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Sayantan Das,1 Gonçalo R. Abecasis,1

and Brian L. Browning2

1Center for Statistical Genetics, Department of Biostatistics, University of Michigan, Ann
Arbor, Michigan 48109-2029, USA; email: sayantan@umich.edu, goncalo@umich.edu
2Division of Medical Genetics, Department of Medicine, University of Washington, Seattle,
Washington 98195-7720, USA; email: browning@uw.edu

Annu. Rev. Genom. Hum. Genet. 2018. 19:73–96

First published as a Review in Advance on
May 23, 2018

The Annual Review of Genomics and Human Genetics
is online at genom.annualreviews.org

https://doi.org/10.1146/annurev-genom-083117-
021602

Copyright c© 2018 by Annual Reviews.
All rights reserved

Keywords

imputation, genotype imputation, genome-wide association study, GWAS

Abstract

Genotype imputation has become a standard tool in genome-wide associ-
ation studies because it enables researchers to inexpensively approximate
whole-genome sequence data from genome-wide single-nucleotide poly-
morphism array data. Genotype imputation increases statistical power, fa-
cilitates fine mapping of causal variants, and plays a key role in meta-analyses
of genome-wide association studies. Only variants that were previously ob-
served in a reference panel of sequenced individuals can be imputed. How-
ever, the rapid increase in the number of deeply sequenced individuals will
soon make it possible to assemble enormous reference panels that greatly
increase the number of imputable variants. In this review, we present an
overview of genotype imputation and describe the computational techniques
that make it possible to impute genotypes from reference panels with mil-
lions of individuals.
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INTRODUCTION

The field of human genetics has made great strides since R.A. Fisher first explored the genetic
architecture of quantitative traits a century ago (29). In 2005, the advent of single-nucleotide poly-
morphism (SNP) genotyping arrays made it possible to conduct the first genome-wide association
study (GWAS) (52). Although this study had a very small sample (∼100 macular degeneration
cases and ∼50 controls), it was the first in a series of studies that definitively implicated the alter-
nate complement pathway in macular degeneration. Just two years later, the Wellcome Trust Case
Control Consortium published a landmark GWAS, the largest of its time, which analyzed ∼17,000
cases and controls for seven common diseases (92). Along with replicating many previously impli-
cated genetic loci, the study revealed multiple new risk loci for several diseases, including Crohn’s
disease and rheumatoid arthritis.

The success of these early GWASs led to an explosion of interest in the field. Numerous GWASs
have systematically evaluated the contributions of genetic factors to various complex diseases (68)
along with quantitative traits such as human height (53), body mass index (60), and cholesterol
(33). These studies revealed unexpected pathways in disease etiology, such as the importance of
complement factor genes in macular degeneration (52), the role of the central nervous system in
obesity susceptibility (60), and the function of genes in the autophagy pathway in Crohn’s disease
(7). They have also provided evidence for previously suspected molecular mechanisms [e.g., the
role of IL-23 signaling in psoriasis (70) and the role of APOE in Alzheimer’s disease (15)] and
are expected to enable the development of new drugs and treatment strategies (75, 97). Although
GWASs are now commonplace, they have greatly changed human genetics in the last 10 years by
providing a new, systematic method that can provide deeper insights into disease biology.

One limitation of SNP genotyping arrays is that they assay only a small fraction of human
genetic variation. The variants assayed on SNP arrays are chosen based on the linkage disequilib-
rium structure of the human genome. The International HapMap Project facilitated the design of
the first arrays to be used for GWASs (44–46). Without imputation, GWASs that test variants on
a commercial genotyping array must rely on pairwise linkage disequilibrium between an assayed
SNP and a causal variant to detect association between the assayed SNP and trait. However, rare
variants, which are more often associated with dramatic functional consequences, tend to have low
levels of pairwise linkage disequilibrium with common variants on SNP genotyping arrays (32),
which makes it difficult to detect signals of association from rare variants. However, given sufficient
coverage, whole-genome sequencing can detect the rarest of mutations with very high accuracy
(5). Although next-generation technologies have significantly reduced the cost of sequencing a
genome, it remains prohibitively expensive to whole-genome sequence the millions of samples
that are included in genetic studies each year (34).

A more cost-efficient way of genotyping rare variants is to impute them (58). Rare-variant
genotypes that are not directly assayed on GWAS arrays can be reconstructed by comparing
each sample to a reference panel of sequenced genomes. This method of estimating genotypes
or genotype probabilities at markers that have not been directly genotyped is known as genotype
imputation. The first two GWASs to use genotype imputation were a study of type 2 diabetes in
Finnish samples (85) and the Wellcome Trust Case Control Consortium study (92). In the type 2
diabetes study, imputation helped the researchers identify and replicate multiple risk variants and
compare their results with those of two other studies that used different genotyping arrays. Since
then, imputation has been a key step in the analysis of human genetic studies—accelerating fine-
mapping efforts, aiding the combination of results across studies (meta-analysis), and increasing
the power of gene mapping analyses (66). Some examples of the benefits of genotype imputation
are given below.
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Fine Mapping

Imputation provides a higher-resolution view of a genetic region by adding more variants, thereby
increasing the chances of identifying a causal variant. For example, a study on blood triglyceride
levels that aimed to fine map the GCKR gene found that the strongest signal came from a missense
variant that was imputed and later confirmed by direct genotyping (76). Similarly, a recent fine-
mapping study on type 2 diabetes used imputation to enhance the discovery and increase the SNP
resolution of causal type 2 diabetes risk alleles (63).

Meta-Analysis

Imputation also helps in meta-analysis by facilitating the combination of results across studies.
Different studies often use different genotyping arrays containing different sets of variants. For
instance, only 20% of the SNPs included on the Affymetrix 6.0 SNP array are included on the
Illumina 660K array. Genotype imputation can generate a common set of variants that can be
analyzed across all the studies to boost power. The first two examples of an imputation-based meta-
analysis date from early 2008. In both cases, researchers were able to combine studies conducted
using different arrays and identify new association signals that could not be discerned in any of the
original studies individually (93, 94). Since then, this approach has been successful in discovering
associated loci for many different traits, including type 1 and type 2 diabetes (16, 23), Parkinson’s
disease (14), coronary artery disease (73), different types of cancer (4, 51, 84), height (95), body
mass index (60, 86), and lipid levels (33).

