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Abstract
We conducted a nationwide study comparing self-identification to genetic ancestry classifi-

cations in a large cohort (n = 1752) from the National Marrow Donor Program. We sought to

determine how various measures of self-identification intersect with genetic ancestry, with

the aim of improving matching algorithms for unrelated bone marrow transplant. Multiple

dimensions of self-identification, including race/ethnicity and geographic ancestry were

compared to classifications based on ancestry informative markers (AIMs), and the human

leukocyte antigen (HLA) genes, which are required for transplant matching. Nearly 20% of

responses were inconsistent between reporting race/ethnicity versus geographic ancestry.

Despite strong concordance between AIMs and HLA, no measure of self-identification

shows complete correspondence with genetic ancestry. In certain cases geographic ances-

try reporting matches genetic ancestry not reflected in race/ethnicity identification, but in

other cases geographic ancestries show little correspondence to genetic measures, with

important differences by gender. However, when respondents assign ancestry to grandpar-

ents, we observe sub-groups of individuals with well- defined genetic ancestries, including

important differences in HLA frequencies, with implications for transplant matching. While

we advocate for tailored questioning to improve accuracy of ancestry ascertainment, collec-

tion of donor grandparents’ information will improve the chances of finding matches for

many patients, particularly for mixed-ancestry individuals.
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Introduction
The National Marrow Donor Program (NMDP) registry[1] is the repository for data for the
highly polymorphic human leukocyte antigen (HLA) genes from over twelve million potential
donors for hematopoietic stem cell transplant (HSCT). However, due to changes over time in
technology and the costs associated with high resolution HLA genotyping, the registry data for
potential donors is often of lower resolution than required for matching with patients. Over
ten thousand HLA alleles are currently recognized, with more than 2000 alleles for some genes
[2], and worldwide distribution patterns correspond to specific populations with shared demo-
graphic history[3]. Accordingly, the NMDP facilitates initial selection of potentially HLA-
matched donors by classifying them using their self-identified race/ethnicity from a standard-
ized questionnaire, incorporating this information in a bioinformatics process that projects
donors’most likely high-resolution HLA haplotypes and patient match probabilities[4].

However, racial and ethnic self-identification among Americans is a complex process that
draws on information about known ancestry, appearance, how people were raised, where they
grew up, whether they experienced discrimination, and by whom; and an individual’s
responses can also change over time[5–9]. Some Americans do not report all facets of their
ancestry when they are asked to self-identify, even if they know them (e.g., although President
Barack Obama often acknowledges his white relatives[10], he identified only as black on the
2010 Census[11]). Others may adjust their responses based on what they assume is the purpose
of the data collection[12]. Reporting of geographic origins or ancestry can be equally subjective,
as more Americans report common origins (e.g. Irish) than is historically feasible[13]. Thus,
the extent to which self-identified race/ethnicity or geographic ancestry will correspond to
genetic ancestry is also likely to vary and, a priori, it is important to not privilege any one mea-
sure of race/ethnicity or ancestry over any other without formal, rigorous testing. Although
many studies have examined the relationship between self-identified race/ethnicity and genetic
ancestry[14–20], previous work has involved only a single dimension of self-identification
without consideration of alternative measures.

Here, we present the first simultaneous assessment of multiple approaches to measuring
self-reported ancestry with direct comparison of survey responses with genetic markers, and
examine implications for unrelated donor HLA matching in HSCT. We conducted a nation-
wide study comparing several forms of self-identification to genetic classifications, in a large
cohort from the NMDP. We captured multiple facets of self-identification, including race/eth-
nicity and geographic ancestry. For many Americans these dimensions will yield consistent
responses, but for others each measure produces a different response[21]. Our aim was to char-
acterize the extent to which these different self-identification methods correspond not only to
each other but also to genetic measures, with the objective of improving current practices for
selecting unrelated donors for bone marrow transplants in the United States.

Materials and Methods
Our cohort includes 1752 individuals who responded positively to a letter of request for partici-
pation in the study by mailing back both a cheek swab and a completed paper-and-pencil sur-
vey questionnaire. Recipients of the invitation letter were selected randomly with respect to
original self-identification from the NMDP donor pool. In order to assess concordance of self-
identification with high-resolution HLA genotype, only donors for whom sequence-level data
were available for five HLA loci (HLA-A,-B,-C, DRB1, DQB1) were recruited. Because we are
interested in improving classification for donors with rare HLA types, we oversampled (2:1)
individuals whose HLA genotype is underrepresented in the registry (fewer than 11 copies
among 12 million). The National Marrow Donor Program institutional review board approved
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the study (Study #0292); all subjects gave written informed consent. Response rates by original
registry race/ethnicity classification and gender are given in Supplemental materials (S1 Table).
The baseline demographics of survey respondents, including the original race/ethnicity classifi-
cation (based on the existing registry questionnaire; S1 Fig), nativity of respondent, parents
and grandparents, age and gender are given in Table 1. Although presented on the original
donor form as a separate ethnicity selection, individuals selecting “Hispanic” are treated as
equivalent to the major racial categories by the registry, and are considered as such here.

In one part of the questionnaire (S2 Fig), we asked respondents how they self-identify with
respect to race and ethnicity: “Mark one or more boxes to show the racial or ethnic group(s) you
use to describe yourself.” The list of possible responses included the five major racial categories
(American Indian or Alaska Native; Asian; Black or African American; Native Hawaiian or
other Pacific Islander; White) recommended by the Office of Management and Budget (OMB)
in its 1997 directive[22]. We also included “Hispanic or Latino” and gave the option to mark
“other.” A similar instrument is currently being tested for the 2020 Census[12]. In the same
section, we asked respondents to tell us their perceived racial classification by others (“How do
other people in this country typically classify you?”). This question was based on an instrument
developed by the Center for Disease Control’s Measures of RacismWorking Group for the
annual Behavioral Risk Factor Surveillance System survey (http://www.cdc.gov/brfss/).

We also asked whether respondents, their parents or their grandparents were born in the
United States, followed by a question about their geographic ancestry: “From what countries or
parts of the world did your ancestors come?” These instruments were modeled on items used by
the General Social Survey since 1972[23]. Respondents were asked to choose as many catego-
ries as necessary to describe their ancestry from a list of countries (e.g., Cuba, Vietnam),
regions of the world (e.g., Middle East, Caribbean), and other common ancestries among

Table 1. Survey respondent demographics.

