For 

example, in the book The History and Geography of Human Genes, the authors compared 

𝐹𝑆𝑇 genetic distances among 42 local populations in humans (and clusters thereof) using a 

hierarchical clustering method known as “average linkage” to reveal a division of humans into 

nine major genealogical populations (Cavalli-Sforza et al. 1994, 78).3 

                                                           
2 The “under certain specifiable circumstances” is an important disclaimer because it’s wrong to 

assume that any genetic cluster detected in a PSA is automatically a biological population. 

Whatever method is used is capable of detecting biologically insignificant clusters, or biologically 

significant clusters that aren’t biological populations. Thus, additional evidence must be provided 

to justify any genetic cluster as a biological population. For computer simulations and other 

empirical studies that support this disclaimer, see Pritchard et al. (2000, 949-950, 956). 

3 If you’re interested, these nine populations were Sub-Saharan Africans, European Caucasians, 

non-European Caucasians, Native Americans, Arctic Northeast Asians, non-Arctic Northeast 

Asians, Southeast Asians, Papuans and Aboriginal Australians, and non-Papuan Pacific Islanders 

(Cavalli-Sforza et al. 1994, 79). Also, note that a local population is a breeding population whose 
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However, there are many disadvantages to distance-based methods. For one, the 

multidimensional spacing methods rely on eyeballing to identify genetic clusters, which is an 

invitation to subjective bias. But also, the hierarchical clustering methods, such as the one Luigi 

Cavalli-Sforza et al. (1994) used, do not allow for soft clustering, which is when organisms are 

allowed to be members of multiple clusters at once. While some philosophers of biology don’t 

think that’s a problem, some population geneticists definitely do.4 For example, Cavalli-Sforza et 

al. (1994, 24) lamented the fact that they were forced to exclude populations like “Black 

Americans” from their distance-based genetic clustering studies because their clustering method 

wasn’t able to adequately handle “manifestly mixed populations.” 

However, in 2000, a new method of genetic clustering was introduced to estimate 

population structure. This new method allows for “unsupervised” clustering, which reduces the 

risk of introducing subjective bias in genetic cluster identification (Rosenberg 2011, 674). Also, it 

allows for soft clustering, which itself promotes better detection of “cryptic” population structure 

(Pritchard et al. 2000, 945). In addition, the soft clustering that’s done in the new method is done 

in a quantitatively precise way. For example, the new method allows one to say that an organism 

belongs to one cluster at a level L with a certain “membership fraction” and another cluster at L 

with another membership fraction, with the caveat that all membership fractions for the same 

                                                           

members are randomly mating. Finally, for a detailed clarification of and discussion about 𝐹𝑆𝑇 

genetic distance and average linkage, see Cavalli-Sforza et al. (1994, 29-33). 

4 For example, Roberta Millstein has argued that ‘biological population’ in evolutionary biology 

should be defined in a way that requires any population member to be wholly in that population at 

any given time. For her rationale, see Millstein (2015, 8-9). 
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organism in clusters at L must sum to 1 (Rosenberg et al. 2002, xx). Pritchard et al. (2000, 946) 

call these new methods “model-based methods.”5 

In model-based methods, organisms are modeled as sets of alleles and genetic clusters are 

modeled as sets of allele frequencies.6 Then, a statistical model is assumed and used to best 

estimate which arrangement of organisms into a predetermined K number of genetic clusters best 

predicts the allelic data among organisms. One advancement is that model-based genetic clustering 

allows for population identification at all levels in an unsupervised fashion. Another advancement 

is that it allows for the identification of a particular type of cryptic population, something that we 

can call “fuzzy populations.” For clarity, a fuzzy population is a population such that some of its 

members are allowed to belong to the population with a degree of membership in the unit interval. 

Some model-based methods use Bayesian statistical models, like structure, while others 

use frequentist statistical models, like frappe. In any event, any model-based method is not error-

free and is only as good as the reliability of its model assumptions, the competency of its user, and 

                                                           
5 Actually, this nomenclature is somewhat unfortunate since distance-based methods assume 

models as well. For example, in Cavalli-Sforza et al.’s (1994, 30) average linkage clustering 

method, it’s assumed that the 𝐹𝑆𝑇  genetic distance between any two groups is directly proportional 

to the amount of time that has elapsed since the evolutionary splitting event that created each of 

them. This is a nontrivial evolutionary model assumption. 

6 In this context, an allele need not be a functional sequence of nucleotides in a genome. Rather, 

in this context, alleles can be single nucleotides in a genome (e.g. single nucleotide 

polymorphisms), as well as non-functional sequences of nucleotides in a genome (e.g. 

microsatellites, insertions or deletions, etc.). 
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its samples of alleles and organisms. Nevertheless, model-based genetic clustering of worldwide 

samples of humans has revealed a surprising fact about our species. 

In 2002, Noah Rosenberg and his colleagues used structure, a worldwide sample of 52 

human ethnic groups, and alleles from 377 autosomal microsatellite loci to identify five levels of 

fuzzy genetic clusters in our species, and one level of genetic clusters (𝐾 = 5) was later shown to 

be a level of genealogical populations (Rosenberg et al. 2002; Rosenberg 2011). In the literature, 

these five populations are sometimes called “geographical populations,” “ancestry groups,” and 

“continental populations” (Feldman and Lewontin 2008, 90; Nassir et al. 2009, 2; Feldman 2010, 

157). However, for ease of communication, I’ll call these five and only these five the human 

continental populations. The human continental populations are Africans, Caucasians, East 

Asians, Native Americans, and Oceanians. As I’ve discussed elsewhere—see, for example, 

Spencer (2015, 48) and Spencer (2019, 98)—obtaining the human continental populations at the 

K = 5 level of human genetic clustering has not only been replicated, but it has been robust (~ 70% 

frequent) across all genetic clustering studies that have been in a position to test Rosenberg et al.’s 

original K = 5 result.7 

                                                           
7 Nevertheless, there have been some concerns about the type of knowledge that model-based 

genetic clustering programs like structure can give us. These critics all agree that the technique is 

not capable of giving us knowledge about actually existing human continental populations, 

however, they differ in their reasons for why. For example, Kalinowski (2011) claims that 

structure is unreliable at small K values like 5 based on computer simulations he’s done with 

structure. Also, Weiss and Long (2009) and Winther et al. (2015) have both argued that the model 

assumptions of structure and its kin are too unrealistic to ever interpret the inferred genetic clusters 
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The human continental population level result was surprising for many reasons. However, 

the one that caught the eye of many American race theorists and American population geneticists 

was that it looked like it corresponds very well to the current, official racial scheme of the Office 

of Management and Budget (OMB) in the US government. As I’ll discuss in more depth later, the 

OMB classifies people into a fivefold racial scheme of American Indians, Asians, Blacks, Pacific 

Islanders, and Whites. Moreover, this racial scheme is used widely throughout American science 

and everyday life among Americans. For example, it’s been used on the last three US census 

questionnaires, it’s the racial scheme that the National Institutes of Health (NIH) requires for 

racially sampling subjects in NIH-funded clinical research, it’s the default racial scheme used on 

American college and university admissions applications, it’s the default racial scheme used on 

American residential mortgage loan applications, and so forth.  

Furthermore, because of how people are clustered in the human continental populations, 

and how people are classified in the OMB’s racial scheme, it’s not hard to see a one-to-one 

correspondence between the two sets of groups that holds in the following way: 

(1) {(African, Black), (Caucasian, White), (East Asian, Asian), (Native American, 

American Indian), (Oceanian, Pacific Islander)} 

Initially, American geneticists identified this map with eyeballing.8 However, later on, the 

map was verified with quantitative analyses. For example, using a large and nationally 

representative sample of college-aged Americans, 186 single-nucleotide polymorphisms, and 

                                                           

as actually existing biological populations. While these are worthwhile concerns, see Spencer 

(2018, 1023-1027) for a thorough reply to each one. 