Increasing the Power of Association Studies

Another benefit of imputation lies in increasing the power to detect an association signal. When
SNPs are genotyped in only a portion of the samples, imputation can increase the effective sample
size by filling in the missing genotypes. This was demonstrated in a study on triglycerides and
cholesterol, where a common variant in a known risk gene (LDLR) was missed when only genotyped
SNPs were analyzed but was then identified following imputation (93). This was because the
genotyping chip used to assay most of the samples did not contain the common variant or any
variant strongly correlated with the common variant. Some simulation studies have shown that
imputation can increase power by up to 10% when compared with testing only genotyped SNPs
(87), while others have predicted more modest gains (6, 37). The differences in these estimates can
be attributed to differences in experimental design, including filtering thresholds and the different
genotyping arrays that were used (87).

Other Benefits

Imputed data have also been used to test for pleiotropic effects by imputing a known risk variant
into multiple disease studies. As a case in point, Hoffmann et al. (38) found evidence suggesting
a pleiotropic effect from a HOXB13 mutation across multiple cancers. Imputation has been used
to estimate other types of genetic variations, such as copy number variants (36) and classical HLA
alleles (24, 49, 55, 98).

GENOTYPE IMPUTATION METHODS: MAJOR MILESTONES

Estimation of missing data is a ubiquitous problem in statistics, and human genetic studies are no
exception. However the advent of GWASs ushered in a new era, with a new type of imputation
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problem that traditional methods were ill equipped to solve (96). The primary reason is the
extremely high rate of missing data: Commercial GWAS arrays genotype <1% of the known
genetic variants, and the remaining >99% of the genetic variation is missing data that needs
to be imputed. The second reason is that common statistical imputation techniques, such as
linear regression, regression trees, and k-nearest neighbors, do not model key characteristics of
genetic data (linkage patterns, recombination hot spots, mutations, genotyping errors, etc.). These
challenges necessitated the development of statistical methods and computational tools created
explicitly for genotype imputation in GWASs (see Figure 1).

The basic intuition behind genotype imputation is as follows: Any two individuals, even if
apparently unrelated, can share short stretches of chromosome derived from a distant common
ancestor. Consequently, once a study sample is genotyped on a commercial array (with mostly
missing data), the observed genotypes can be used to identify DNA segments shared between the
study sample and a reference panel of sequenced genomes (with no missing data). In this way,
a study haplotype can be represented as a mosaic of short segments of related haplotypes found
in the reference panel, enabling one to impute the sites that were not genotyped (see Figure 2).
Points where the reference haplotype template changes represent historical recombination events.
Points where the observed target allele differs from the template allele represent historical mutation
events, gene conversion events, genotype error, or even erroneously assigned matches. Since a
study haplotype can be represented by many possible mosaics of reference haplotype segments,
a probabilistic framework is needed to summarize information from all possible mosaics into
imputed alleles.

The Li and Stephens Model

Although multiple research groups have developed numerous genotype imputation methods over
the last decade, the basic framework behind most of them is fundamentally the same and is known
as the Li and Stephens model. It was first described in 2003 (56) to allow haplotype estimation
methods to handle large stretches of chromosome, where individual haplotypes are all unique but
are expected to share contiguous, mosaic stretches with other haplotypes in the sample. A modified
version of this approach was implemented in fastPHASE by Scheet & Stephens (83) to enable
genotype phasing of larger samples. The framework uses a hidden Markov model (HMM) (80) to
describe the data, where the observed genotypes of unknown phase in a study sample represent
the observed data of the HMM, while an underlying and unobserved set of phased genotypes
represent the hidden states of the HMM. The HMM framework was immediately beneficial and
provided notable and substantial improvements in the quality of inferred haplotypes compared
with previous approaches (65).

The Li and Stephens model state space can be visualized as a two-dimensional grid of HMM
states, with rows corresponding to reference haplotypes and columns corresponding to markers
in the reference panel. In Figure 2, each allele on each reference haplotype corresponds to an
HMM state. Each study sample haplotype is assumed to trace an unobserved path through the
grid, proceeding left to right from the first reference marker to the last reference marker. This path
is equivalent to a mosaic of templates. A new segment in the mosaic begins when the path switches
reference haplotypes (rows) between one marker and the next. The probability of a template switch
between markers is determined by the HMM transition probabilities and is closely related to the
population recombination rate. The probability that an observed allele differs from the template
allele is determined by the HMM emission probabilities. Given an observed haplotype with missing
alleles, the probability of each possible path through the HMM states can be calculated. A path
probability is penalized (i.e., decreased) each time the path switches reference haplotypes (via the
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Software S. Das, K. Yu & G.R. Abecasis, manuscript in
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S. Das, K. Yu & G.R. Abecasis, manuscript in
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Scott et al. 2007,
Wellcome Trust Case Control Consort. 2007
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Int. HapMap 3 Consort. 2010
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1000 Genomes Proj. Consort. 2012
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Das et al. 2016

Das et al. 2016

Figure 1
A brief time line summarizing the major developments in genotype imputation. Each major development has been categorized as a
milestone ( green), a reference panel (blue), or software (white).
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Figure 2
An illustration of genotype imputation, showing the process of imputation for a study haplotype (SG)
genotyped at 6 markers using a reference panel of sequenced haplotypes at 21 markers. The alleles in SG are
used to match short segments from the reference panel. For example, in the first genomic segment, the
alleles T and G imply that the corresponding segment might have been copied from haplotype X3. In the
second segment, the alleles A and T imply that haplotype X5 might have been copied. Proceeding similarly,
the study haplotype can be represented as a mosaic of DNA segments from haplotypes X3, X5, and X6.
Consequently, the missing sites can be imputed to obtain the final imputed haplotype, SI.

HMM transition probabilities) and each time the reference allele on the path differs from the
observed allele (via the HMM emission probabilities). The probability that the (unobserved) path
of a target haplotype goes through a particular HMM state (the state probability) can be calculated
efficiently with the HMM forward–backward algorithm (80). Imputed allele probabilities at a
marker are obtained from the state probabilities. The probability that the target haplotype carries
a particular allele is the sum of the state probabilities corresponding to reference haplotypes that
carry the allele.

