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Abstract
The minfi package is widely used for analyzing Illumina DNA methylation array
data. Here we describe modifications to the minfi package required to support the
HumanMethylationEPIC (”EPIC”) array from Illumina. We discuss methods for the
joint analysis and normalization of data from the HumanMethylation450 (”450k”) and
EPIC platforms. We also introduce the single-sample Noob (ssNoob) method, a normalization procedure suitable for incremental preprocessing of individual HumanMethylation arrays. Our results recommend the ssNoob method when integrating data
from multiple generations of Infinium methylation arrays. Finally, we show how to
use reference 450k datasets to estimate cell type composition of samples on EPIC arrays. The cumulative effect of these updates is to ensure that minfi provides the tools
to best integrate existing and forthcoming Illumina methylation array data.
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Introduction
The IlluminaHumanMethylation450 (“450k”) array is a widely used platform for assaying DNA methylation in a larger number of samples using bisulfite conversion followed
by array hybridization (Bibikova et al., 2011), and has been the platform of choice for
epigenome-wide association studies and large scale cancer projects. In 2015, Illumina released their next generation methylation array, the HumanMethylationEPIC (“EPIC”) array (Moran, Arribas, and Esteller, 2016), with almost twice the number of CpG loci. This
increased resolution, coupled with greatly expanded coverage of regulatory elements,
makes the EPIC array an attractive platform for large-scale profiling of DNA methylation.
The minfi package in R/Bioconductor (Gentleman et al., 2004; Huber et al., 2015) is a
widely used software package for analyzing data from the Illumina HumanMethylation450 array (Aryee et al., 2014). In addition to the analysis methods provided in the
package, it exposes a flexible framework for handling DNA methylation data. Because
of this, minfi is used as the data backend for many other software packages, including
ChAMP (Morris et al., 2014), DMRcate (Peters et al., 2015), quantro (Hicks and Irizarry,
2015), missMethyl (Phipson, Maksimovic, and Oshlack, 2016), shinyMethyl (Fortin, Fertig, and Hansen, 2014), MethylAid (Iterson et al., 2014), ENmix (Xu et al., 2016), ELMER
(Yao et al., 2015), conumee (Hovestadt and Zapatka, 2016), CopyNumber450k (PapillonCavanagh, Fortin, and De Jay, 2013), funtooNorm (Oros Klein et al., 2016) and MultiDataSet (Ruiz-Arenas, Hernandez-Ferrer, and Gonzalez, 2016).

Results
Extending the minfi package to handle EPIC arrays
Here we report the extension of the minfi package to handle the recently released HumanMethylationEPIC DNA methylation microarray from Illumina, also referred to as
the “EPIC” or “850k” array. Simultaneously, we extend the interactive visualization tool
shinyMethyl (Fortin, Fertig, and Hansen, 2014), used for quality control assessment of
450k datasets, to add support for the EPIC array.
The launch of the EPIC array has been marred by some “technical” difficulties, including
(1) issues with software settings in the scanner and (2) issues with the released annotation
files describing the array design. For (1), early scanner settings distributed by Illumina
incorrectly masked certain probes, resulting in an IDAT file with fewer registered probes
(1,052,641 probes / 866,836 methylation loci in current IDAT files, versus 1,032,279 probes
/ 855,184 methylation loci in early access files, representing a difference of 11,652 methylation loci). This can be addressed by rescanning the physical array with updated scanner
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settings, which is sometimes impossible. The presence of multiple valid IDAT files for
the same array design has led to the creation of a check for this situation in the parsing
functions in minfi. For (2), Illumina has released multiple different versions of their “manifest” file which serves the dual purpose of describing the array design and annotation of
the measured methylation loci. The different versions of the manifest file differ in a small
number of probes. These errors do not reflect errors in the manufacturing process, but
rather errors in the annotation released to outside researchers.
Because of these issues, it is critical (at the time of writing) to keep minfi and its associated
annotation packages updated to their latest versions. To keep the associated annotation
packages current, it may be necessary to re-read the original IDAT files with newer versions of minfi; the resulting R object will be linked to the latest annotation package.
For methods development and software testing, we have bundled 3 replicates of the
GM12878 cell line assayed on the EPIC chip and released by Illumina as a demo dataset
into an experimental package named minfiDataEPIC, available from Bioconductor. These
3 replicates are used below in a number of analyses.
Additionally, we have developed similar annotation and data packages for the older Illumina HumanMethylation27 (”27k”) array; this required extending internal functions in
minfi to work with array designs having only one probe type. The minfiData27k package
bundles 20 kidney samples (tumor and normal) assayed on the 27k array from the TCGA
Kidney Renal Papillary Cell Carcinoma (KIRP) study (Cancer Genome Atlas Research
Network, 2013).
The different array types along with the currently available preprocessing functions are
listed in Table 1.
Table 1. Summary of the Illumina Methylation Arrays.
Array