8 For some examples, see Burchard et al. (2003, 1172) and Tishkoff and Kidd (2004, S26). 
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structure, Guang Guo et al. (2014, 153) were able to predict OMB racial self-reports from primary 

human continental population membership and primary human continental membership from 

OMB racial self-reports with ~ 97% accuracy for each direction. For example, they were able to 

predict who self-reported ‘Black’ from who had primary membership in the African population 

with 98.6% accuracy, and they were able to predict who had primarily African population 

membership from who self-reported ‘Black’ with 99.3% accuracy (Guo et al. 2014, 153).9 Also, 

Guo et al.’s study isn’t a fluke. Similar results were obtained by Tang et al. (2005) and Lao et al. 

(2010). 

 So, there is a bijective mapping between the human continental populations and the OMB 

races. However, this leads us to an interesting philosophical question: What is the metaphysical 

relation that’s exemplified in (1)? This isn’t a trivial question either. It’s a difficult metaphysical 

question, and a question whose answer could have useful implications for practicing scientists. 

 It’s a difficult metaphysical question because there’s lots of metaphysical relations that 

philosophers have discovered and that one could propose as the relation exemplified in (1). Some 

examples are identity, coextension, tracking, co-exemplification, supervenience, emergence, 

grounding, anchoring, causation, or some relation that’s a function of any of these. For example, 

consider the hypothesis that grounding is somehow involved in the relation that’s exemplified in 

                                                           
9 Here are some disclaimers. First, the authors did not test the correspondence between Oceanian 

membership and Pacific Islander self-reports because there were too few self-reported Pacific 

Islanders in the sample to obtain statistically significant results. Second, the accuracies were 

calculated for single-race racial self-reports only. However, this subgroup comprised 89% of the 

subjects. 
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(1). Grounding is a metaphysical relation that holds between distinct facts such that one fact makes 

the other fact obtain in virtue of the essences of the things in consideration (Armstrong 1989, 88-

89). Also, typically facts are understood as particulars exemplifying universals, but there are 

different ways of talking about facts (e.g. via tropes). Here’s an example of grounding. The fact 

that most blueberries are blue grounds the fact that most blueberries are colored because what it is 

to be blue includes being colored. So, it could be the case that, for example, the fact that somebody 

is Caucasian grounds the fact that they’re White, and, as it happens, one race theorist, Ásta, whose 

work I will discuss shortly, has advanced an answer to this question that’s very similar to a 

grounding answer. 

 So far, the candidates that philosophers have actually advanced as the relation that’s being 

exemplified in (1) are identity, coextension, a relation that’s a function of tracking, and co-

exemplification; and I will discuss all of these options in this chapter at some point. However, 

what I will argue in this chapter is that identity is the metaphysical relation that’s being exemplified 

in (1). I’ll call this the identity thesis, and the purpose of this chapter is to carefully defend the 

identity thesis. 

 In addition to this metaphysical question being difficult and interesting to philosophers, an 

answer to this question also has a good chance at being useful to certain practicing scientists, 

namely, medical scientists who must use the OMB’s racial scheme in their medical research. 

Elucidating the relationship between the human continental populations and the OMB’s racial 

scheme could lead to breakthroughs in how we can reliably use the OMB’s racial scheme in 

medical research, and it may even lead to new methods for more accurately sampling OMB races. 

In fact, after I’m done defending the identity thesis, I’ll discuss how the identity thesis does offer 
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useful suggestions for how to improve medical research that employs the OMB’s racial scheme. 

But first, here’s my attempt to convince you that the identity thesis is true. 

2. An Argument for the Identity Thesis 

 Below is a four-step argument for the truth of the identity thesis. Its correctly translated 

version is deductively valid in a variety of appropriate logics because its validity depends only on 

modus ponens and addition. 

(2.1) The identity thesis is true if, in OMB race talk, ‘American Indian,’ ‘Asian’, 

‘Black’, ‘Pacific Islander,’ and ‘White’ are singular terms, and ‘American 

Indian’ means Native American, ‘Asian’ means East Asian, ‘Black’ means 

African, ‘Pacific Islander’ means Oceanian, and ‘White’ means Caucasian. 

(2.2) In OMB race talk, the first conjunct in (2.1)’s antecedent is true. 

(2.3) In OMB race talk, the second conjunct in (2.1)’s antecedent is true. 

(2.4) So, the identity thesis is true. 

Before I defend each premise, I’ll clarify each key term in the argument. First, remember that the 

identity thesis is that identity is the metaphysical relation that’s being exemplified in (1). However, 

there are a few ways that philosophers define ‘identity,’ so I will be crystal clear about what I mean 

by ‘identity.’ 

For the argument that I have presented, identity is a relation that’s reflexive, symmetric, 

transitive, has substitutable relata (for non-modal instantiations), and is necessary in a free logic 

and T interpretation of necessity.10 I’ve made these assumptions for two reasons. First, the T and 

                                                           
10 A T interpretation of necessity is unique insofar as it has reflexive possible world accessibility. 

In other words, it uniquely assumes that, for any proposition p, p is true if p is necessarily true. 
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free logic interpretations make this a very weak interpretation of necessary identity, weak enough 

to not raise a question-begging worry about the counterfactual evidence that I will eventually offer 

for my argument.11 Second, I’ve assumed that identity is, however, a necessary relation, which is, 

in all honesty, a pretty strong modal interpretation of necessity. However, as I will argue later, the 

discourse in which we talk about OMB races assumes that OMB race terms are rigid designators 

in a minimal sense (Kripke 1971, 145).12 But, if OMB race terms are rigid designators, then OMB 

races are necessarily self-identical. 

                                                           
11 I worry about using a logic that’s excessively strong because when philosophers do this in 

metaphysics, they sometimes trick themselves into thinking that they’ve discovered a fact about 

the world that exists independently of the employed logic, when in actuality they’ve just 

discovered an interesting implication of the logic employed. For example, Alvin Plantinga’s 

(2010/1974, 213) “Victorius” modal ontological argument for God’s existence is valid in a few 

non-free modal logics, but it’s invalid in any free logic, which is very question-begging given the 

objective of the argument. However, to be fair to Plantinga though, he is well aware that many 

other philosophers view his modal ontological argument as question-begging in various respects, 

and he attempts to reply to those concerns as best he can. 

12 When Kripke introduced the idea of a rigid designator—which is a term that necessarily 

designates—he equated it with a term that designates the same object in all possible worlds that 

the object exists, which is an S5 interpretation of necessity (Kripke 1971, 145). However, there 

was no need for him to equate necessary designation with S5 necessity. Rigid designation in a 

minimal sense is just necessary designation. In this chapter, I will use ‘rigid designator in a minimal 

sense’ interchangeably with ‘rigid designator.’ 
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Next, ‘singular term’ is jargon that’s used in my argument that deserves some clarification. 

Let’s say a term is any word or phrase that designates something. This designation can be via some 

description or function (indirect designation) or without any description or function as help (direct 

designation). For example, ‘Quayshawn’s favorite number,’ ‘(8 ÷ 4),’ and ‘2’ all designate the 

same object, and so are all terms, but the first two designate indirectly, while the last one designates 

directly. Terms may also designate more than one distinct thing at the same time. For example, 

‘jade’ picks out both jadeite and nephrite (Glasgow 2009, 75). In such cases, we call that ‘partial 

designation.’ A singular term is a term that designates exactly one thing. With that said, context is 

relevant here. Singular terms can designate different things in different contexts. But relative to a 

specific context, singular terms designate exactly one thing. 