Although most contemporary imputation tools employ an HMM framework, they differ in how
they define the state space and the parameters of the HMM. Table 1 summarizes the major impu-
tation tools in the last decade. While fastPHASE, MaCH, and IMPUTE were quite similar, the
first Beagle imputation algorithm was different because it did not employ the usual transition and
emission functions, and the haplotype model was constructed from both reference and study sam-
ples as opposed to only reference samples (11). However, the second Beagle imputation algorithm
(introduced in version 4.1) uses the Li and Stephens model and is similar to the other tools (9).

While the term genotype imputation typically refers to imputing variants not directly assayed
in a GWAS, it has also been used to refer to inferring genotypes from genotype likelihoods that
are estimated from SNP array or low-coverage sequence data. This inference of genotypes from
genotype likelihoods, which is also called genotype refinement, is outside the scope of this review.
However, HMMs are also used by several methods in this setting in tools such as Beagle, MaCH,
SNPTools, and Stitch (10, 20, 57, 91).

Other imputation engines have employed direct methods of haplotype matching that do
not employ the HMM framework. For example, PBWT uses the positional Burrows–Wheeler
transformation to find set-maximal matches at each marker of the genotyped sample, which
are in turn used to assign alleles at the missing markers (27). While such methods are highly
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Table 1 Genotype imputation tools that employ a hidden Markov model (HMM)

Tool Year Description of state space
Computational

complexity HMM parameter functions

FastPHASE 2006 All genotype configurations
from a fixed number of
localized haplotype clusters

Maximization-step
linear in number of
haplotypes, quadratic
in number of clusters

Depends on recombination and
mutation rates; parameters are fit
using an expectation–maximization
algorithm

IMPUTE 2007 All genotype configurations
from all reference haplotypes

Quadratic in number of
haplotypes

Depends on a fine-scale recombination
map that is fixed and provided
internally by the program

Beagle 2007 All genotype configurations
from a variable number of
localized haplotype clusters

Quadratic in number of
haplotypes

Empirical model with no explicit
parameter functions

IMPUTE2 2009 All reference haplotypes Phasing quadratic in
number of haplotypes,
imputation linear in
number of haplotypes

Same as IMPUTE

MaCH 2010 All genotype configurations
from all reference haplotypes

Quadratic in number of
haplotypes

Depends on recombination rate,
mutation rate, and genotyping error;
parameters are fit using a Markov
chain Monte Carlo or
expectation–maximization algorithm

Minimac and
Minimac2

2012 All reference haplotypes Linear in number of
haplotypes

Same as MaCH

Minimac3 2016 All unique allele sequences
observed in reference data in a
small genomic segment

Linear in number of
haplotypes

Same as MaCH, but parameter
estimates are precalculated and fixed

Beagle 4.1 2016 All reference haplotypes at
genotyped markers

Linear in number of
haplotypes

Depends on recombination rates and
error rates, which are precalculated
and fixed

Minimac4 2017 Collapsed allele sequences from
reference data that match at
genotyped positions in small
genomic segments

Linear in number of
haplotypes

Same as Minimac3

IMPUTE4a 2017 All possible reference
haplotypes

Linear in number of
haplotypes

Same as IMPUTE2

Beagle 5.0 2018 A user-specified number of
reference haplotypes

Linear in number of
haplotypes

Same as Beagle 4.1

This table describes the typical state space and parameter functions used to model the Li and Stephens framework. Minimac and IMPUTE2 were the first
tools to use the prephasing approach. Minimac3 and Beagle 4.1 exploit local haplotype redundancy to reduce the size of the state space and hence the
computational burden.
aIMPUTE4 uses the same HMM as IMPUTE2; however, to reduce memory usage and increase speed, it uses compact binary data structures and takes
advantage of high correlations between inferred copying states in the HMM to reduce computation.

computationally efficient, in current panels, their imputation accuracy is reduced because the
methods do not integrate over all possible mosaic configurations but instead use the longest hap-
lotype matches flanking each location to impute each genotype. Additionally, some other genotype
imputation methods [e.g., PLINK (79), SNPMStat (59), TUNA (72), and UNPHASED (26)] use
SNP-tagging approaches to carry out imputation. Although these methods are simpler and can
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be very fast, they do not utilize information from the entire chromosome to perform imputation
and hence generally provide less accurate allele estimates.

Prephasing

Genotype imputation is a highly computationally intensive process because of the probabilistic
framework and a high rate of missing data. One of the major milestones to reduce the computa-
tional burden in the Li and Stephens framework was the introduction of prephasing. This idea
involves a two-step imputation process: the initial step of prephasing (i.e., haplotype estimation)
of the GWAS genotypes and a subsequent step of imputation into the estimated study haplotypes
(41). These separate steps benefited researchers in several ways. First, the decomposed haplotypes
could be reused for imputation from different reference panels, allowing researchers to conve-
niently explore the trade-offs of different imputation strategies. Second, separating the phasing (or
haplotype estimation step) from imputation allowed researchers to quickly benefit from separate
advances in phasing and imputation technology, which no longer needed to be tightly integrated.
Third, it reduced the complexity of the imputation step from quadratic to linear in the number
of reference haplotypes, because prephasing allowed matches to be found by comparison against
phased haplotypes rather than against all pairs of haplotypes. Although splitting up the process
does marginally reduce the imputation accuracy in some populations, such as African Americans
(41), the ability to use much larger reference panels with prephasing makes it possible to attain
greater imputation accuracy. The current versions of Minimac, IMPUTE, and Beagle all employ
this prephasing approach.

Public Reference Panels

Over the years, the quality of genotype imputation has benefited greatly from improved genotyp-
ing technologies (e.g., high-density genotyping arrays) and more efficient analytical methods (e.g.,
prephasing) but most notably from the increase of genetic information in publicly available data
sets. Examples of such data sets include those from the International HapMap Project (45–47),
the 1000 Genomes Project (1000G) (1), the UK10K Project (43), the Haplotype Reference Con-
sortium (HRC) (69), and the Trans-Omics for Precision Medicine (TOPMed) program (71). The
development of next-generation sequencing technologies has led to a rapid increase in the sizes of
data sets used as reference panels for genotype imputation. For example, while the first release of
the International HapMap Project panel had 269 individuals (45), the subsequent 1000G phase 3
panel had 2,504 individuals with low-coverage sequence data (3), and upcoming reference panels
from the TOPMed program are expected to soon include more than 100,000 deeply sequenced
samples. Table 2 summarizes the major public reference panels.