N. CpGs

Type I

Type II

Preprocessing functions in minfi

Data package

27k

27,578

27,578

0

preprocessRaw, preprocessNoob, preprocessQuantile

minfiData27k

450k

482,421

135,476

346,945

preprocessRaw, preprocessNoob, preprocessQuantile
preprocessFunnorm, preprocessSWAN

minfiData

EPIC

863,904

142,262

721,642

preprocessRaw, preprocessNoob, preprocessQuantile
preprocessFunnorm, preprocessSWAN

minfiDataEPIC

Combining 450k and EPIC arrays by using common probes
Unlike the transition from 27k to 450k arrays, a substantial percentage (93.3%) of loci contained on the 450k microarray are also contained on the EPIC microarray, measured using
the exact same probes and same chemistry. This represents a total of 453,093 CpG loci in
common between the two arrays. In addition to probes measuring CpG loci, both arrays
contain 65 SNP probes to assess possible sample mislabeling, 59 of which are shared by
3
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both arrays. Finally, the two arrays both contain a number of control probes, 850 on the
450k array and 635 on the EPIC array, with 487 probes in common.
The large percentage of common loci measured by common probes makes it possible to
combine data from 450k and EPIC arrays. The lowest level of the combination can occur
at the probe level, before the probes are summarized into methylated and unmethylated
intensities. We have implemented this functionality in the function combineArrays
which outputs an object that behaves either as a 450k or an EPIC array as chosen by the
user with a reduced number of probes; we call this is a virtual array. We achieve this
goal by remapping probes between identifiers used on the two arrays. We also support
the combination of the two array types at the CpG locus level, after the creation of the
methylation and unmethylation channels, with or without prior normalization. This is
implemented in the same function.
Most of the common probes between the 27k array and the 450k array (or between the
27k array and the EPIC array) do not have the same probe chemistry, and therefore it is
not possible the combine those two arrays at the probe level. Only the creation of a virtual
array at the CpG locus level is supported, also via the function combineArrays.
Combining the 450k and EPIC arrays at the probe level has several advantages. First, it
opens up the possibility of using advanced preprocessing methods such as Noob (Triche
et al., 2013) and functional normalization (Fortin, Labbe, et al., 2014), and using the batch
effect correction tools ComBat (Johnson, Li, and Rabinovic, 2007), SVA (Leek and Storey,
2007; Leek and Storey, 2008) and RUVm (Maksimovic, Gagnon-Bartsch, et al., 2015).
Second, it also allows users to estimate cell type proportions using existing algorithms
(Houseman et al., 2012) making use of flow-sorted reference datasets currently available
from whole blood, cord blood and prefrontal cortex assayed on the 450k array (Reinius
et al., 2012; Bakulski et al., 2016; Guintivano, Aryee, and Kaminsky, 2013). Finally, this
also allows the prediction of A/B compartments for estimating the open/closed state of
the chromatin using the methodology described in Fortin and Hansen (2015).

Single sample normalization with ssNoob
Single sample normalization is of great potential benefit to users, particularly for analyzing large datasets which arrive in batches, because data can be processed separately
and independently of the previously processed data. Of particular interest are single
sample normalization methods which perform comparable to methods that pool information across multiple samples (McCall, Bolstad, and Irizarry, 2010; Piccolo, Sun, et al.,
2012; Piccolo, Withers, et al., 2013). We note that single-sample processing does not remove the need for proper experimental design (Birney, Smith, and Greally, 2016) and,
where appropriate, batch effect correction methods such as ComBat (Johnson, Li, and
Rabinovic, 2007), SVA (Leek and Storey, 2007; Leek and Storey, 2008) and RUVm (Maksimovic, Gagnon-Bartsch, et al., 2015), especially for large or multi-center studies. If the
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incrementally processed results are directly comparable to batch-processed results from
large studies (such as the Cancer Genome Atlas project, or TCGA), the benefits of single
sample processing are magnified.
We determined that the Noob method (Triche et al., 2013), which combines both background correction and dye bias equalization, behaves as a single sample normalization
method for Beta values: the Beta values computed after Noob normalization are the same
whether samples are processed individually or in a group (see below for a proof). This is
not currently the case for the methylated and unmethylated probe intensities themselves.
Therefore, we updated the Noob algorithm to remove the need for a reference sample,
thereby creating a full single sample normalization method with excellent performance.
We emphasize that this change to the Noob method does not affect the resulting Beta values, and ssNoob-processed arrays are directly comparable to Level 3 TCGA methylation
array data, as the latter were processed with the reference-based Noob algorithm. The
new version of Noob is now the default from minfi version 1.19.10.
For single sample preprocessing, we eliminated the use of a reference sample r in correcting the dye bias ratio RU M estimated from normalization controls (c AT for U, cGC for M).
Previously (Triche et al., 2013), we computed the corrected βeij at probe j in sample i as
e ij
M