Next, OMB race talk is any race talk that uses the OMB’s current racial scheme to 

subdivide humans into races.13 It’s a strange, but true, political fact that the executive branch of 

the US government has an official racial scheme. This is actually rare across countries that belong 

to the United Nations.14 The OMB began regulating race talk among federal agencies in the 

executive branch in 1977 with a presidential directive known as Directive No. 15. In this directive, 

the objective was to regulate race talk among US agencies well enough to ensure “consistent data 

                                                           
13 This may look like a different way of defining ‘OMB race talk’ than how I’ve defined it in the 

past. See, for example, Spencer (2019, 78). However, it’s not due to what I consider ‘race’ to mean 

in OMB race talk. However, I’ve chosen to articulate things differently here in order to keep the 

focus on OMB race terms instead of ‘race’ in OMB race talk. 

14 For example, Ann Morning (2008, table 3) only identifies 13 out of all 193 member states of the 

United Nations that use race talk to conduct census counts. 
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on race” across all US agencies, and to help certain US agencies “enforce civil rights laws” (OMB 

1998, 58782). 

In 1998, the OMB revised its racial scheme to its current one. In the current racial scheme, 

there are five races instead of four. Specifically, the OMB tossed out the Asian or Pacific Islander 

race, and replaced it with the Asian race and the Pacific Islander race. Also, the races can have 

multiracial members in the new racial scheme, and American Indians include Central and South 

American indigenous people in addition to North American indigenous people in the new racial 

scheme. It’s important to note that Directive No. 15 regulates the official ethnicity scheme for US 

agencies too, and that scheme is very simple: Hispanic (or Latino) and non-Hispanic (non-Latino). 

Hispanics may be of any race and simply must be of Spanish culture or origin. So, for example, a 

White Spaniard, Indigenous Mexican, and Black Dominican are all Hispanic, but a Mestizo 

Brazilian isn’t.  

What’s also interesting is that the OMB has offered so-called definitions for each of its 

race terms. I say “so-called” because, as you will soon see, I don’t think these are actually the 

definitions for these terms. Nevertheless, in the table below, I’ve summarized each so-called 

definition that the OMB offers for its race terms. In addition, I’ve listed examples of people from 

each OMB race according to the Centers for Disease Control and Prevention (CDC). To be 

specific, these examples come from the CDC’s Race Code List, which is a sorting of people into 

the OMB’s racial scheme that’s used widely across US agencies. 
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All this talk about “so-called definitions” segues nicely into a much needed clarification of 

‘mean’ as it relates to names used in my argument. While name meanings may be understood 

differently across the academy, I’ll be using the predominant understanding of name meanings in 

contemporary philosophy of language, which is that of truth-conditional meaning.15 A truth-

conditional meaning of a name is that which constitutes that name’s contribution to the truth-

conditions of the propositions in which it occurs (Perry 2001, 18). Historically, truth-conditional 

meanings of names have been identified as that name’s referent, its reference-fixing description, 

                                                           
15 In fact, according to a recent worldwide survey, 3 out of 4 philosophy faculty members or PhD 

holders who specialize in philosophy of language adopt a truth-conditional interpretation of 

meaning for names. See http://philpapers.org/surveys for these survey results. 

http://philpapers.org/surveys
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or some combination of the two.16 In the literature, the first type of semantic approach is known 

as referentialism, and the second type is known as descriptivism. 

For example, consider Sasha Obama’s first name. What does her name mean? Well, a 

descriptivist would say that the name is defined by a particular reference-fixing description, like 

‘the second-born child of Barack and Michelle Obama.’ However, a referentialist would say that 

the name is defined by the referent itself. In other words, a referentialist would just point to Sasha 

Obama if asked for the definition of ‘Sasha.’ Whether a referential or descriptive definition of a 

name is correct depends entirely upon which approach obtains the correct truth-values of relevant 

propositions in the context in which the name is used. 

For instance, according to Michelle Obama’s memoir Becoming, Malia could have been 

the second-born child of Barack and Michelle Obama because Michelle miscarried her first 

pregnancy with Barack. So, is ‘Malia could have been Sasha’ true? It depends. If Michelle and 

Barack Obama intended the second-born child of Barack and Michelle Obama to necessarily 

describe Sasha, then yes.17 However, if Michelle and Barack Obama intended ‘Sasha’ to 

necessarily (a.k.a. rigidly) designate who it actually designates, then no.  

                                                           
16 I’m using singular language for ease of writing only. Names, of course, need not be singular 

terms. 

17 The proof can be done in any normal quantified modal first-order free logic, with or without 

necessary identity. Assume the following abbreviations: ‘m’ abbreviates ‘Malia,’ ‘Sx’ abbreviates 

‘x is the second-born child of Barack and Michelle Obama,’ and ‘s’ abbreviates ‘Sasha.’ Now, let 

the premises be ‘♢(∃𝑥)(𝑥 = 𝑚 & 𝑆𝑥)(𝑤)’ and ‘◻(∀𝑥)(𝑆𝑥 ≡ 𝑥 = 𝑠)(𝑤),’ and let the conclusion 
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The last example highlights an important point. Descriptivism and referentialism both fail 

for certain types of names. Descriptivism fails for rigidly designating names.18 But referentialism 

fails for non-referring names.19 For example, in the 19th century, Urbain Le Verrier and Charles 

Darwin both introduced scientific names that we later learned designate nothing. Le Verrier was a 

famous French astronomer who discovered Neptune using perturbations in Uranus’s orbit. In order 

to explain perturbations in Mercury’s orbit, Le Verrier proposed the existence of another planet: 

Vulcan. Vulcan was supposed to be the circumsolar planet closer than Mercury. But, of course, 

there is no such planet. 

Not too long after Le Verrier’s proposal of Vulcan, Darwin, puzzled by how character 

variation arises and gets passed down generations—which is a precondition for having evolution 

by natural selection—postulated that gemmules are the unit of heredity in animals and plants. 

Gemmules are small granules that are passed from parent to offspring and follow what we can say 

are Darwin’s laws of heredity. For example, one of Darwin’s laws is that every cell of every animal 

or plant “throws off” gemmules throughout “all the stages of development” for that organism 

(Darwin 1868, 1st ed., 1st iss., vol. 2, p. 375+ [start here]). Unfortunately for Darwin, biologists 

                                                           

be ‘♢(∃𝑥)(𝑥 = 𝑠 & 𝑥 = 𝑚)(𝑤).’ A tree proof that these premises and the negated conclusion are 

inconsistent can be done in 20 steps. 

18 To be fair, since a descriptivist needn’t be committed to the particular reference-fixing 

description I provided above as the descriptive meaning of ‘Sasha,’ it’s not obvious that 

descriptivism fails for defining ‘Sasha’ in the example above. See Glasgow (forthcoming) for more 

about this point. Nevertheless, descriptivism does fail for rigidly designating names. 

19 However, some referentialists have worked on this problem. See, for example, Braun (1993). 
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were never able to find any gemmules in any animals or plants. But herein lies a problem for 

referentialists. 

If ‘Vulcan’ and ‘gemmule’ both refer to nothing, but each is defined by their referent, then 

‘Vulcan’ and ‘gemmule’ are synonyms! But that’s not how Le Verrier and Darwin intended to use 

these names. So, the meanings of these names are best captured by certain reference-fixing 

descriptions instead of referents. As you can see from my argument, I’m proposing that the 

meanings of OMB race terms are referents. But that’s not out of favoritism. Rather, as I will soon 

show, I think referentialism works best for these particular names. Among other pieces of 

evidence, these names refer to actually existing objects, and these names rigidly designate, or so I 

will show. 