For association studies, the immediate benefits of a larger panel include a more detailed catalog
of genetic variants, which increases the chance of imputing a causal variant, and better imputation
accuracy, which improves the power of downstream association analyses, especially for rare variants
(58). Panels derived from disease-focused sequencing efforts often have restrictions that limit
direct access to the underlying haplotypes (e.g., HRC and TOPMed), making their use as a
broadly distributed imputation resource challenging. These challenges led to the evolution of
web imputation servers, another major milestone in the field of genotype imputation.

Web Imputation Servers

Imputation servers enable users to upload GWAS data to a remote server through secure file
transfer protocols. The server then carries out imputation along with automated quality control,
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Table 2 The most commonly used public reference panels to date

Reference
panel

Number of
reference
samples

Number of sites
(autosomes + X
chromosome)

Average
sequencing

coverage
Ancestry

distribution
Publicly
available

Indels
available Reference

International
HapMap
Project phase 3

1,011 1.4 million NAa Multiethnic Yes No 47

1000G phase 1 1,092 28.9 million 2–6× Multiethnic Yes Yes 1

1000G phase 3 2,504 81.7 million 7× genomes,
65× exomes

Multiethnic Yes Yes 3

UK10K Project 3,781 42.0 million 7× genomes,
80× exomes

European Yes Yes 89

HRC 32,470 40.4 million 4–8×b Predominantly
Europeanc

Partiallyd No 69

TOPMed 60,039 239.7 million 30× Multiethnic Partiallye Yes 71

Abbreviations: 1000G, 1000 Genomes Project; HRC, Haplotype Reference Consortium; indel, insertion or deletion; NA, not applicable; TOPMed,
Trans-Omics for Precision Medicine.
aThe International HapMap Project phase 3 data were genotyped on the Illumina Human1M and Affymetrix 6.0 SNP arrays.
bThe HRC panel was obtained by combining sequencing data across many low-coverage (4–8×) and a few high-coverage sequencing studies.
cThe only non-European samples in the HRC panel are through the 1000G reference panel (which was a contributing study).
dMost of the HRC samples (∼27,000) are available for download through controlled access from the European Genome-Phenome Archive.
eSome of the TOPMed samples (∼18,000) are available for download through controlled access from the Database of Genotypes and Phenotypes (dbGaP).

such as checking strand orientation, allele labels, file integrity, minor allele frequency distribution,
and per-sample missingness (see Figure 3). After the analysis is complete, users receive a notifi-
cation and download link to the imputed data, which are encrypted with a onetime password. A
major benefit of imputation servers is that they allow researchers to spend more time on analyzing
and interpreting their data instead of learning about imputation tools and data preprocessing. In
addition, they provide a uniform platform for comparing and consolidating results across studies,
thereby aiding collaborative efforts. Finally, for reference panels derived from disease-focused se-
quencing studies or from other studies that also have data-sharing restrictions, keeping reference
panel data behind a firewall, where it can be used for low-risk analyses without exposing individual-
level data, greatly increases the number of users who can benefit from these panels. Imputation
servers have also motivated the development of remote web servers for other genomic analyses,
such as estimation of principal components [Locating Ancestry from Sequence Reads (LASER)]
(88) and phenome-wide analysis of participants in electronic health record–based studies [such
as those in the Michigan Genomics Initiative (MGI) PheWeb (http://pheweb.sph.umich.edu)].
Currently, the University of Michigan and the Wellcome Sanger Institute host web imputation
servers, using the underlying imputation engines Minimac3 and PBWT, respectively (19, 27). The
Michigan server has imputed more than 18 million genomes for ∼3,000 registered users, while the
Sanger server has imputed ∼9 million genomes and has ∼550 users. The current throughput of
the Michigan server, which consists of 23 multiprocessor computers (∼600 cores in total), is
∼7 million genomes per month using the International HapMap Project phase 2 panel and
∼900,000 genomes per month using the HRC panel [estimates include time to prephase using
Eagle (61)].
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Researcher Imputation server Researcher

The researcher uploads
genome-wide association
study data using SFTP or
Globus.

The server performs quality
control, prephasing, imputation,
and encryption.

When the data are ready,
the researcher receives a
notification email with a
download link and a onetime
password for decryption.
The data are deleted from the
server after seven days.

Figure 3
An outline of the pipeline in the Michigan imputation server.

COMPUTATIONAL METHODS FOR LARGE REFERENCE PANELS

In the last 15 years, the cost of DNA sequencing has decreased by five orders of magnitude (35).
The super-exponential decrease in the cost of genome sequencing is widely known. Less well
known is the even more rapid decrease in the cost of genotype imputation since 2009. Timing
results in 2009 for one of the first imputation engines (IMPUTE 0.5.0) showed an imputation
time of 0.43 s per genotype per target sample when imputing from 1,200 reference samples (8).
Timing results in 2015 for Minimac3 and Beagle 4.1 showed imputation times of 6.4 × 10−6 and
7.5 × 10−6 s per genotype per sample, respectively, when imputing from 2,452 reference samples
from the 1000G phase 3 panel (9). During this time, these imputation methods also increased
the number of reference samples that could be included in an imputation analysis by two to three
orders of magnitude. In this section, we discuss computational methods for reducing computation
time and memory requirements. The methods described here can be combined to produce a large
cumulative effect.