Total Female Male Mean age

All respondents 1752 1324 428 31

Original registry classification

African American 27 22 5 30

White 1414 1090 324 31

Asian or Pacific Islander 65 33 32 30

Hispanic 100 70 30 31

Native American 4 4 0 30

Multi-race 142 105 37 30

Respondent US born

No 100 61 39 33

Yes 1647 1259 388 30

Parents US Born

Neither 159 95 64 31

One 145 114 31 31

Both 1444 1113 331 31

Grandparents US born

None 177 111 66 32

One 28 23 5 29

Two 172 134 38 32

Three 133 102 31 29

Four 1225 944 281 31

doi:10.1371/journal.pone.0135960.t001
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Americans (“African American” or “North American Indian”). The list of 24 countries com-
bined the most common ancestries reported in the most recent American Community Survey,
and the countries from which the most immigrants came to the United States in the last
decade. We offered regions of the world to capture countries not specifically included, as well
as to provide options for people who might only know general information about family ori-
gins. Finally, we asked respondents to provide the specific country, region or ancestry from the
same list that applied to each of their four grandparents (“If possible, in the boxes below, enter
the best origin code for each of your grandparents”) using numerical codes adjacent to each of
the geographic ancestry options. In order to compare this self-identified geographic ancestry to
self-identified race/ethnicity and measures of genetic ancestry, we aggregated specific country
or region responses into broader categories (S2 Table), in keeping with federal guidelines on
racial/ethnic classification in the United States [22] For example, we have combined all Asian
geographic ancestries (South, Southeast, East) under one term, “Asian,” as is done by the U.S.
Census [24].

A well-characterized panel[25] of 93 ancestry informative markers (AIMs)[26,27] (S3
Table) was genotyped for all respondents using the Sequenom iPLEX assay. Failed single nucle-
otide polymorphism (SNP) calls underwent a second genotyping using the Taqman assay
(ABI). Five percent of the samples served as quality controls and were typed blind in duplicate.
All samples and SNPs met standard quality control checks, including fit to expectations under
Hardy-Weinberg Equilibrium and less than 10% missingness or failure rates. With the Human
Genome Diversity Panel (HGDP) public dataset[28] as a reference, SNP genotypes were used
in ancestry estimations with Structure software[29]. Parameters for the Structure run were as
follows: k = 4, popflag = 1, burnin = 10,000 and reps = 10,000. The ‘popflag’ option enabled use
of the HGDP populations as the training set, while multiple runs indicated that k = 4 clusters
allowed the best resolution of broad continental groups (African, European [clustered with
Middle Eastern], Asian and Amerindian), facilitated by use of the HGDP populations. A plot
of the Structure run showing four distinct clusters is given in S3 Fig We defined subpopulations
by race/ethnicity or geographic ancestry responses (e.g., all individuals that selected “Hispanic
or Latino” alone or in combination with other race/ethnicity choices; or all individuals report-
ing any European geographic ancestry). The mean proportion of each genetic ancestry (based
on the AIMs) was computed for these subpopulations, and the Wilcoxon Mann-Whitney test
used to test differences in distributions of ancestry proportions between groups. All statistical
analyses and plotting were performed in the R language and environment for statistical com-
puting[30].

In transplant, the primary genes of interest are HLA. To examine correspondence between
self-identification, AIMs and HLA, a Bayesian classifier[31] custom scripted in R was used to
assign the most probable continental origin for subjects’HLA haplotypes. Prior probabilities
for marginal distribution of classifications were computed from proportions of the original reg-
istry classifications for the cohort. For each subpopulation defined by questionnaire responses,
frequencies of African, European. Asian and Amerindian HLA haplotypes were calculated.
Correlations between self-identification measures and genetic ancestry proportions (calculated
from AIMs) and HLA haplotype origins, as well as correlation between genetic ancestry pro-
portions and HLA origins, were computed using the ‘corr.test’ function in the R package
‘psych.’ For each correlation coefficient, 95% confidence intervals and p-values were computed.
All p-values were corrected for multiple tests [32].

Throughout the manuscript, we refer to “race/ethnicity” and “geographic ancestry” to
describe measures of self-identification. The term “genetic ancestry” refers to continental
ancestry proportions ascertained through AIMs and Structure analysis; and “HLA origin”
refers to the continental origin for HLA haplotypes determined via the Bayesian classification.
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A full description of these terms and their possible values is given in supplemental materials
(S4 Table).

Results

Self-identification often varies by reporting format
Whereas all subjects self-identified by race/ethnicity, 3% did not provide responses regarding
geographic ancestry, and 19% gave what could be considered inconsistent responses for these
two questions (S5 Table). Approximately half of the inconsistent responses reported American
Indian ancestry without identifying their race/ethnicity as American Indian. Most often, lack
of concordance between geographic ancestry and race/ethnicity reporting occurs when individ-
uals acknowledge particular geographic ancestries but do not explicitly identify with a corre-
sponding racial/ethnic group. Less common is race/ethnicity self-identification without
reporting a corresponding geographic ancestry. Consequently, many more individuals reported
multiple geographic ancestries (19%) than multiple race/ethnicities (7%). The vast majority of
individuals who reported a single race/ethnicity also reported that other people typically per-
ceive them the same way. However, consistent with evidence from other nationally representa-
tive surveys [9], the majority of individuals who reported multiple race/ethnicities reported
that other people typically perceive them as White.

Correspondence of self-identification measures with genetic ancestry
and HLA origin
No measure of self-identification shows complete correspondence with any specific pattern of
genetic ancestry, underscoring the unclear boundaries and imprecise nature of these categori-
zations, which are often presumed to represent separate and identifiable groups. We find evi-
dence of European genetic ancestry among nearly all sub-populations, as expected in a U.S.
cohort (Table 2). However, the proportion of European genetic ancestry ranges broadly, with
lowest average values observed among individuals who identify their race/ethnicity Asian. Afri-
can genetic ancestry proportions range from 20–95% for individuals who identify their race/
ethnicity as “Black or African American,” with the remaining component largely European.
For individuals who self-identify their race/ethnicity as “Hispanic or Latino” we observe mean
European and Amerindian genetic ancestries of 71% and 21%, respectively, but the defining
feature of these classifications is that the proportion of each genetic ancestry varies broadly
between individuals even when they self-identify the same way.