The final jargon that requires some clarification are the terms ‘African,’ ‘Caucasian,’ ‘East 

Asian,’ ‘Native American,’ and ‘Oceanian.’ As I’ve already discussed, these are names of human 

continental populations. They’re genealogical populations with fuzzy boundaries. Nevertheless, 

what follows is a rough ostension for each term, with average degrees of membership in 

parentheses. Africans reside mostly in Sub-Saharan Africa. Some examples are Masaai Kenyans 

(0.70), Mbuti Congolese (0.99), San Namibians (0.98), and Yoruba Nigerians (0.98) (Spencer 

2018, 1019). However, sizeable subpopulations also exist in the Americas. One example is African 

Americans (0.81) (Spencer 2018, 1019). 

Caucasians reside mostly in Central Asia, Europe, North Africa, South Asia, and West 

Asia. Some examples are Mozabite Algerians (0.76), the French (0.97), Palestinians (0.95), Kalash 

Pakistanis (0.99), and Turkmen (0.73) (Spencer 2018, 1019). But sizeable subpopulations exist in 

the Americas, Sub-Saharan Africa, and Oceania. One example is European Americans (0.99) 

(Glasgow et al. 2019, 222).  
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East Asians reside mostly in Northeast and Southeast Asia. Some examples are Han 

Chinese (0.98), Khmer Cambodians (0.94), and Yakut Russians (0.87) (Spencer 2018, 1019). 

However, there are subpopulations elsewhere, such as the Merina people in Madagascar (0.65) 

(Pierron et al. 2017, E6500). Native Americans reside almost entirely in the Americas. Some 

examples are Greenlandic Inuits (0.73), Karitiana Brazilians (0.99), and Pima Mexicans (0.91) 

(Spencer 2018, 1019). Oceanians reside almost entirely in Australia, Melanesia, Micronesia, and 

Polynesia. Some examples are Wongatha Australians (1.0), Nasioi Bougainvilleans (0.97), 

Palauans (0.73), and Mãori New Zealanders (0.87) (Malaspinas et al. 2016, figure S06.6; Spencer 

2018, 1019). That takes care of clarifications. 

3. Defending the Premises 

(2.1) is true in virtue of how its antecedent analytically entails its consequent. For example, 

suppose that, in OMB race talk, ‘Black’ is a singular term and that the meaning of ‘Black’ is the 

African population. Does it follow that the relationship between Black and African is identity? 

Yes! First, we know that ‘Black’ refers to Black if it refers. We also know that ‘Black’ refers 

because I’ve already clarified that my use of ‘mean’ in the argument is that of referential meaning. 

So, from modus ponens, Black is a referent of ‘Black.’ But we also know that African is a referent 

of ‘Black’ because it’s assumed to be its referential meaning. You can’t be a referential meaning 

without being a referent. Finally, since we’re working under the assumption that ‘Black’ is a 

singular term, it follows that Black and African are the same object. Analogous reasoning can be 

used to complete the proof. 

(2.2) is true in virtue of the OMB’s intentions when they coined these race terms. The OMB 

said that its foremost purpose in creating its race talk was to provide a “common language” that 

would foster “uniformity and comparability” of racial data across US agencies (OMB 1997, 
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58782). A race talk where race terms were partially referring would not guarantee uniformity and 

comparability of racial data. For example, if ‘White’ referred to Caucasians (including Hispanics) 

for the CDC, but to non-Hispanic people of the European diaspora for the Department of Education 

(ED), then the CDC and ED would have neither uniform nor comparable data on White people. 

Now, uniformity and comparability of racial data would be possible if the OMB’s race 

terms were non-referring. In that case, all of their race terms would refer to the same thing: nothing! 

However, that conflicts with the OMB’s secondary purpose for creating its race talk, which was to 

promote the enforcement of civil rights laws. In order to meet that aim, the race terms must refer 

and refer to distinct groups of people. Hence, it’s plausible to say that the OMB’s race terms are 

singular terms. 

Of course, the most difficult premise to defend is (2.3). This is the most controversial one. 

Why would anyone think that the meanings of the OMB’s race terms are the human continental 

populations? Well, what I will do is show that the human continental populations are the best 

candidates—that is, the most likely correct candidates—for the meanings of the OMB’s race terms 

given the phenomena that need to be explained and relative to a representative sample of the 

serious candidates. The serious candidates fall into one of four possibilities: referential-biological 

meanings, referential-non-biological meanings, non-referential-biological meanings, and non-

referential-non-biological meanings.  

The meanings I’ve offered for the OMB’s race terms in (2.3) are referential-biological 

meanings. I’m the only race theorist who has offered wholly referential-biological meanings for 

the OMB’s race terms. However, Michael Levin has advanced a race theory that posits partially 

referential and partially descriptive biological meanings for the race terms used by “the average 

educated speaker of English”—which presumably includes the OMB’s race terms, at least for 



Please Do Not Cite or Circulate Outside of Your Department – Quayshawn Spencer 

 

20 
 

ordinary American English speakers. According to Levin (2002, 25-26), ordinary English race 

term definitions always describe groups of people that share “geographic ancestry, by continent 

or large continental subregion,” and they always refer to “continental or sub-continental clades.” 

So that’s one serious rival. If Levin is right about what ordinary English race terms mean, then co-

exemplification is the relation being exemplified in (1). Specifically, both the OMB races and the 

human continental populations exemplify genealogical populations. 

As for referential-non-biological meanings for the OMB’s race terms, only one theory 

comes to mind. In Categories We Live By, Ásta introduces an intriguing theory for what OMB race 

terms mean.20 In this book, Ásta defends a novel account of what a social category is. In her view, 

social categories are categories whose essences are constituted by conferred properties. Moreover, 

a conferred property is a property that one or more subjects (e.g. a person, an institution, a 

community, etc.) bestows upon a property bearer through specific thoughts, attitudes, or actions in 

a specific context and in an attempt to track (consciously or not) some other underlying “base 

property” that the property bearer may or may not have (Ásta 2018, 8, 48). In Ásta’s (2018, 99) 

                                                           
20 I’m inferring that Ásta’s race theory adopts a referential semantics for ‘race’ and race terms 

because she says she’s engaged in a “debunking project” (Ásta 2018, 45-46). For a good discussion 

of the nature of debunking projects and why they’re wedded to referential semantics, see Haslanger 

and Saul (2006). Also, while Sally Haslanger has developed impressive referential and non-

biological meanings for ordinary race terms in the current USA, she’s very clear that her theory 

doesn’t extend to OMB race terms. Instead, Haslanger thinks that the OMB’s race talk is just the 

specialized race talk of the US government, as opposed to the race talk of ordinary speakers in the 

US. For evidence, see section 5.2 in chapter 5 of Glasgow et al. (2019). 
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view, OMB races are, essentially, institutionally conferred social categories such that the conferred 

properties are being American Indian, being Asian, or so forth, the conferring authority is the 

OMB, the context is “official files and documents” from legal and political authorities in the US, 

and the base property is “actual geographic ancestry.” So, this is another serious rival. For if Ásta 

is right about what OMB race terms mean, then the relation that’s being exemplified in (1) is a 

function of tracking. For example, Ásta would say that Asian relates to East Asian insofar as being 

Asian tracks being East Asian. 

For the non-referential-biological meanings camp, note that the OMB’s so-called 

definitions fall into this camp. However, they’re not worth taking seriously as the actual meanings 

of these terms. It’s just too easy to refute them as such. For example, according to its published 

documents, it’s clear that the OMB intends to pick out a group of people mostly populated by 

Europeans, West Asians, and North Africans with ‘White’ (OMB 1997, 58789). However, due to 

facts about human migration history that are well-known to evolutionary biologists, it turns out 

that every single living human satisfies the OMB’s so-called definition for ‘White’ except the 

small minority of humans who possess entirely Sub-Saharan African human ancestors.21 For 

example, all Native Americans, all East Asians, and all Oceanians satisfy the OMB’s “definition” 

for ‘White.’ So, the OMB’s co-called definitions for its own race terms aren’t worth taking 

seriously as the actual meanings for these terms. 