Use of a Custom Subset of the Reference Panel

One of the first strategies for reducing computation time was to use only a subset of the available
reference haplotypes. The idea is to select a small subset of reference haplotypes that appear to be
closely related to the sample of interest in a genomic region and to impute genotypes in the target
haplotype in that region using the small custom reference panel instead of the full reference panel.
This technique was first implemented in IMPUTE2 (40, 42). If the custom reference panel for a
region contains the reference haplotypes that are most closely related to the target haplotype and
if the algorithm for selecting the custom reference panel is sufficiently fast, genotype imputation
using the custom reference panel can be much faster than imputation from the full reference panel
and have similar accuracy (40, 42). The first method for selecting closely related haplotypes was
based on Hamming distance (40), but more recent approaches select closely related haplotypes
based on long identity-by-state segments (43). Typically, a different custom subset of the reference
panel is selected for each observed haplotype and each region of interest.
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Prephasing Target Data

The first genotype imputation methods assumed unphased target genotype data and internally
estimated the target genotype phase during genotype imputation (8, 57, 67). The first step away
from this paradigm was the realization that, instead of imputing unphased genotypes, one could
impute alleles directly onto the estimated target haplotypes (40). Once methods began performing
haploid imputation, the next step was to separate the genotype phasing and imputation steps and
to require the input target data to be phased (41).

Unlike most optimizations, which trade increased algorithmic and software complexity for
reduced run time, the use of prephased target data simplifies the algorithms and software.
This reduced complexity makes it easier to discover and implement additional computational
optimizations.

Specialized Input Formats for Reference Data

One of the challenges of imputation from large reference panels is reading and storing the refer-
ence genotype data. A genotype is stored in 4 bytes in the Variant Call Format (VCF) (17). If there
are 1 million reference samples, VCF storage requirements can exceed 1 TB per megabase of chro-
mosome. Consequently, genotype data for large reference panels are typically stored on hard disk
drives in compressed form. General-purpose compression algorithms, such as gzip (22), greatly
reduce the reference panel file size but do not address the problem of storing reference genotype
data in memory during analysis. In addition, the time required for decompressing large reference
panels compressed with gzip is substantial and can exceed the time required for imputation. These
limitations of general-purpose compression algorithms have motivated the development of spe-
cialized compression formats for reference genotype data that achieve high data compression or
permit fast retrieval of individual genotypes from the compressed representation so that reference
haplotypes can be stored in compressed form in memory when imputing genotypes.

One of the first specialized compression formats to be developed for reference data was based
on the Burrows–Wheeler transform (27). Two additional compression formats were developed
specifically for genotype imputation. One of these formats (M3VCF) (19) exploits local redundancy
among haplotypes. Rather than storing all haplotypes in a chromosome segment, only the unique
allele sequences are stored, along with a map from the reference haplotypes to the allele sequence
carried by each haplotype. A second compression format, called binary reference format (bref )
(9), employs this same general strategy for markers with a high nonmajor allele frequency but
uses an alternate compression scheme for markers with a low nonmajor allele frequency, which
are the bulk of markers in large reference panels. For a low-frequency marker, bref stores a list of
reference haplotypes that carry the minor allele. If the marker has more than two alleles, it stores
a separate list for each nonmajor allele. The allele on a given haplotype can be found by searching
the lists of haplotypes. If the haplotype is found in a list, the haplotype carries the corresponding
nonmajor allele. If the haplotype is not found in any list, the haplotype carries the major allele.
For low-frequency markers, bref increases the time required to query the allele carried by a given
haplotype, but the query time is not prohibitive if the lists of haplotypes are sorted in increasing
order and a binary search algorithm is used. For reference panels with more than 100,000 samples,
the use of the bref format reduces computation time by more than 30% and the use of the M3VCF
format reduces computation time by more than 90% compared with the use of the VCF format (9).

Clustering of Identical Reference Haplotype Segments

In short segments of the genome, the same allele sequence can be carried by many haplotypes in
the reference panel. HMM states that correspond to identical reference haplotypes in a genomic
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segment will have the same emission probabilities at each marker in the segment. Consequently,
in a short region, the identical haplotypes can be clustered together, and the HMM forward–
backward algorithm calculations can traverse the relatively small number of unique reference
allele sequences rather than all reference haplotypes. This speeds up HMM calculations within
small regions with no loss in accuracy. However, the full set of reference haplotypes must still be
traversed when performing the HMM forward and backward algorithm calculations across region
boundaries. Minimac3 implements a version of local clustering that is based exclusively on the
reference panel, which allows the local clustering to be precomputed for a reference panel and
used in all subsequent imputation analyses (19). This precomputed clustering also provides the
basis for the Minimac3 M3VCF format (19). Beagle 4.1 performs local clustering on the fly during
imputation because the short regions used for clustering are defined by the genotyped markers in
the target samples (9).

Imputation via Linear Interpolation

Although it is most natural to calculate HMM state probabilities in one forward pass and one
backward pass through the markers in the reference panel, it is also possible to perform these
calculations in two stages. In a two-stage approach, the HMM forward–backward algorithm is
performed first using only the markers that are genotyped in the target samples. In the second
stage, the forward–backward algorithm is performed in each chromosome interval bounded by two
adjacent genotyped markers or by a chromosome boundary and the adjacent genotyped marker.
For the Li and Stephens model, the one-stage and two-stage approaches produce identical HMM
state probabilities.

The two-stage approach to HMM calculations permits two optimizations based on linear
interpolation. The first optimization uses linear interpolation in the second stage instead of the
forward–backward algorithm to calculate HMM state probabilities at imputed markers. After
the first stage, HMM state probabilities are calculated for genotyped markers, and HMM state
probabilities at imputed markers are estimated by linear interpolation on genetic distance. Over
short genetic distances, linear interpolation generally provides an accurate approximation of the
HMM state probability (9).

A second optimization arises from the observation that interpolated HMM state probabilities
in an interval are bounded by the HMM state probabilities at the bounding genotyped markers.
If the state probabilities at the bounding genotyped markers are sufficiently small for a reference
haplotype, the interpolated HMM state probabilities in the interval can be approximated by 0,
and the linear interpolation step can be skipped altogether.

These optimizations based on linear interpolation can also be combined with clustering of
identical haplotype segments. In particular, one can cluster reference haplotypes that have identical
allele sequences between the two genotyped markers before performing linear interpolation.