Across all classifications and question formats, we find very high correlation between the
mean proportion of African, European, Asian and Amerindian genetic ancestry in each sub-
population, and the frequency of the respective HLA haplotypes origins in those individuals
(r = 0.97, 0.79, 0.97, 0.95, respectively; Table 2). This demonstrates concordance of population
level genetic ancestry assessed via AIMs and HLA origin. The strongest correlation between
any two measures is between self-reported Asian race/ethnicity and self-reported Asian geo-
graphic ancestry (r = 0.94; CI = 0.93–0.94; p<10−15), and each of these measures is similarly
correlated with Asian HLA origin and genetic ancestry (Table 3). Sub-Saharan African geo-
graphic ancestry and racial/ethnic self-identification as “Black or African American” are also
highly correlated (r = 0.83; CI = 0.81–0.84; p<10−15), but the latter tracks somewhat more
closely with African HLA origin and genetic ancestry (Table 3). We find lower, yet significant
correspondence between European geographic ancestry and self-identification as White
(r = 0.68; CI = 0.66–0.71; p<10−15), with race/ethnicity being slightly more predictive of Euro-
pean HLA origin and genetic ancestry (Table 3). Individuals reporting Latin American
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Table 2. Mean genetic ancestry proportions determined via ancestry informative markers and HLA haplotype origin frequencies for subpopula-
tions defined by reported race/ethnicity or geographic ancestry.

N Mean genetic ancestry proportion HLA haplotype origin

African European Asian Amerindian African
American

European Asian Amerindian Multi-
origin*

Race/Ethnicity Self-ID: Single
choice respondents

1624

Black or African American 27 0.70 0.27 0.03 0.01 63% 11% 4% - 22%

White 1443 0.00 0.99 0.00 0.00 - 82% - - 17%

Asian 64 0.01 0.22 0.76 0.01 - - 97% - 3%

Hispanic or Latino 71 0.05 0.63 0.05 0.28 - 13% 1% 52% 34%

American Indian or Alaska
Native

2 0.00 0.99 0.01 0.00 - 50% - - 50%

Native Hawaiian or other
Pacific Islander

2 0.01 0.00 0.97 0.02 - - 100% - -

Geographic ancestry: Single
origin respondents

1373

Africa or African American 15 0.71 0.25 0.03 0.02 67% 13% 7% - 13%

Europe 1236 0.00 0.99 0.00 0.00 - 82% - - 17%

Asia/Pacific 63 0.01 0.21 0.77 0.01 - - 97% - 3%

North American Indian 6 0.00 0.91 0.01 0.08 - 20% - - 80%

Latin America 36 0.04 0.51 0.07 0.38 - - - 72% 28%

Caribbean 17 0.19 0.71 0.03 0.07 6% - 6% 12% 77%

Race/Ethnicity Self-ID:
Multiple choice respondents

124 0.04 0.84 0.06 0.05 5% 48% 6% 6% 35%

Black or African American 13 0.36 0.60 0.03 0.02 54% 8% - - 39%

White 120 0.03 0.85 0.06 0.05 3% 48% 7% 6% 36%

Asian 18 0.00 0.66 0.31 0.02 - 22% 33% 6% 39%

Hispanic or Latino 46 0.03 0.84 0.03 0.11 4% 37% - 13% 46%

American Indian or Alaska
Native

53 0.04 0.91 0.02 0.03 6% 66% 2% 4% 23%

Native Hawaiian or other
Pacific Islander

5 0.01 0.71 0.23 0.05 - 20% 60% - 20%

Geographic ancestry: Multiple
origin respondents

379 0.04 0.89 0.03 0.04 4% 63% 3% 6% 25%

Africa or African American 27 0.40 0.57 0.02 0.02 41% 22% - - 37%

Europe 318 0.02 0.91 0.03 0.04 2% 64% 4% 5% 25%

Asia/Pacific 25 0.01 0.70 0.28 0.02 - 28% 36% 4% 32%

North American Indian 49 0.04 0.91 0.02 0.03 2% 72% 1% 3% 23%

Latin America 68 0.05 0.78 0.02 0.15 6% 40% - 22% 32%

Caribbean 21 0.19 0.75 0.04 0.02 14% 48% 5% - 33%

Classification by others

Black or African American 31 0.71 0.25 0.03 0.01 68% 10% - - 23%

White 1545 0.00 0.98 0.01 0.01 - 80% - - 18%

Asian 70 0.01 0.24 0.74 0.01 - 7% 90% 1% 1%

Hispanic or Latino 73 0.05 0.63 0.05 0.28 1% 10% 1% 52% 36%

American Indian or Alaska
Native

6 0.01 0.74 0.11 0.14 - 67% - - 33%

Native Hawaiian or other
Pacific Islander

3 0.01 0.67 0.31 0.01 - 33% 33% - 33%

(Continued)
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geographic ancestry (e.g., Mexico, Guatemala, Central or South America) tend to self-identify
their race/ethnicity as “Hispanic or Latino” (r = 0.76; CI = 0.73–0.77; p<10−15) and have Amer-
indian HLA origin and genetic ancestry (Table 3), while those reporting Caribbean geographic
ancestry (e.g., Puerto Rico) do not identify their race/ethnicity as Hispanic as frequently
(r = 0.37; CI = 0.33.0.41; p<10−15), have much lower proportions of Amerindian genetic ances-
try, and are less likely to have Amerindian HLA origin (Table 3). North American Indian geo-
graphic ancestry is correlated with reporting multiple race/ethnicities or ancestries (r = 0.80;
CI = 0.78–0.82; p<10−15), but not any specific genetic ancestry.

While distinguishing between reported Latin American and Caribbean geographic ancestry
affords advantage over Hispanic racial/ethnic identification in representing genetic ancestry,
other geographic ancestries are more weakly related to comparable genetic classifications. For
example, 3% of respondents reported European geographic ancestry in addition to other ori-
gins, but did not identify as White with respect to race/ethnicity (n = 52). Of those, nearly two-

Table 2. (Continued)

N Mean genetic ancestry proportion HLA haplotype origin

African European Asian Amerindian African
American

European Asian Amerindian Multi-
origin*

Other 23 0.10 0.71 0.13 0.05 9% 26% 26% 4% 35%

* All individuals have two HLA haplotypes. Multi-origin haplotype classification indicates that one of the individual’s haplotypes is closely associated with

one continental origin while the other haplotype is associated with a different continental origin.

doi:10.1371/journal.pone.0135960.t002

Table 3. Correlation between self-identificationmeasures and HLA origins and genetic ancestry.