                                                           
21 This is because of the Out-of-Africa (OOA) theory of human migration history. According to 

the OOA, which is the widest accepted theory of human migration history among evolutionary 

biologists. See Cavalli-Sforza and Feldman (2003) for a summary of OOA theory and a thorough 

discussion of its evidence. 
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Rather, the most formidable non-referential and biological meanings advanced for the 

OMB’s race terms come from Michael Hardimon. In Hardimon’s view, OMB races are minimalist 

races. Moreover, a ‘minimalist race’ is defined descriptively as any group of human beings that 

(C1) is distinguished from some other groups of human beings by patterns of visible physical 

features that are inheritable and correlate with geographic ancestry (e.g. facial features, skin 

pigmentation, and hair type), (C2) whose members are linked by common ancestry that’s peculiar 

to the group, and (C3) that originated from a distinctive geographic location (Hardimon 2017, 31-

37). Hardimon’s view is certainly a serious rival. Also, if Hardimon is right about what OMB race 

terms mean, co-exemplification is the exemplified relation in (1). Specifically, according to 

Hardimon (2017, 30, 93), OMB races and human continental populations are both examples of 

minimalist races. 

Finally, some race theorists have advanced non-referential-non-biological meanings for the 

OMB’s race terms. For example, Paul Taylor has developed a race theory that he has explicitly 

applied to the OMB’s races. According to Taylor (2013, 11, 89-90), one main “race-talk” in the 

current USA describes a race as a probabilistically defined human population that resulted from 

the white supremacist determination to link appearance and ancestry to social location and life 

chances. Taylor (2013, 90) calls his view “radical constructionism.” Taylor (2013, 82) also talks 

about the OMB’s races—such as “American Indians and Alaska Natives,” “Asians,” and 

“Whites”—as examples of radically constructed races.  

The reason why OMB races are radically constructed races, according to Taylor (2013, 

54), is because the US government is “a codifier of our common-sense attitudes” about race. 

Taylor’s view is a rival worth taking seriously. For if Taylor is right about the OMB’s race term 

meanings, then the relation exemplified in (1) is, at best, coextension. For example, consider 
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Quine’s (1951, 21-22) example of “creature with a kidney” and “creature with a heart.” Given the 

history of terrestrial evolution, creatures with kidneys have hearts and vice versa.22 But they are 

different kinds of creatures because their membership conditions are different. Taylor (2013, 109) 

thinks the same thing about radically constructed races and biological populations that happen to 

overlap in extension.23 

Now that a representative sample of the serious rivals to (2.3) have been presented, I’ll step 

through why (2.3) is the best semantic theory for what the OMB’s race terms mean. Let’s start 

with Levin’s theory. Remember that, according to Levin, ordinary English race terms always pick 

out continental or subcontinental clades. For clarity, ‘clade’ and ‘monophyletic group’ are 

                                                           
22 Actually, this remark requires some qualifications. Of course, an animal with a heart can live 

with no kidney; just not for very long. So this remark is about what’s required for a species-typical 

life span. Also, the truth of this remark depends on what one means by ‘heart’ and ‘kidney.’ Once 

an animal reaches a certain body size, a need arises for a circulatory system to deliver oxygen and 

nutrients to cells. But a pump is needed to move items through a circulatory system. Also, once 

you have a circulatory system, a need arises to remove non-gaseous wastes from the circulatory 

system. As long we call this pump a “heart” and this organ that removes non-gaseous waste from 

the circulatory system a “kidney,” Quine’s remark holds up well across the animal kingdom. This 

explanation comes from the biologist Michael Klymkowsky. See 

http://www.madsci.org/posts/archives/2004-05/1084996071.Zo.r.html. 

23 Specifically, Taylor (2013, 108) responds this way to the challenge that the races he’s focused 

on could be “breeding units.” However, I think he would gladly extend his reply to genealogical 

populations like the human continental populations. 

http://www.madsci.org/posts/archives/2004-05/1084996071.Zo.r.html


Please Do Not Cite or Circulate Outside of Your Department – Quayshawn Spencer 

 

24 
 

interchangeable terms in phylogenetic systematics. Also, phylogenetic systematics is the research 

program in systematic biology that prefers all recognized taxa to be clades. Now, unfortunately, 

Levin doesn’t specify which definition of ‘clade’ he’s using in his theory. But in phylogenetic 

systematics, there are at least four definitions that are used.  

One is that it’s a group consisting of an ancestor and all of its descendants, and that’s it (de 

Queiroz 1988, 249). This will be definition 1. Another is that it’s a group consisting of all and only 

the descendants of a particular common ancestor (Mishler and Theriot 2000, 47). This will be 

definition 2. Another is that it’s a group of species, all of which are descended from a single 

ancestral species, and which includes all species descended from this species (Hennig 1966/1999, 

73). This will be definition 3. The last one is that it’s a group of species consisting of all and only 

an ancestral species and all of its descendant species (Wiley and Lieberman 2011, 9). This will be 

definition 4. 

If Levin’s theory is accurate, then all of the OMB’s race terms refer to continental or 

subcontinental clades. However, not all of the OMB’s race terms refer to continental or 

subcontinental clades. Thus, Levin’s theory is inaccurate. The reason why not all of the OMB’s 

race terms refer to continental or subcontinental clades is because not all of them refer to clades 

given who they refer to. For example, in OMB race talk, it’s uncontroversial that both Northeast 

and Southeast Asians are Asians. However, according to the tree of human evolutionary history 

that Levin himself cites from The History and Geography of Human Genes, Northeast and 

Southeast Asians do not form a clade according to any of definitions 1-4. This is for multiple 

reasons.  

For one, Southeast Asians are more closely related to Polynesians than they are to 

Northeast Asians (Cavalli-Sforza et al. 1994, 80). Next, Northeast Asians are more closely related 
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to Native Americans than they are to Southeast Asians (Cavalli-Sforza et al. 1994, 80). I could 

continue, but you get the point that Asians don’t form a clade.  In addition, Pacific Islanders also 

don’t form a clade given what ‘Pacific Islander’ is intended to designate by the OMB. For example, 

both Polynesians and Papuans are paradigmatic Pacific Islanders for the OMB, but Polynesians 

are more closely related to Southeast Asians than they are to Papuans (Cavalli-Sforza et al. 1994, 

80).24 

So, (2.3) is a better theory than Levin’s because, while they both posit referents as part of 

the semantic content of the OMB’s race terms, (2.3) doesn’t require such referents to be clades. 

Now, Levin could object to my analysis insofar as it’s widely accepted among referential semantics 

proponents that sometimes even the people who fix the referent of a referentially-defined name 

get some of that name’s extension wrong (Kripke 1972/1999, 136). In fact, (2.3) implies that for 

some of whom the OMB calls ‘Asian.’ For example, remember that I said in section 2 that human 

genetic clustering studies have revealed that Kalash Pakistanis are, on average, 0.99 Caucasian. 

That’s strong evidence that some Kalash people are entirely White and not Asian at all according 

                                                           
24 Of course, none of this is to say that we should take Cavalli-Sforza et al.’s tree to be a fully 

accurate representation of human evolutionary history. In fact, they openly admit that human 

evolutionary history consisted of too much “intermingling” to be accurately summarized with a 

graph-theoretic tree (Cavalli-Sforza et al. 1994, 81). So, the tree they provide is an idealization. 