Reducing Memory Requirements

Imputation from large reference panels must be performed within the constraints imposed by the
available computer memory. A standard approach to reducing memory requirements for genome-
wide imputation is to divide the genome into small overlapping genomic windows and perform
imputation in each window separately. Although one could compensate for increasing reference
panel size by decreasing the length of the analysis window, there are limits to this strategy. If the
window is too short, imputation accuracy will suffer if information from outside the window is
ignored. This is most evident when imputing rare variants from large reference panels. Individuals
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who share a rare variant will typically share a long haplotype around the variant, and a major
benefit of large panels is their ability to facilitate identification of these long shared haplotypes.
If the genomic window is too short, the shared long haplotype containing the rare variant will be
truncated by the window boundary, and imputation accuracy will decrease.

Another approach to reducing memory requirements is multithreading, which allows multiple
CPU cores to share a single copy of the reference and target genotype data. This provides some
reduction in memory use, but memory requirements generally will still increase linearly with the
number of computational threads because each thread must allocate memory for its probability
calculations.

Fortunately, all of the above-described optimizations that reduce compute time have the added
benefit of reducing memory requirements. This makes it possible to use relatively long analysis
windows (say, >10 cM in length) when imputing from large reference panels.

MEASURING IMPUTATION ACCURACY

Most imputation methods estimate a probability distribution for the allele carried by each haplo-
type at each imputed marker. Posterior genotype probabilities can be derived from the posterior
allele probabilities under the assumption of Hardy–Weinberg equilibrium (40). One of the most
common uses of imputed genotype data is to test each imputed marker for association with a trait.
Standard regression-based approaches for genetic association studies, including generalized linear
models and linear mixed models, extend naturally to imputed data by replacing the allele dose of the
observed genotype with the expected allele dose of the imputed genotype, which is the sum of the
posterior allele probabilities for each haplotype (66). In this context, it is helpful to assess accuracy
for imputed markers so that poorly imputed markers may be excluded prior to association testing.

The most interpretable measures of imputation accuracy are based on the correlation between
the imputed and true dose of an allele. One correlation-based measure is the r2 measure (41),
which is the squared correlation between the true and estimated dose of an allele across all imputed
samples. Note that the MaCH r2 measure (57) is slightly different from the Minimac r2 measure
(which is also reported by Beagle) since the former is based on correlation between true and
estimated diploid dosages across all samples instead of haploid dosages across all haplotypes (they
are equivalent under assumptions of Hardy–Weinberg equilibrium). For each haplotype, the true
allele dose is 0 or 1, and the estimated allele dose is the posterior allele probability. A formula for
the Minimac r2 measure is derived in the sidebar titled Estimating r2.

The r2 measure has two attractive features: It can be estimated from posterior allele probabilities
without knowledge of the true allele dose on each chromosome if the allele probabilities are well
calibrated (see the sidebar titled Estimating r2), and it has a useful interpretation in terms of
sample size and statistical power when testing a binary trait. This relationship is as follows: If
r2 = r2

0 for an imputed marker, the power of an allelic test with N samples and imputed alleles
is approximately equal to the power of an allelic test with r2

0 N samples and true alleles. Thus,
the r2 measure can be interpreted as the effective reduction in sample size when testing imputed
alleles rather than the true alleles for association with a binary trait. Pritchard & Przeworski (78)
gave a derivation of this result in the context of two correlated markers. This result generalizes
to the correlation between the estimated allele dose and the true allele dose (18). It is common
to exclude poorly imputed markers from downstream analysis by requiring the r2 measure for
an imputed variant to exceed some threshold. Thresholds of 0.3 or larger are commonly used.
An r2 threshold of 0.3 means that one is willing to accept an effective reduction in sample size
of approximately two-thirds when performing an allelic test with imputed alleles. Since r2 is a
correlation, it is defined in terms of the variance of the true allele dose, and thus if it is correctly
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ESTIMATING r2

One attractive feature of r2, the squared correlation between true and imputed allele dose, is that it can be estimated
from posterior allele probabilities without knowing the true allele on each chromosome. Here, we derive an estimate
of r2 in terms of the posterior allele probabilities.

Let X be 1 if a chromosome carries the allele of interest and be 0 otherwise, and let Z be the estimated posterior
allele probability that X = 1. Then r2 is defined to be the squared correlation of X and Z. We say that the posterior
allele probabilities are correctly calibrated if E[X | Z] = Z. If the posterior allele probabilities are correctly calibrated,
we can use the law of total expectation and the fact that X2 = X to obtain

E[X 2] = E[X ] = E[E[X |Z]] = E[Z]

Var(X ) = E[X 2] − E[X ]2

= E[Z] − E[Z]2

and

Cov(X , Z) = E[XZ] − E[X ]E[Z]

= E[E[XZ|Z]] − E[E[X |Z]] E[Z]

= E[Z2] − E[Z]E[Z]

= Var(Z).

Consequently,

r2 = (Cov(X , Z))2

Var(X )Var(Z)

= Var(Z)
Var(X )

= E[Z2] − E[Z]2

E[Z] − E[Z]2

If there are n imputed chromosomes and zi is the estimated reference allele probability in the ith haplotype, one
can estimate E[Zk] as E[Zk] ≈ (1/n)

∑
zk

i and r2 as

r2 ≈ n
∑

z2
i − (

∑
zi )

2

n
∑

zi − (
∑

zi )
2 .

estimated, its interpretation does not depend on allele frequency. However, the estimate of r2

becomes noisier (i.e., larger standard error) (see Figure 4). Consequently, one could consider
applying a frequency-dependent r2 threshold for marker filtering. One limitation of r2 is that
there must be enough imputed samples so that it can be accurately estimated. Another is that it
is defined in terms of a particular allele. If a marker has only two alleles, the estimated r2 will be
the same for both alleles. If a marker has more than two alleles, one could combine the alternate
alleles into a single composite allele or estimate r2 separately for each allele.

A second correlation-based measure of imputation accuracy that is closely related to r2 is allelic
R2 (8). The allelic R2 measure differs from r2 in that it estimates the correlation between the true
allele dose and the most probable (i.e., best guess) allele dose instead of the estimated allele dose.
Thus, the r2 measure is more closely aligned than allelic R2 to the power of downstream analyses
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Figure 4
Plot of noise in estimated imputation r2 as a function of nonreference allele frequency when imputing 10
European-ancestry genome-wide association study samples from the Trans-Omics for Precision Medicine
reference panel (n = 18,000). The x axis is the alternate allele frequency on a log10 scale. The y axis is the
difference between the estimated imputation accuracy (from Minimac) and the true imputation r2. The blue
shaded area shows the smoothed scatter plot. The solid line is the mean difference at each frequency, and the
upper and lower dashed lines are the 5% and 95% quantiles, respectively, for the difference at each frequency.

that use estimated allele dose instead of directly observed genotypes. Allelic R2 more closely
mirrors the loss in power one might expect when using best-guess genotypes in analyses instead of
estimated allele doses. One particular limitation of allelic R2 is that it cannot be computed when
the most probable target allele is the same for all target haplotypes.