Self-identification
measure

HLA origins Genetic ancestry (AIMs)

African European Asian Amerindian African European Asian Amerindian

Race/ethnicity

Black or African
American

0.71 (0.68–0.74) 0.90 (0.89–0.91)

White 0.74 (0.72–0.77) 0.77 (0.74–0.79)

Asian 0.84 (0.82–0.85) 0.84 (0.82–0.86)

Hispanic or Latino 0.58 (0.54–0.62) 0.66 (0.63–0.69)

Native Hawaiian or
other Pacific
Islander

0.14 (0.09–0.19) 0.15 (0.10–0.21)

Geographic ancestry

African or African
American

0.69 (0.66–0.72) 0.82 (0.80–0.83)

European 0.72 (0.69–0.75) 0.75 (0.73–0.77)

Asian 0.83 (0.81–0.85) 0.83 (0.81–0.85)

Latin American 0.54 (0.50–0.58) 0.69 (0.66–0.72)

Caribbean 0.13 (0.07–0.18) 0.20 (0.14–0.25)

Grandparents ancestry

African or African
American

0.72 (0.69–0.74) 0.86 (0.85–0.88)

European 0.77 (0.75–0.79) 0.81 (0.79–0.83)

Asian 0.88 (0.87–0.89) 0.89 (0.88–0.90)

Latin American 0.62 (0.59–0.66) 0.80 (0.78–0.82)

Caribbean 0.10 (0.05–0.16) 0.17 (0.120.23) 0.18 (0.12–0.23)

The correlation coefficient (r) is given with 95% confidence intervals (parentheses). Only statistically significant (p<0.05 after correction) values are shown.

doi:10.1371/journal.pone.0135960.t003
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thirds self-identified their race/ethnicity as Hispanic (n = 28) or African American (n = 4);
however, mean European genetic ancestry for self-identified Hispanics and African Americans
who reported European geographic ancestry (0.73 and 0.34, respectively) is not statistically sig-
nificantly higher than that for individuals with the same self-identified race/ethnicity who do
not report European geographic ancestry (0.63 and 0.27).

Gender differences in reporting consistency have implications for HLA
matching
In some cases when geographic ancestry yields less consistent classifications relative to genetic
ancestry than those based on race/ethnicity, we find the differences also vary by gender. More
than 10 percent of our cohort reported North American Indian geographic ancestry but did
not self-identify as American Indian with respect to race/ethnicity (n = 189). The mean Amer-
indian genetic ancestry proportion (0.018) for these individuals is similar to those not reporting
North American Indian ancestry (0.019). Strikingly, significantly more women (n = 164; 12%)
than men (n = 25; 6%) report North American Indian ancestry in addition to another geo-
graphic ancestry without also identifying their race/ethnicity as American Indian (p< 0.001).
Further, and of most importance in transplant matching, selection of more than one race/eth-
nicity or geographic ancestry by men is much more predictive of multi-origin HLA than multi-
origin reporting among women, even though men are less likely to identify with multiple race/
ethnicities or geographic ancestries. For example, 28% of men who self-identify with two or
more race/ethnicity groups have multi-origin HLA haplotypes; in contrast, just 9% of women
selecting more than one race/ethnicity group have multi-origin HLA haplotypes (p<0.05).

Grandparents’ geographic ancestry most closely correlated with HLA
haplotype origins
In contrast to reporting generic family origins, when respondents select origins for specific
grandparents the resulting classification using the number of grandparents with a given geo-
graphic ancestry identifies sub-groups of respondents with more uniform genetic backgrounds.
Sub-classification by the number of grandparents with Sub-Saharan African or African Ameri-
can ancestry, for example, shows a clear pattern of increasing African genetic ancestry propor-
tions with increasing number of reported African-ancestry grandparents (Fig 1A). The
substructure is mirrored in HLA origin frequencies, identifying groups of individuals with dif-
ferent combinations of HLA haplotypes. This result has important implications for the trans-
plant match algorithm’s assignment of likely high resolution HLA haplotypes. For example,
well over half of the individuals who reported four African-ancestry grandparents have two
African HLA haplotypes; in contrast, three of the four individuals who reported two African-
ancestry grandparents have only one African HLA haplotype (Fig 1B). The results are similar
for individuals who reported grandparents from Latin American origins, with respect to Amer-
indian genetic ancestry proportions and HLA (Fig 1C and 1D). These findings hold for Euro-
pean and Asian genetic ancestry proportions and HLA origin frequencies as well (not shown),
demonstrating the value in collecting grandparents’ ancestry for all individuals as a substantial
improvement to current racial/ethnic self-identification practices for prospective donors.

Discussion
In medical practice and biomedical research, subjects’ self-identified race/ethnicity is fre-
quently collected[33–35], often serving as a proxy for genetic ancestry. At the same time, there
is ongoing discourse among physicians, researchers and the public about how best to collect
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this critical information[36,37], the relationship between racial classification and genetic ances-
try [38–46], its possible confounding role in biomedical research[16,47] and its application in
health care settings. Using AIMs, many studies have shown good correlation between genetics
and self-identification for some racial and ethnic categories in the United States[16,18], but a
limited correspondence for individuals who identify as Hispanic or multi-racial[14,19,48].
Genetic clustering of worldwide human populations[27] suggests that identification according
to geographic ancestry may be more biologically relevant than the standard race/ethnicity cate-
gories used in federal data collection and reporting. Yet, many remain wary of assumptions
about inherent difference and internal homogeneity that have often characterized the use of
race and ancestry identification in biomedical fields[49,50]. Too often, however, these discus-
sions take place at an abstract level–about what should and should not be done in general, or
under ideal circumstances. Equally important is careful examination of the practicality and rel-
evance of different measures of ancestry identification for specific medical applications where
these data are currently relied upon for patient care: such as matching donors and recipients
for transplant.

With the aim of improving matching algorithms for bone marrow transplant, this study
sought to determine how various measures of self-identification intersect with genetic ancestry.
Our finding that nearly one in five respondents provided answers inconsistent between
reported race/ethnicity and geographic ancestry highlights the subjective nature of self-identifi-
cation. In comparing measures of self-identification, we do not mean to imply that we think
responses should always be consistent across measures or that one type of response is more

Fig 1. African and Amerindian genetic ancestry proportions (a,c) and HLA origin frequencies (b,d) are
correlated with the number of grandparents with reported African and Latin American ancestry,
respectively.Genetic ancestry proportions were estimated from AIMs data using Structure and the HGDP
reference set. For this analysis, k = 4, reflecting broad continental ancestry. For each subpopulation defined
by the number of respondents’ grandparents with Sub-Saharan African/African American or Latin American
ancestry, the percentage of individuals with zero, one or two African or Amerindian HLA haplotypes,
respectively, was calculated. Individuals reporting one, two, three or four African-ancestry grandparents:
n = 4; 4; 2; 21, respectively. Individuals reporting one, two, three or four Latin American-ancestry
grandparents: n = 16; 21; 7; 38, respectively.

doi:10.1371/journal.pone.0135960.g001
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“correct” than another. Rather, we want to underscore how different measures of self-identifi-
cation reveal different information. Moreover, it is apparent that there is no clear ‘winner’ in
the complex process of self-identification in the U.S. with respect to genetic ancestry; best prac-
tices for collecting this information for some populations may be ineffective for others. Unrav-
eling the myriad historical, political and social factors contributing to these differences among
measures of self-identification, and between self-reported and genetic ancestry measures, is
beyond the scope of this work. Instead, our results point to the need for more research to iden-
tify the specific nature of this variation and refine how we collect and interpret measures of
race/ethnicity and geographic ancestry in medical contexts.