Nevertheless, these tree branchings are robust across methods and samples, so they probably 

accurately depict important branchings in human evolutionary history, such as the branching of 

everyone else from Sub-Saharan Africans. For a summary of the robustness evidence, see Cavalli-

Sforza and Feldman (2003). 
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to (2.3). However, the OMB’s writings about Asians strongly suggest that they think that all South 

Asians are Asian. Since the OMB can be wrong about some of whom they originally called ‘Pacific 

Islander’ or ‘Asian’ under a referential semantic framework, the OMB could be wrong about 

Papuans being Pacific Islanders, and about Southeast Asians being Asians, or so the reply goes. 

While this is a legitimate concern, there is a limit to how wrong the OMB can be about 

what its race terms designate, since it’s their “intention” that fixes the referents of these names in 

the first place (Kripke 1972/1999, 163). In particular, it’s always been a part of the referential 

semantic framework that the people who fix the referent of a name cannot be wrong about most or 

all of that name’s extension (Kripke 1972/1999, 136). To think that the people who fixed the 

referent of a name are wrong about that much of the name’s extension just indicates that there’s 

cross-talk.  

However, according to this semantic requirement, the OMB can’t be wrong about Papuans 

being Pacific Islanders because Papuans make up the overwhelming majority (~ 68%) of the 

people that the OMB picked out as paradigmatic Pacific Islanders in 1997—which were 

Melanesians, Micronesians, and Polynesians.25 Also, trying to toss out Southeast Asians as a 

mistake doesn’t work either. Because rejecting them as Asian still leaves one with a non-

monophyletic group of people you’re calling ‘Asian.’ Remember that the OMB thinks that South 

Asians are Asian too. However, South Asians and Northeast Asians don’t form a clade. South 

Asians share an ancestor in common with Europeans that’s more recent than any ancestor they 

share with Northeast Asians (Cavalli-Sforza et al. 1994, 78). Moreover, tossing out both South 

                                                           
25 This percentage was calculated from the tables found in the supplementary material for Spencer 

(2015). 
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Asians and Southeast Asians as mistakes is not semantically possible because they form a majority 

(~60%) of the people that the OMB picked out as paradigmatic Asians in 1997—Northeast 

Asians, Southeast Asians, and South Asians (OMB 1997, 58787).26 So, it’s fairly clear that the 

races that the OMB has picked out as Pacific Islanders and Asians are not clades and never were 

intended to be. Now let’s look at Ásta’s theory. 

Remember that Ásta thinks that the OMB race terms directly refer to conferred social 

categories. While Ásta doesn’t articulate the conferred essence of every OMB race, she does 

provide some of the essence of the American Indian race. Specifically, Ásta says that American 

Indian racial membership requires federally recognized tribal affiliation. We can see this when she 

says, “If one self-identifies as an American Indian, but it comes out that one has no affiliation with 

any tribe, that status gets revoked” (Ásta’s 2018, 102). Here’s a modal proposition designed to test 

Ásta’s theory:  

(3.1) It’s not possible to be a member of the American Indian race without  

federally recognized tribal affiliation. 

                                                           
26 This percentage was calculated from the United Nation’s 2015 world population estimates. See 

United Nations (2017). The calculation assumes that the number of immigrant residents is roughly 

equal or negligible in the counted countries with the largest population sizes, which seems to be 

true. For example, the CIA World Factbook—which is available at 

https://www.cia.gov/library/publications/the-world-factbook—reports that India is 97% Indo-

Aryan or Dravidian; China is 93% Han or Zhuang; Indonesia is 84% Javanese, Sundanese, or other 

indigenous Indonesian; Pakistan is 94% Punjabi, Pashtun, or other indigenous Pakistani; and 

Bangladesh is 98% Bengali; which are the five most populous countries in Asia. 
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While Ásta’s theory assigns a truth-value of TRUE to (3.1), (2.3) assigns a truth-value of FALSE. 

The latter is because, according to (2.3), it’s sufficient to have Native American genomic ancestry 

to be a member of the American Indian race. As for the correct truth-value of (3.1), that’s 

decipherable from how US agencies that follow Directive No. 15 behave. And according to that 

evidence, the truth-value of (3.1) is FALSE. For example, on the 2010 US census questionnaire, 

more than 175,000 Mexican Americans self-reported ‘American Indian’ as one or more of their 

races (Norris et al. 2012, 18). Instead of rejecting these self-reports, the US Census Bureau (USCB) 

counted them as American Indian and created a new name for them: ‘Mexican American Indian.’ 

In fact, according to the official 2010 US census count, Mexican American Indians constitute the 

fourth most populous American Indian subgroup in the USA (Norris et al. 2012, 18). 

 Now, Ásta might object here and point out that the USCB is not the OMB, and it’s the 

OMB that dictates who is American Indian in OMB race talk. This is true. However, the USCB is 

very clear that they conducted the 2010 census count using the OMB’s racial scheme as laid out 

in the revised version of Directive No. 15 (Humes et al. 2011, 2). Even the “Some Other Race” 

group they added isn’t really another race. It’s a group they petitioned the OMB to add in order to 

offer confused Americans an alternative answer to the race question (Humes et al. 2011, 2). In 

fact, for the 2010 US census count, respondents who wrote in “Some Other Race” entries were 

reclassified to the appropriate OMB race whenever it was possible to do so. For example, 

respondents who wrote in “Moroccan” were reclassified as “White” (USCB 2011, B-7). Now let’s 

look at Hardimon’s theory. 

 Even though Hardimon has a thoughtful account of what OMB race terms mean, his 

account doesn’t succeed either. Remember that, for Hardimon, OMB races are minimalist races, 

and minimalist races, essentially, satisfy (C1)-(C3). However, the problem here is that OMB races 
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do not necessarily satisfy (C1). Remember that (C1) states that a minimalist race is distinguished 

from some other groups of human beings by patterns of visible physical features that are inheritable 

and correlate with geographic ancestry (e.g. facial features, skin pigmentation, and hair type). 

However, consider the following modal proposition: 

 (3.2) It’s not possible that the Pacific Islander race does not satisfy (C1). 

Of course, Hardimon’s theory assigns a truth-value of TRUE to (3.2). But (2.3) assigns a truth-value 

of FALSE. Sufficient evidence that (2.3) assigns a truth-value of FALSE to (3.2) is the evolutionary 

possibility that the human species undergoes a bottleneck in such a way that only Sub-Saharan 

Africans and Melanesians are left.  

According to (2.3), the aforementioned possible world would only contain Blacks and 

Pacific Islanders. It would also be the case in this world that (C1) wouldn’t be satisfied. The latter 

is because it’s a well-known fact among anthropologists that Melanesians look like Sub-Saharan 

Africans with respect to visible phenotypes of the hair, skin, and face. For example, the range of 

skin reflectances (at 685 nm) among Papuans is contained within the range of skin reflectances (at 

685 nm) among Sub-Saharan Africans (Spencer 2015, 50). The only remaining question is which 

truth-value would the OMB assign to (3.2)? 

Again, the correct truth-value here is decipherable from how US agencies that follow 

Directive No. 15 behave. And according to that behavior, the correct truth-value for (3.2) is FALSE. 

For one, as you can see from table 1, the CDC codes Sub-Saharan Africans as Blacks and 

Melanesians as Pacific Islanders. But also, the USCB codes in this way too. For example, for the 

2010 US census count, respondents who provided “Melanesian entries” for the race question were 

classified as Pacific Islander (Hixson et al. 2012, 2).  So, contrary to Hardimon’s intuitions, OMB 
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races need not possess “a distinctive pattern of visible physical characteristics” (Hardimon 2017, 

38). Finally, let’s look at Taylor’s theory. 