A third commonly used measure of imputation accuracy that is not directly based on correlation
is IMPUTE’s info measure, which is an estimate of the ratio of statistical information about the
population allele frequency in the imputed genotypes and in the true genotypes (66). However,
it can be shown that if the Hardy–Weinberg equilibrium holds, then IMPUTE’s info measure is
equal to the Minimac r2 measure (where the genotype probabilities to calculate IMPUTE’s info
measure are estimated under Hardy–Weinberg equilibrium).

FACTORS AFFECTING IMPUTATION ACCURACY

Multiple factors can affect imputation accuracy:

� Size of reference panel: Increasing the size of the reference panel generally increases imputation
accuracy, especially for rarer variants, provided that the level of genetic similarity between
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Figure 5
Imputation accuracy for five ancestries: (a) European, (b) admixed American, (c) East Asian, (d ) Southeast Asian, and (e) African. We
extracted 10 samples from each of these ancestries from the 1000 Genomes Project (1000G) phase 3 data, masked all variants except
those on the Illumina 1M chip, and imputed them using the Trans-Omics for Precision Medicine (TOPMed) (with 18,000 samples),
Haplotype Reference Consortium (HRC), and 1000G phase 3 (after removing overlaps) reference panels. The aggregate r2 (measuring
the imputation accuracy) is plotted as a function of the alternate allele frequency.

the reference panel and study samples is maintained. A larger panel provides a larger set of
template haplotypes to match against, which improves the imputation accuracy. For example,
for imputing into European samples, the HRC panel, which has 33,000 samples, is a better
a choice than the 1000G phase 3 panel, which has 2,500 samples (see Figure 5a). However,
expanding the reference panel to include samples with little genetic similarity to the target
panel or less accurately estimated haplotypes may decrease imputation accuracy. This is
evident from Figure 5b–e, where the HRC panel, despite being a superset of the 1000G
phase 3 panel, decreases the imputation accuracy in non-European samples.

� Density of genotyping array: A denser genotyping array increases the number of sites to match
with, thereby improving the chances of finding shared haplotype segments. For example, the
Illumina Human Omni5Exome array (∼5 million variants) is a better choice for imputation
than the Human Omni2.5Exome array (∼2.5 million variants). The Human Omni5Exome
array increases the average imputation accuracy (r2) by 0.1 for variants with a minor allele
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frequency of approximately 0.01 when imputing into European samples using the HRC
reference panel.

� Minor allele frequency of variant being imputed (in the reference panel): Rare variants are harder
to impute than common variants because rare variants will generally be observed only a
few times in the reference panel. This makes it harder to establish the haplotype background
for these variants and reduces the set of template haplotypes available for matching. Overall,
this is expected to lower imputation accuracy. The plots of imputation accuracy (Figure 5)
demonstrate this feature, as we see that the imputation accuracy always increases with the
minor allele frequency (controlling all other factors).

� Haplotype accuracy in reference and study samples: Genotype imputation depends on finding
haplotype segments that are shared between reference haplotypes and a target haplotype.
Haplotype phase error tends to break up shared haplotype segments. Increases in refer-
ence panel size over time should lead to lower haplotype phase error rates (62, 74). Large,
accurately phased reference panels will also make it possible to improve haplotype phase
estimates in the study samples (61).

� Sequencing coverage of reference panel: The sequencing coverage directly correlates with the
accuracy of the genotypes in the reference panel, which in turn correlates with the accuracy
of the inferred haplotypes. For example, in Figure 5a, the pilot TOPMed panel gives
considerably higher accuracy than the HRC panel, although the latter is twice as large. This
is most likely because the TOPMed panel was generated with high-resolution sequencing
(an average of 40× coverage), whereas the HRC panel was generated by combining low-
coverage sequencing data across different studies.

Imputation accuracy depends strongly on the number of copies of the allele in the reference
panel. In a study with simulated UK European data, mean imputation accuracy for a fixed minor
allele count remained relatively constant as the reference panel size increased from 50,000 to
200,000 samples (9). However, this stable relationship between minor allele count and imputation
accuracy may not hold in other contexts. For example, as reference panels grow in size, more alleles
will arise from recurrent mutation. Recurrent mutation introduces the same allele on different
haplotypic backgrounds. For a recurrent mutation, the number of copies of the allele that share
the same haplotypic background as the target haplotype is more relevant to imputation accuracy
than the minor allele count in the reference panel. Similarly, genotype imputation methods cannot
impute de novo variants. If a de novo variant is also present in the reference panel owing to recurrent
mutation, it generally will not be on the same haplotypic background in both the reference panel
and the target sample.

IMPUTATION FROM MULTIPLE REFERENCE PANELS

The most common strategy for imputation is to use a single publicly available data set (such
as the 1000G or HRC data set), which works quite well for studies with samples of European
ancestry. However, studies on non-European populations or relatively homogeneous European
subpopulations often benefit more from using custom reference panels of samples with greater
genetic similarity. For instance, in a study on samples in Sardinia, an island in Italy with a genetically
isolated population, a custom reference of Sardinian samples provided better imputation accuracy
than the 1000G and other large European panels (77). This result has also been replicated in other
studies on homogeneous European subpopulations (21) and non-European populations, such as
African Americans (25). Additionally, disease-specific studies often benefit from a hybrid approach
that combines a custom reference panel with an existing public reference panel. This approach is
particularly beneficial for disease studies because it significantly increases the accuracy of imputing
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a causal variant (since the hybrid panel is enriched with more copies of rare alleles). One example
highlighting this feature is a recent study on prostate cancer that was eventually able to impute
the rare HOXB13 G84E variant only after using a hybrid imputation approach that combined
the 1000G data with an enriched set of cases carrying the mutation (38), even though previous
studies had suggested that it might not be possible to impute this variant (82). The hybrid method
is also useful in studies with homogeneous subpopulations, given that it enriches the panel with
genetically similar samples while retaining the benefits of large public panels.