As expected, in certain cases, geographic ancestry reporting more closely corresponds to
genetic ancestry compared to self-identification using standard race/ethnicity categories. While
often classed together as “Hispanic” by registries and in much biomedical research, individuals
reporting Latin American origins display markedly different proportions of African and Amer-
indian genetic ancestry than those who report Caribbean origins[51,52]; our results are concor-
dant with these findings and, most important for the registry, mirrored in the frequency of
HLA subclasses. In contrast, reported European geographic ancestry provides limited addi-
tional insight into genetic ancestry proportions for most. The reporting of North American
Indian geographic ancestry is also generally not consistent with genetic classifications. These
individuals may be reporting very distant ancestry that has survived in family lore, or this may
reflect people selecting symbolic responses not based on specific knowledge of family origins
[6,13]. That most respondents reporting African American racial identification did not report
sub-Saharan African geographic ancestry also suggests that geographic ancestry is not a form
of self-identification that resonates with everyone.

Starting in 2000, the U.S. Census questionnaire allowed respondents to select more than one
self-identified race. In 2010, over 9 million Americans identified with two or more races, a 32%
increase from the previous decade, and a substantial fraction of our cohort reports multiple
race/ethnicities or geographic ancestries. Likewise, individuals who self-identify as Hispanic
now comprise the largest racial/ethnic group within the United States after non-Hispanic
Whites[53,54]. In our study, grandparents’ ancestry is the most informative piece of data with
respect to more precisely characterizing genetic ancestry for individuals from populations long
recognized as highly heterogeneous[48,52], and collection of this information should improve
the efficiency and reliability of finding HLA-identical donors for many patients. Although not
currently collected by the registry, in the health care setting, or for most biomedical research,
in our sample>70% respondents provided a geographic ancestry for all four grandparents.
Because reporting for each grandparent was limited to only one origin or ancestry, these
responses may be particularly salient, deriving from direct knowledge of a close relative. We
suggest that registries consider collecting these valuable data routinely. In contrast, when asked
to “check all that apply” to describe one’s family origins in general, the threshold for claiming
particular geographic ancestries may be much lower, and the responses are not constrained to
four with equal weight. However, given that not all respondents are able to provide data for
their grandparents, this measure should be used in combination with others. Providing the
means for individuals to quantify or otherwise describe the relative salience of their ancestries
may also be of value in future studies.

A major limitation here is over-representation of individuals who self-identify as White
compared to the current U.S. population and an over-representation of individuals with Euro-
pean-origin HLA types compared to the overall makeup of the registry; additional work in this
area will profit from study of larger samples of subpopulations with non-European origins and
ancestries. We focused on low-frequency HLA haplotypes in this study under a working prem-
ise that individuals with complex ancestries, which might not be fully captured by the current
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registry questionnaire, were more likely to have rare HLA types. We hypothesized that alter-
nate forms of self-identification might provide improved matching for these individuals. Fur-
ther, we sought a cohort with diverse ancestry, but did not wish to base our sampling strategy
on current registry race/ethnicity classifications. However, the survey response rates varied by
gender and original registry race/ethnicity classifications yielding a less diverse sample, and
results must be interpreted within this context. Importantly, 62% of respondents were women
whose original registry classification was White, compared to only 35% of those individuals
who received the initial letter inviting participation in the study. This group had the highest
participation rate overall (10%), while the lowest participation rates were among African
American men (<1%). Additionally, genetic ancestry proportions estimated in this study are
sensitive to the markers examined and population samples used as background, and thus reso-
lution of these proportions will be somewhat limited for some populations. Nevertheless, the
strong correlation between AIMs and HLA in our study supports the notion that AIMs can
track with medically important variation. Finally, our analysis did not find an association
between the frequency of individuals’HLA types in the registry with any specific self-identifi-
cation measure or inconsistency in the survey responses. However, given our finding that clas-
sification is variable depending on the format for self-identification, this pilot study benefited
by not sampling according to any a priori racial or ethnic classification scheme.

Despite cultural and scientific controversy, collection of data regarding race, ethnicity and
ancestry will likely continue to play a role in medicine and biomedical research, compelling the
need to understand better how patterns of self-identification interact with genetic classifica-
tions and health outcomes for all Americans. Although personalized medicine and whole-
genome sequencing may eventually circumvent the need for ancestry self-identification in
some settings, at present this approach is cost-prohibitive for donor registries, and impossible
in other cases where biological samples are not collected. When relying on self-reporting, it is
important to consider both the political origins of our now-standard classification schemes
[55–57] and that social factors can make it difficult to claim some racial/ethnic identities or
geographic ancestries and perhaps too easy to claim others. The challenge for medicine is to
understand when self-identification facilitates diagnosis and treatment and when certain types
of self-reporting might be confounding. Our results will form the basis for further inquiries
into self-identification measures relevant to the donor registry that best reflect variation in
HLA in order to improve transplant matching, with broader implications for medical practice
and biomedical research.
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S1 Fig. The original race/ethnicity questions completed by respondents at the time of
donor registration. The registry collapsed all responses into the broad categories listed at the
top of each answer section. Individuals selecting “Hispanic” were assigned to a separate cate-
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S3 Fig. Plot of the Structure run used to ascertain genetic ancestry proportions from AIMs.
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in the following order from left to right: HGDP African populations, HGDP Middle Eastern
populations, HGDP European populations, HGDP Central/South Asian populations, HGDP
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parentheses. Response rates are calculated as Respondents/Initial contact in each category, as
well as combined (“All”) for both genders. The ratio of female to male respondents in each reg-
istry classification group is given to the right.
(DOCX)

S2 Table. Mapping of responses for geographic ancestries to broad ancestries that are con-
sidered the basis for major racial and ethnic classifications in the United States.
(DOCX)

S3 Table. The panel of ancestry informative markers examined in the study.
(DOCX)

S4 Table. Description of ancestry terminology used in the study.
(DOCX)

S5 Table. Consistency between self-identified race/ethnicity and geographic ancestry.
(DOCX)

Acknowledgments
The authors wish to thank Rebecca Drexler and the Survey Research Group at the Center for
International Blood and Marrow Transplant Research for logistical support.