Remember that Taylor claims that OMB races are, essentially, radically constructed races, 

and he explicitly names multiple OMB races as examples of radically constructed races. In 

addition, Taylor (2013, 46) also explicitly says that the five main races used on US census forms 

are radically constructed races. Now, remember that a radically constructed race is a 

probabilistically defined human population that resulted from the white supremacist determination 

to link appearance and ancestry to social location and life chances. Hence, one feature of Taylor’s 

theory that’s important to highlight is that a group of people cannot be a radically constructed race 

if they have never shared a similar enough “bodily appearance” with which to link social location 

and life chances (Taylor 2013, 18). In short, a radically constructed race must be a “people who 

look a certain way,” at least at the time when they became a race (Taylor 2013, 18). In fact, when 

discussing whether appearance or ancestry was more important in making a group a race, Taylor 

(2013, 61) says, “Race is principally about appearance, and derivatively about the bloodlines that 

produce people who, in the general run of things, look a certain way.”  

While various kinds of visible traits may be used for creating radically constructed races, 

the visible traits that were actually used to create the OMB’s races—according to Taylor (2013, 

18, 54)—were “skin color, facial features, and hair texture.” Let’s call these “classical racial 

traits.” But herein lies a problem. Some OMB races have never had a distinctive bodily appearance 

in terms of classical racial traits, at least not within the time period that the race would have 

originated according to Taylor.  Let me be more direct. 

Pacific Islanders, according to the OMB, are a diverse group of people in terms of classical 

racial traits. At the very least, Pacific Islanders include Polynesians (who look like East Asians), 
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Melanesians (who look like Sub-Saharan Africans), and Micronesians (who look like a mix 

between East Asians and Sub-Saharan Africans). Moreover, out of this sample of paradigm Pacific 

Islanders, Melanesians, Micronesians, and Polynesians make up 78%, 4%, and 18%, 

respectively.27 

Now, Taylor might rebut that it’s not clear that Pacific Islanders were this visibly diverse 

when they originated as a radically constructed race. According to Taylor, the radical construction 

of Pacific Islanders as a race would have happened when white supremacists probabilistically 

linked the distinctive appearance and ancestry of Pacific Islanders (when they had these) to their 

social location and life chances. Also, according to Taylor (2013, 20), white supremacy originated 

with Europeans during European colonialism. Since Europeans did not know about Melanesians, 

Micronesians, or Polynesians before European sailors landed on Guam and New Guinea in the 

1520s, the earliest that white supremacists would have made this link was the 1520s.  

However, by the 1520s, Pacific Islanders were already considerably visibly diverse! For 

example, when the Portuguese sailor Ferdinand Magellan and his crew landed on Guam in 1521 

and became the first Europeans to meet anyone from the Pacific Islands, the brown-skinned and 

Asian-eyed Chamorros they met had already been there for thousands of years (Cunningham and 

Beaty 2001, 6). Also, when the Portuguese sailor Jorge de Meneses and his crew landed on New 

Guinea in 1526 or 1527 and became the first Europeans to meet anyone from Melanesia, the dark-

skinned and Afro-haired Papuans they met had already been there for tens of thousands of years 

                                                           
27 These percentages were calculated from table 4 in the supplementary material for Spencer 

(2015). 
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(Cunningham and Beaty 2001, 1). So, this reply doesn’t work because when Europeans first met 

Pacific Islanders, the people they met were considerably visibly diverse. 

To recap, Levin’s theory doesn’t succeed in capturing the meanings of OMB race terms 

because it fails to identify Asians and Pacific Islanders as races. Ásta’s theory doesn’t succeed 

because it fails to capture the correct American Indian membership conditions. Finally, both 

Hardimon’s and Taylor’s theories don’t succeed because they each fail to identify Pacific Islander 

as a race. Relative to these serious rivals, (2.3) is the best theory of what OMB race terms mean 

because it doesn’t require OMB races to be clades, it doesn’t require federally recognized tribal 

membership for American Indian membership, and it doesn’t impose any visible trait requirement 

on being an OMB race. 

However, one general worry that one could have about the abductive evidence I’ve used to 

defend (2.3) is that it’s vulnerable to a specific underdetermination problem in philosophy of 

science known as “the problem of unconceived alternatives” in P. Kyle Stanford’s lingo, though 

the problem was first highlighted by Pierre Duhem.28 Basically, the worry is that any inference 

that a theory is likely to be true based on comparisons to conceived theoretical alternatives is 

unjustified without any good reason to believe that the sample of conceived theoretical alternatives 

exhausts all plausible theoretical alternatives (Stanford 2006, 37). For example, in our case, 

perhaps there’s an unconceived semantic theory about what the OMB’s race terms mean that’s just 

as well empirically supported as (2.3)? 

                                                           
28 See Duhem (1906/1981, 188-190) and Stanford (2006, 18) for statements of this 

underdetermination problem. 
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This is a clever objection, and I certainly don’t have any good reason for thinking that I’ve 

addressed all plausible theoretical alternatives to (2.3) in my defense of (2.3). So, both (2.3) and 

the identity thesis are ultimately underdetermined with respect to unconceived theoretical 

alternatives. But ultimately I think this objection is out-of-bounds and is best addressed with 

clarification about what my epistemic objective is in this chapter. For one, notice that the objection 

above is an abstract worry about how to reliably infer true theories from eliminative reasoning. In 

fact, this worry is so abstract that it also applies to many well-confirmed scientific theories like the 

theory of the gene! 

In the early 20th century, biologists who specialized in the study of heredity inferred that 

the theory of the gene was likely to be the right way to view how heredity works in terrestrial 

organisms, and that inference was made by comparing the theory of the gene not to all plausible 

theoretical alternatives, but rather, to the conceived theoretical alternatives at the time, which were 

Charles Darwin’s theory of gemmules, Herbert Spencer’s theory of physiological units, and 

August Weismann’s theory of ids (Morgan 1926, 26-31). So, since the critic is asking for evidence 

beyond what we have asked from one of the most empirically successful theories in the history of 

biology, we know that the objection is somehow out-of-bounds. Nevertheless, I do, of course, owe 

the reader a clarification of what it is that I’m doing in this chapter. 

My epistemic objective in defending the identity thesis in this chapter is to defend it as true 

in the natural ontological attitude sense of ‘truth’ as articulated by Arthur Fine. This notion of truth 

is neutral with respect to the scientific realism debate, since I’m not claiming that the identity thesis 

is a true claim about objective reality, and I’m not claiming that the identity thesis is not a true 

claim about objective reality. Rather, I’m simply claiming that the identity thesis is true in the 

sense of “the core position” on truth that both scientific realists and anti-realists agree, which is 
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being empirically adequate (Fine 1984, 96). In short, I’m saying that the identity thesis is true in 

the same sense that we say the theory of the gene is true. 

4. Conclusion 

 Though it may be a fascinating metaphysical result that identity is the metaphysical relation 

exemplified by the one-to-one correspondence between the human continental populations and the 

OMB’s races, this result implies two additional insights; one of which will be interesting to race 

theorists, and the other of which will be interesting to certain practicing scientists. The interesting 

metaphysical implication is that some of our folk races exist as both biological entities and socially 

constructed entities. 

To be specific, Haslanger (2012, 87) has argued that there’s at least two ways of being 

socially constructed. A thing is causally socially constructed just in case social factors play a 

significant causal role in bringing that thing into existence or sustaining its existence. In contrast, 

a thing is constitutively socially constructed just in case that thing has an essence constituted by 

one or more social factors. But in that case, the human continental populations are certainly 

causally socially constructed since “social isolation mechanisms” and “social cohesion 

mechanisms” partially sustain the existences of the human continental populations (Spencer 2014, 

1036).29 

For example, while geographic barriers like the oceans and the Himalayas have been and 

continue to be significant barriers to interracial gene flow, the immigration policies of sovereign 

                                                           
29 I’m still unsure whether the human continental populations are constitutively socially 

constructed, but I think it’s a live possibility due to the unclear ontological statuses of continents 

and alleles. 
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nations are significant barriers as well. For instance, according to its last census count, China had 

only 0.04% foreigners in its country, and of that small percentage, over 87% of these foreigners 

were of East Asian nationality (e.g. Korean, Japanese, Vietnamese, etc.).30 So, whatever 

immigration policies China has are, in effect, discouraging racial desegregation and interracial 

mating, and, as a result, helping to sustain the existence of the Asian race.  