The hybrid approach currently requires studies to merge multiple reference panels, and the
streamlining of this process is still an active field of research. One proposed approach has been to
combine the reference panels by first treating them as reference panels for each other and then
cross-imputing the missing variants (40). Although this approach enables one to use all variants
found in any panel, the performance of this method has not been fully evaluated. One study
found this approach to be neither helpful nor harmful for large, population-specific panels (43).
At present, reference panels do not generally include monomorphic markers. The merging of
reference panels would be facilitated if reference panels included auxiliary data identifying the
markers that are monomorphic and the observed allele at each monomorphic marker.

Some studies have repeated the imputation process for each reference panel. For example,
a study repeatedly imputed against multiple reference panels to reveal a missense variant in the
MYH6 gene (c.2161C>T) associated with high risk of sick sinus syndrome (39). The ideal solution
with multiple reference panels would be to call the variants in all reference panels jointly from
their respective sequence alignment files for all the samples. The HRC panel was generated by
jointly calling variants from the respective sequence alignment files from 20 contributing studies.
However, variant calling is highly computationally intensive and may not be a feasible or practical
solution for merging large reference panels. In the era of imputation servers, a question still to
be answered is whether future methods will be able to combine imputation results from multiple
servers (each using its own private panel) into a better set of posterior genotype probabilities for
each sample than could be derived using a simple panel.

FUTURE DIRECTIONS

Genotype imputation is now a standard part of the human geneticist’s toolbox. When combined
with a large set of sequenced genomes, genotype imputation extends the resolution of genotyping
arrays, allowing many variants that are not directly genotyped (particularly including rare variants
and non-SNP variants) to be studied at scale. We expect that this capability will accelerate studies
of rare variants, shortening the time between when whole-genome and whole-exome sequenc-
ing experiments can discover a variant and when scientists can explore its effect by examining
downstream phenotypic consequences in large numbers of carriers.

As reference panels and human genetic studies continue to grow in scale, we expect con-
tinued research in imputation methods. There are several interesting challenges, including the
potential for general-purpose machine learning methods—which are evolving rapidly, with the
emergence of deep convolution neural networks and other highly efficient and effective computa-
tional techniques—to eventually compete with or displace the current methods based on HMM
and positional Burrows–Wheeler transformation, which have been crafted specifically to model
features and properties of human genetic data.

Imputation of human genetic variation uses detailed observation of a reference set of samples
to enable understanding of unobserved genotypes in samples where only a scaffold of markers is
measured. Imputation experiments are increasingly being attempted in other areas of biology and
human genetics, and it will be interesting to see whether any of these methods and approaches
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become as useful and ubiquitous as genotype imputation is in GWASs. Notable examples include
ongoing attempts to impute gene expression levels and other types of genomic variation using
GWAS array data (31, 90, 99) in order to search for associations between expression levels, pro-
tein levels, methylation patterns (81), and other genomic states and human diseases and traits
characterized in large sets of genotyped individuals. Another notable example is the imputation
of epigenomic states in detailed assessments of cellular function and biology (28). Here, a large
set of epigenomic assays for expression levels, methylation patterns, transcription factor binding,
and other information are carried out in a small set of cell lines; in parallel, a subset of these
experiments are carried out in additional cell lines, forming a scaffold that can be used to predict
results of missing assays.

DISCUSSION

In the last decade, the cost of sequencing a human genome has dropped from $10,000,000 to
$1,000 (35). At the same time, continued improvements in genotype imputation methods have
enabled genotype imputation to remain an attractive low-cost alternative to sequencing. The
decrease in sequencing cost enhances the advantages of genotype imputation because large-scale
human sequencing will make it possible to assemble reference panels of hundreds of thousands
(and eventually millions) of individuals. These enormous reference panels will make it possible to
accurately impute variants with very low population frequency. In turn, imputation will provide
an accessible strategy for studying the variants discovered by sequencing in tens of millions of
genotyped samples.

Imputation methods are now mature and highly efficient, which permits genotype imputation
to be offered as a free web-based service (19). Some related areas that require further development
include methods for merging reference panels and methods for merging multiple sets of imputed
data when an individual has been imputed from multiple, possibly overlapping reference panels.
In addition, the ability of imputation methods to impute non-single-nucleotide variation and
structural variation will need to be continually reassessed as sequencing technology improves
the number and genotype accuracy of these variants in reference panels. Current methods are
more than four orders of magnitude faster than the first imputation methods based on the Li and
Stephens haplotype mosaic model. These methods have evolved through successive iterations and
refinements, and we anticipate that further iterations and refinements will be needed as the scale
of human genetic data sets continues to increase.

Genotype imputation methodology has outstripped advances in reference panels (9), and there
is a clear need for large reference panels that can take full advantage of the capabilities of cur-
rent imputation methods. One obstacle to creating large reference panels is the computational
challenge of jointly calling genotypes in large samples of sequenced individuals. This is an active
area of methodological research, with recent methods leveraging cloud computing to address the
computational demands (50). A second challenge is the scarcity of sequenced samples that are
consented for general research use. In October 2017, only 1,245 individuals in the Database of
Genotypes and Phenotypes (dbGaP) (64) compilation of individual-level genomic data for general
research use (accession phs000688.v1.p1) had whole-genome sequence data. One approach to in-
cluding samples with restrictive sample consents is to include restrictions on the use of reference
panels. The sequence data for most of the individuals in the HRC reference panel are available
via application to the European Genome-Phenome Archive (accession EGAD00001002729) (54).
The HRC reference panel may be used for genotype phasing and imputation but not for any
other purpose. Phasing and imputation servers provide an alternative way to perform phasing and
imputation from large reference panels that have restrictive sample consents (19).
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Beyond simply increasing reference sample size, there is also a need for reference panels to
better represent human genetic variation (3) through the inclusion of deeply sequenced individuals
from diverse populations. Large, diverse reference panels will ensure that the benefits of genotype
imputation are available to all.
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