Author Contributions
Conceived and designed the experiments: JAH AS MA CVGMM. Analyzed the data: JAH AS
MA PJN. Wrote the paper: JAH AS MA PP PJN MM. Managed data: CVG.

References
1. Walker T, Milford E, Chell J, Maiers M, Confer D. The National Marrow Donor Program: improving

access to hematopoietic cell transplantation. Clinical transplants. 2011:55–62. PMID: 22755401.

2. Robinson J, Halliwell JA, McWilliam H, Lopez R, Parham P, Marsh SG. The IMGT/HLA database.
Nucleic Acids Res. 2013; 41(D1):D1222–D7. doi: 10.1093/nar/gks949 PMID: 23080122; PubMed Cen-
tral PMCID: PMC3531221.

3. Fernandez Vina MA, Hollenbach JA, Lyke KE, Sztein MB, Maiers M, Klitz W, et al. Tracking human
migrations by the analysis of the distribution of HLA alleles, lineages and haplotypes in closed and
open populations. Philosophical transactions of the Royal Society of London. 2012; 367(1590):820–9.
doi: 10.1098/rstb.2011.0320 PMID: 22312049; PubMed Central PMCID: PMC3267126.

4. Gragert L, Eapen, M., Williams, E., Freeman, J., Spellman, S., Baitty, R., et al. HLAMatch Likelihoods
for Unrelated Donor Grafts in the U.S. Registry. New England Journal of Medicine. 2014;In press.

5. Saperstein A. Different Measures, Different Mechanisms: A New Perspective on Racial Disparities in
Health Care. Research in the Sociology of Health Care. 2009; 27:21–45.

6. Gullickson A, Morning A. Choosing Race: Multiracial Ancestry and Identification. Social ScienceRe-
search. 2011; 40:498–512.

7. Kristie N Carter MH, Tony Blakely, Caroline Shaw Howmuch and for whom does self-identified ethnic-
ity change over time in New Zealand? Results from a longitudinal study. Social Policy Journal of New
Zealand. 2009; 36:32–45.

Race, Ethnicity and Ancestry in Unrelated Transplant Matching

PLOS ONE | DOI:10.1371/journal.pone.0135960 August 19, 2015 12 / 15

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135960.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135960.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135960.s006
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135960.s007
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135960.s008
http://www.ncbi.nlm.nih.gov/pubmed/22755401
http://dx.doi.org/10.1093/nar/gks949
http://www.ncbi.nlm.nih.gov/pubmed/23080122
http://dx.doi.org/10.1098/rstb.2011.0320
http://www.ncbi.nlm.nih.gov/pubmed/22312049


8. Kressin NR, Chang BH, Hendricks A, Kazis LE. Agreement between administrative data and patients'
self-reports of race/ethnicity. American journal of public health. 2003; 93(10):1734–9. PMID: 14534230;
PubMed Central PMCID: PMC1448042.

9. Pew Research Center. Multiracial in America: Proud, Diverse and Growing in Numbers. Washington,
D.C.: 2015 June. Report No.

10. Obama B. Dreams fromMy Father: A Story of Race and Inheritance: Crown Publishing Group; 2007.

11. Roberts S, Baker P. Asked to Declare His Race, Obama Checks ‘Black’. The New York Times. 2010;
Sect. A.

12. Compton E, Bentley M, Ennis S, Rastogi S. 2010 Census Race and Ethnic Origin Alternative Question-
naire Experiment. Washington, D.C.: U.S. Census Bureau, 2012.

13. Hout M, Goldstein JR. How 4.5 Million Irish Immigrants Became 40 Million Irish Americans: Demo-
graphic and Subjective Aspects of the Ethnic Composition of White Americans. American Sociological
Review. 1994; 59(1):64–82.

14. Sinha M, Larkin EK, Elston RC, Redline S. Self-reported race and genetic admixture. The New England
journal of medicine. 2006; 354(4):421–2. doi: 10.1056/NEJMc052515 PMID: 16436780.

15. Yaeger R, Avila-Bront A, Abdul K, Nolan PC, Grann VR, Birchette MG, et al. Comparing genetic ances-
try and self-described race in african americans born in the United States and in Africa. Cancer epide-
miology, biomarkers & prevention: a publication of the American Association for Cancer Research,
cosponsored by the American Society of Preventive Oncology. 2008; 17(6):1329–38. doi: 10.1158/
1055-9965.EPI-07-2505 PMID: 18559547; PubMed Central PMCID: PMC2507870.

16. Tang H, Quertermous T, Rodriguez B, Kardia SL, Zhu X, Brown A, et al. Genetic structure, self-identi-
fied race/ethnicity, and confounding in case-control association studies. Am J HumGenet. 2005; 76
(2):268–75. Epub 2004/12/31. doi: 10.1086/427888 PMID: 15625622; PubMed Central PMCID:
PMC1196372.

17. Barnholtz-Sloan JS, Chakraborty R, Sellers TA, Schwartz AG. Examining population stratification via
individual ancestry estimates versus self-reported race. Cancer epidemiology, biomarkers & preven-
tion: a publication of the American Association for Cancer Research, cosponsored by the American
Society of Preventive Oncology. 2005; 14(6):1545–51. doi: 10.1158/1055-9965.EPI-04-0832 PMID:
15941970.

18. Divers J, Redden DT, Rice KM, Vaughan LK, Padilla MA, Allison DB, et al. Comparing self-reported
ethnicity to genetic background measures in the context of the Multi-Ethnic Study of Atherosclerosis
(MESA). BMCGenet. 2011; 12:28. Epub 2011/03/08. doi: 10.1186/1471-2156-12-28 PMID: 21375750;
PubMed Central PMCID: PMC3068121.

19. Lee YL, Teitelbaum S, Wolff MS, Wetmur JG, Chen J. Comparing genetic ancestry and self-reported
race/ethnicity in a multiethnic population in New York City. J Genet. 2010; 89(4):417–23. Epub 2011/
01/29. PMID: 21273692; PubMed Central PMCID: PMC3285495.

20. Hall JB, Dumitrescu L, Dilks HH, Crawford DC, BushWS. Accuracy of administratively-assigned ances-
try for diverse populations in an electronic medical record-linked biobank. PloS one. 2014; 9(6):e99161.
doi: 10.1371/journal.pone.0099161 PMID: 24896101; PubMed Central PMCID: PMC4045967.

21. Saperstein A. Capturing complexity in the United States: which aspects of race matter and when? Eth-
nic and Racial Studies. 2012; 35(8):1484–502.