An example of a social cohesion mechanism that helps to reinforce intra-racial mating is 

intra-ethnic mate preference. For example, even though Black Americans made up just 13% of the 

US population in 2018, the CDC estimates that 93% of all babies born alive in 2018 to a Black 

mother in the USA had a Black father.31 That’s no accident! Rather, that’s a clear sign of intra-

ethnic mate preference, which, in this case, helps to sustain the existence of the Black race.32 

With that said, I’m not the first race theorist to defend some or other races as extant 

biosocial entities. Lucius Outlaw (1990) was the first. Philip Kitcher (1999) and Catherine Kendig 

                                                           
30 These statistics are from Juan (2011). 

 
31 However, it’s important to note that this estimate comes from just 66.3% of all live births to 

Black mothers in 2018. This is because the remaining live birth records for Black mothers in 2018 

did not specify whether the father was Black. Also, these data were retrieved from the CDC 

Wonder Online Database at https://wonder.cdc.gov/ on September 18, 2020. Under the ‘Birth’ tab, 

and then the tab for ‘Natality for 2016-2018 (expanded),’ I used the search terms ‘Mother’s Single 

Race 6’ and ‘Father’s Single Race 6’ to create a table for 2018 live birth data in the USA. 

32 This is not to suggest that this or other similar live birth statistics are entirely due to intra-ethnic 

mate preference. No doubt some of it is due to social isolation mechanisms as well, such as taboos 

against miscegenation. 

https://wonder.cdc.gov/
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(2011) have advanced such defenses as well. Nevertheless, Kitcher (2007) has become agnostic 

about the view, while I’m claiming that such races exist. Also, neither Outlaw nor Kendig argue 

that the OMB’s races exist as biosocial entities. So my result offers an independent source of 

evidence for the claim that some of our folk races exist as biosocial entities. However, the identity 

thesis not only provides us with interesting metaphysical implications, it also provides us with 

useful practical implications for certain practicing scientists, namely, those who must use the 

OMB’s racial scheme in scientific research. 

 Believe it or not, the NIH requires NIH-funded clinical research to racially sample subjects 

according to the OMB’s racial scheme. Since the US Congress passed the NIH Revitalization Act 

of 1993, the Director of the NIH is required to ensure that, with only a few exceptions, all NIH-

funded clinical research samples racial minorities and that such research is designed and executed 

in such a way to reliably reveal whether any of the variables being studied affects any minority 

racial group differently. For example, as I write this chapter, Moderna Therapeutics is engaged in 

an FDA-approved Phase 3 clinical study of a novel mRNA vaccine for SARS-CoV-2 in an attempt 

to address the COVID-19 pandemic. Also, as of today, Moderna has completed 87% of its planned 

sampling of subjects, and its sampling of racial minorities is reported to be the following: 13% 

Blacks, 5% Asians, and 4% American Indians and Pacific Islanders.33  

While there are sophisticated statistical formulas for calculating the sample size needed to 

detect statistically significant differences in parameters among different populations, these 

formulas are only as reliable as our method of counting people of different races in the first place. 

                                                           
33 These statistics were retrieved from https://www.modernatx.com/cove-study on September 18, 

2020. 

https://www.modernatx.com/cove-study
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However, believe it or not, the standard method employed in NIH-funded medical research for 

counting people of different races is racial self-report! This is problematic for multiple reasons. 

First, racial self-reports usually track one’s majority membership in a human continental 

population. But sometimes the relevant threshold for being counted as a member of a race isn’t   

> 0.5. For example, in a fascinating study of a large and racially diverse sample of American 

children with acute lymphoblastic leukemia (ALL), Jun Yang et al. (2011) discovered that 

individuals with at least 10% Native American ancestry had nearly a twofold increase in risk of 

relapse after receiving the standard chemotherapy for ALL. The researchers also discovered that 

the risk was causally connected to Native American ancestry because further investigation 

revealed that the individuals at greater risk of relapse after the standard chemotherapy carried one 

or more of a few alleles that were known to interfere with the metabolism of drugs found in the 

standard chemotherapy, and these alleles were either unique to genome segments inherited from 

Native Americans or significantly associated with having a Native American origin (Yang et al. 

2011, 3).  

So, suppose medical researchers want to further study racial differences in drug metabolism 

for ALL chemotherapy, perhaps in a clinical trial for a more equally effective chemotherapy. Then, 

it’d be more appropriate to use a threshold of ≥ 10% Native American ancestry to count the 

number of Native Americans in the sample instead of racial self-reports. Admittedly this counting 

method—which is known as alpha-level counting in fuzzy set theory—would conflict with many 

self-reports. For example, most Hispanic Americans do not racially self-report ‘American Indian’ 
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when asked, but most of them do meet a 10% threshold of Native American ancestry.34 However, 

the goal shouldn’t be to respect people’s racial self-reports. It should be to appropriately sample 

the races. 

However, empirically informed thresholds for counting members of races isn’t always 

possible. For example, in the Yang et al. (2011) study itself, it would have been impossible to 

know that this was an appropriate counting method before conducting the study. So, how should 

medical researchers count sample sizes of OMB races without any knowledge of what a useful 

threshold would be? Well, in such exploratory research, the default should be to use what’s known 

as sigma counting in fuzzy set theory. By that I mean, the sample size of a race R should equal the 

sum of each sampled person’s membership grade in R. This method would allow for maximum 

exploration of relevant thresholds. It’d also allow for the discovery that an ancestry-dependent 

variable of interest is continuously valued. It’d also guard against under-sampling racial minorities 

due to known quirks in racial self-reporting. 

For example, it’s well-known among human geneticists that South Asians usually possess 

a majority of Caucasian genomic ancestry. For example, in the Guo et al. (2014, 155) study I 

discussed earlier, 100% of sampled South Asians had a majority of Caucasian ancestry, with an 

average of 68.4% Caucasian ancestry. So, if Moderna, for example, increased its sample of Asians 

by adding more South Asians, that almost certainly resulted in adding more people to the sample 

who have primarily Caucasian ancestry, which would have produced the opposite of what the 

researchers wanted, which was less genomic segments of Caucasian origin. So, when racially 

                                                           
34 For evidence of the first statistic mentioned in this sentence, see Ennis et al. (2011, 14). For 

evidence of the second, see Figure S1B in the supplementary data for Bryc et al. (2015). 
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sampling with the OMB’s racial scheme in medical research, instead of using racial self-reports, 

the identity thesis recommends that DNA test results that reliably estimate one’s continental 

genomic ancestries (e.g. 23andMe test results) should be used instead as means for conducting 

either alpha-level or sigma counting, depending on the context.  

In this chapter, I began by identifying and clarifying a metaphysical mapping phenomenon 

that’s almost twenty years old. The phenomenon is that the populations at a fivefold subdivision 

of humans into biological populations—the so-called human continental populations—

corresponds one-to-one with the five official races of the Office of Management and Budget. After 

introducing and defending a four-step deductive argument that involved a key premise justified 

with extensive abductive and eliminative reasoning, I concluded that the metaphysical relation 

that’s exemplified by the aforementioned one-to-one correspondence is identity. I ended by 

exploring interesting implications of this identity thesis for metaphysicians of race and NIH-

funded medical scientists. 
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