22. Office of Management and Budget. Revisions to the standards for classification of Federal data on race
and ethnicity. Federal Register. 1997; 62:58781–90.

23. Smith T. A Review of Ethno-Racial Measures on the General Social Survey. Chicago: National Opin-
ion Research Center, 1995.

24. United States Census Bureau. http://www.census.gov/topics/population/race/about.html 2013. Avail-
able from: http://www.census.gov/topics/population/race/about.html.

25. Nassir R, Kosoy R, Tian C, White PA, Butler LM, Silva G, et al. An ancestry informative marker set for
determining continental origin: validation and extension using human genome diversity panels. BMC
genetics. 2009; 10:39. doi: 10.1186/1471-2156-10-39 PMID: 19630973; PubMed Central PMCID:
PMC2728728.

26. Pritchard JK, Stephens M, Donnelly P. Inference of population structure using multilocus genotype
data. Genetics. 2000; 155(2):945–59. Epub 2000/06/03. PMID: 10835412; PubMed Central PMCID:
PMC1461096.

27. Rosenberg NA, Pritchard JK, Weber JL, Cann HM, Kidd KK, Zhivotovsky LA, et al. Genetic structure of
human populations. Science. 2002; 298(5602):2381–5. PMID: 12493913

28. Li JZ, Absher DM, Tang H, Southwick AM, Casto AM, Ramachandran S, et al. Worldwide human rela-
tionships inferred from genome-wide patterns of variation. Science. 2008; 319(5866):1100–4. doi: 10.
1126/science.1153717 PMID: 18292342.

Race, Ethnicity and Ancestry in Unrelated Transplant Matching

PLOS ONE | DOI:10.1371/journal.pone.0135960 August 19, 2015 13 / 15

http://www.ncbi.nlm.nih.gov/pubmed/14534230
http://dx.doi.org/10.1056/NEJMc052515
http://www.ncbi.nlm.nih.gov/pubmed/16436780
http://dx.doi.org/10.1158/1055-9965.EPI-07-2505
http://dx.doi.org/10.1158/1055-9965.EPI-07-2505
http://www.ncbi.nlm.nih.gov/pubmed/18559547
http://dx.doi.org/10.1086/427888
http://www.ncbi.nlm.nih.gov/pubmed/15625622
http://dx.doi.org/10.1158/1055-9965.EPI-04-0832
http://www.ncbi.nlm.nih.gov/pubmed/15941970
http://dx.doi.org/10.1186/1471-2156-12-28
http://www.ncbi.nlm.nih.gov/pubmed/21375750
http://www.ncbi.nlm.nih.gov/pubmed/21273692
http://dx.doi.org/10.1371/journal.pone.0099161
http://www.ncbi.nlm.nih.gov/pubmed/24896101
http://www.census.gov/topics/population/race/about.html
http://www.census.gov/topics/population/race/about.html
http://dx.doi.org/10.1186/1471-2156-10-39
http://www.ncbi.nlm.nih.gov/pubmed/19630973
http://www.ncbi.nlm.nih.gov/pubmed/10835412
http://www.ncbi.nlm.nih.gov/pubmed/12493913
http://dx.doi.org/10.1126/science.1153717
http://dx.doi.org/10.1126/science.1153717
http://www.ncbi.nlm.nih.gov/pubmed/18292342


29. Pritchard JK, Stephens M, Donnelly P. Inference of population structure using multilocus genotype
data. Genetics. 2000; 155:945–59. PMID: 10835412

30. R Development Core Team. R: A language and environment for statistical computing. Vienna, Austria:
R Foundation for Statistical Computing; 2008.

31. Berger JO. Statistical Decision Theory and Bayesian Analysis. New York: Springer Verlag; 1985.

32. Holm S. A Simple Sequentially Rejective Multiple Test Procedure. Scandinavian Journal of Statistics.
1979; 6(2):65–70.

33. Dorsey R, GrahamG. New HHS data standards for race, ethnicity, sex, primary language, and disability
status. JAMA: the journal of the American Medical Association. 2011; 306(21):2378–9. doi: 10.1001/
jama.2011.1789 PMID: 22147383.

34. Comstock RD, Castillo EM, Lindsay SP. Four-year review of the use of race and ethnicity in epidemio-
logic and public health research. Am J Epidemiol. 2004; 159(6):611–9. Epub 2004/03/09. PMID:
15003966.

35. Ali-Khan SE, Krakowski T, Tahir R, Daar AS. The use of race, ethnicity and ancestry in human genetic
research. The HUGO journal. 2011; 5(1–4):47–63. doi: 10.1007/s11568-011-9154-5 PMID: 22276086;
PubMed Central PMCID: PMC3237839.

36. Kaplan JB, Bennett T. Use of race and ethnicity in biomedical publication. JAMA: the journal of the
American Medical Association. 2003; 289(20):2709–16. doi: 10.1001/jama.289.20.2709 PMID:
12771118.

37. Winker MA. Measuring race and ethnicity: why and how? JAMA: the journal of the American Medical
Association. 2004; 292(13):1612–4. doi: 10.1001/jama.292.13.1612 PMID: 15467065.

38. Gravlee CC, Non AL, Mulligan CJ. Genetic ancestry, social classification, and racial inequalities in
blood pressure in Southeastern Puerto Rico. PloS one. 2009; 4(9):e6821. doi: 10.1371/journal.pone.
0006821 PMID: 19742303; PubMed Central PMCID: PMC2731885.

39. Collins FS. What we do and don't know about 'race', 'ethnicity', genetics and health at the dawn of the
genome era. Nature genetics. 2004; 36(11 Suppl):S13–5. doi: 10.1038/ng1436 PMID: 15507997.

40. Cooper RS, Kaufman JS, Ward R. Race and genomics. N Engl J Med. 2003; 348(12):1166–70. Epub
2003/03/21. doi: 10.1056/NEJMsb022863 PMID: 12646675.

41. Risch N, Burchard E, Ziv E, Tang H. Categorization of humans in biomedical research: genes, race and
disease. Genome biology. 2002; 3(7):comment2007. PMID: 12184798; PubMed Central PMCID:
PMC139378.

42. Lee SS, Mountain J, Koenig BA. The meanings of "race" in the new genomics: implications for health
disparities research. Yale journal of health policy, law, and ethics. 2001; 1:33–75. PMID: 12669320.

43. Mays VM, Ponce NA, Washington DL, Cochran SD. Classification of race and ethnicity: implications for
public health. Annual review of public health. 2003; 24:83–110. doi: 10.1146/annurev.publhealth.24.
100901.140927 PMID: 12668755; PubMed Central PMCID: PMC3681827.

44. Bloche MG. Race-based therapeutics. The New England journal of medicine. 2004; 351(20):2035–7.
doi: 10.1056/NEJMp048271 PMID: 15533852.

45. Burchard EG, Ziv E, Coyle N, Gomez SL, Tang H, Karter AJ, et al. The importance of race and ethnic
background in biomedical research and clinical practice. The New England journal of medicine. 2003;
348(12):1170–5. doi: 10.1056/NEJMsb025007 PMID: 12646676.

46. Phillips EM, Odunlami AO, Bonham VL. Mixed Race: Understanding Difference in the Genome Era.
Social forces; a scientific medium of social study and interpretation. 2007; 86(2):795–820. PMID:
19079741; PubMed Central PMCID: PMC2600806.

47. Burnett MS, Strain KJ, Lesnick TG, de Andrade M, RoccaWA, Maraganore DM. Reliability of self-
reported ancestry among siblings: implications for genetic association studies. Am J Epidemiol. 2006;
163(5):486–92. doi: 10.1093/aje/kwj057 PMID: 16421243.

48. Choudhry S, Coyle NE, Tang H, Salari K, Lind D, Clark SL, et al. Population stratification confounds
genetic association studies among Latinos. HumGenet. 2006; 118(5):652–64. Epub 2005/11/12. doi:
10.1007/s00439-005-0071-3 PMID: 16283388.

49. Gravlee CC. How race becomes biology: embodiment of social inequality. American journal of physical
anthropology. 2009; 139(1):47–57. doi: 10.1002/ajpa.20983 PMID: 19226645.

50. Duster T. Medicine. Race and reification in science. Science. 2005; 307(5712):1050–1. doi: 10.1126/
science.1110303 PMID: 15718453.

51. Moreno-Estrada A, Gravel S, Zakharia F, McCauley JL, Byrnes JK, Gignoux CR, et al. Reconstructing
the population genetic history of the Caribbean. PLoS Genet. 2013; 9(11):e1003925. doi: 10.1371/
journal.pgen.1003925 PMID: 24244192; PubMed Central PMCID: PMC3828151.

Race, Ethnicity and Ancestry in Unrelated Transplant Matching

PLOS ONE | DOI:10.1371/journal.pone.0135960 August 19, 2015 14 / 15

http://www.ncbi.nlm.nih.gov/pubmed/10835412
http://dx.doi.org/10.1001/jama.2011.1789
http://dx.doi.org/10.1001/jama.2011.1789
http://www.ncbi.nlm.nih.gov/pubmed/22147383
http://www.ncbi.nlm.nih.gov/pubmed/15003966
http://dx.doi.org/10.1007/s11568-011-9154-5
http://www.ncbi.nlm.nih.gov/pubmed/22276086
http://dx.doi.org/10.1001/jama.289.20.2709
http://www.ncbi.nlm.nih.gov/pubmed/12771118
http://dx.doi.org/10.1001/jama.292.13.1612
http://www.ncbi.nlm.nih.gov/pubmed/15467065
http://dx.doi.org/10.1371/journal.pone.0006821
http://dx.doi.org/10.1371/journal.pone.0006821
http://www.ncbi.nlm.nih.gov/pubmed/19742303
http://dx.doi.org/10.1038/ng1436
http://www.ncbi.nlm.nih.gov/pubmed/15507997
http://dx.doi.org/10.1056/NEJMsb022863
http://www.ncbi.nlm.nih.gov/pubmed/12646675
http://www.ncbi.nlm.nih.gov/pubmed/12184798
http://www.ncbi.nlm.nih.gov/pubmed/12669320
http://dx.doi.org/10.1146/annurev.publhealth.24.100901.140927
http://dx.doi.org/10.1146/annurev.publhealth.24.100901.140927
http://www.ncbi.nlm.nih.gov/pubmed/12668755
http://dx.doi.org/10.1056/NEJMp048271
http://www.ncbi.nlm.nih.gov/pubmed/15533852
http://dx.doi.org/10.1056/NEJMsb025007
http://www.ncbi.nlm.nih.gov/pubmed/12646676
http://www.ncbi.nlm.nih.gov/pubmed/19079741
http://dx.doi.org/10.1093/aje/kwj057
http://www.ncbi.nlm.nih.gov/pubmed/16421243
http://dx.doi.org/10.1007/s00439-005-0071-3
http://www.ncbi.nlm.nih.gov/pubmed/16283388
http://dx.doi.org/10.1002/ajpa.20983
http://www.ncbi.nlm.nih.gov/pubmed/19226645
http://dx.doi.org/10.1126/science.1110303
http://dx.doi.org/10.1126/science.1110303
http://www.ncbi.nlm.nih.gov/pubmed/15718453
http://dx.doi.org/10.1371/journal.pgen.1003925
http://dx.doi.org/10.1371/journal.pgen.1003925
http://www.ncbi.nlm.nih.gov/pubmed/24244192


52. Zuniga J, Yu N, Barquera R, Alosco S, Ohashi M, Lebedeva T, et al. HLA Class I and Class II Con-
served Extended Haplotypes and Their Fragments or Blocks in Mexicans: Implications for the Study of
Genetic Diversity in Admixed Populations. PloS one. 2013; 8(9):e74442. doi: 10.1371/journal.pone.
0074442 PMID: 24086347.

53. U.S. Commission on Civil Rights. Racial Categorization in the 2010 Census: A Briefing Before The
United States Commission on Civil Rights. Washington D.C.: 2010.

54. United States Census Bureau. Facts for Features: Hispanic Heritage Month 2014: Sept. 15–Oct. 15.
2014;http://www.census.gov/newsroom/facts-for-features/2014/cb14-ff22.html.

55. Epstein S. Inclusion: The Politics of Difference in Medical Research: University of Chicago Press;
2007.

56. Mora GC. Making Hispanics: How Activists, Bureaucrats, and Media Constructed a New American:
Univesity of Chicago Press; 2014.

57. Davis FJ. Who Is Black? One Nation’s Definition: Penn State University Press; 2001.

Race, Ethnicity and Ancestry in Unrelated Transplant Matching

PLOS ONE | DOI:10.1371/journal.pone.0135960 August 19, 2015 15 / 15

http://dx.doi.org/10.1371/journal.pone.0074442
http://dx.doi.org/10.1371/journal.pone.0074442
http://www.ncbi.nlm.nih.gov/pubmed/24086347
http://www.census.gov/newsroom/facts-for-features/2014/cb14-ff22.html