βeij =

e ij + U
e ij
M

where the corrected methylated and unmethylated intensities are estimated as
e ij =
M
with
Iref =

Mij Iref
,
cd
GCi

cd
GCr + cd
ATr
,
2

e ij =
U

Uij Iref
cd
ATi

r = arg min
r

cd
GCr
−1 .
cd
ATr

Here the methylated Mij and unmethylated intensities Uij are background corrected as
described in Triche et al. (2013), and cd
GCi , cd
ATi are the averages of the normalization controls on array i. We note that background correction is a single sample procedure.
Note that, since the reference normalization control intensity Iref vanishes when we cone ij and U
e ij into βeij , it has no impact on the corrected Beta values. We
vert the corrected M
address the dye bias in Type II probes by correcting Uij as
e ij =
U

Uij
,
RUMi

RUMi =

recovering the dye bias corrected Beta values as
β ij =

Mij
e ij
Mij + U
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The resulting β ij is identical to reference-based βeij , and accuracy of detection p-values
(based on intensities) may also benefit from the reduced manipulation of raw intensities.

Background correction & dye bias correction reduce technical variation
We assessed how the different preprocessing methods available in minfi perform at reducing technical variation among three technical replicates of the cell line GM12878, bundled in the minfiDataEPIC package. The different methods are: preprocessing as Illumina, SWAN normalization (Maksimovic, Gordon, and Oshlack, 2012), stratified quantile
normalization as discussed in Touleimat and Tost (2012) and Aryee et al. (2014), singlesample noob background correction followed by dye bias correction (Triche et al., 2013),
and functional normalization (Fortin, Labbe, et al., 2014). We also compare those methods
to no normalization.
To assess technical variation, we calculated the variance of the Beta values across the
the 3 technical replicates at each CpG, stratified by probe design type. Boxplots of the
distribution of these variances are shown in Figure 1. The results follow the patterns
that we have reported previously (Fortin, Labbe, et al., 2014), and show that the EPIC
array behaves similarly to the 450k array on this assessment. This result is limited by the
following: (1) it is based on only 3 technical replicates of a single sample and (2) technical
variability is a poor proxy for performance, as we have shown previously (Fortin, Labbe,
et al., 2014). To expand on the second point, we have shown previously that methods
which best reduce technical variation are not the best at achieving replication between
different datasets, where the latter is arguably of far greater importance.

Background correction & dye bias correction improve sample classification across array types
Above, we describe how to combine data from the EPIC and 450k array into a virtual
array that contains only common probes or CpG loci. This implies discarding probes or
CpG loci only measured on one of the array types. It might be of interest for researchers
to normalize the two array types without discarding these probes or CpG loci. Most
normalization procedures for the 450k array modify the marginal distributions of each
sample by estimating a global trend across all samples. For such procedures, it can have
unfortunate results if different subsets of the data are normalized separately. We therefore
expected that separate normalization of EPIC data and 450k data might lead to reduced
performance.
To examine this question, we used the three technical replicates of the GM12878 cell line
assayed on the EPIC array, and compared them to a set of 450k arrays we combined
from publicly available data (Table 2). This set consists of 261 lymphoblastoid cell lines
6
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(LCLs), the same cell type as GM12878, and 78 other samples. The 78 other samples have
a selection of 20 peripheral blood mononuclear (PBMC) samples as well as 58 samples
from ENCODE.
First we assessed the performance of the different normalization methods, when the data
was combined at the probe level into a virtual array and subsequently normalized together. As performance measure, we computed the median distance between the data
from the EPIC array and all of the 450k data. A useful normalization strategy will result in the LCLs drawing closer to each other while moving further from the other cell
types. We used the distance as a metric for predicting whether or not a 450k sample is an
LCL sample, and displayed prediction performance as an ROC curve (Figure 2a). While
all methods predict well, this shows that ssNoob, functional normalization and quantile
normalization achieved perfect prediction performance. To investigate whether or not
the methods can separate the PBMC samples from the ENCODE samples, we plotted the
sorted values of the distance between the EPIC data and the 450k samples (Figure 3), and
in Figure 5, we show the median distance between the ENCODE GM12878 cell line assayed on the 450k platform and the EPIC arrays (full dots). ssNoob performs the best,
followed by functional normalization and quantile normalization. These assessments
broadly mirror existing literature (Fortin, Labbe, et al., 2014).
Next, we explored the effect of normalizing the 450k samples separately from the EPIC
samples followed by combining the data at the CpG loci level. We used the same assessments to investigate performance (Figures 2b, 4, and circle dots in Figure 5). The main
difference is that quantile normalization performs significantly worse. This is expected:
quantile normalization normalizes data to a common reference which is empirically determined. By separating the EPIC and 450k data, the reference distribution will differ
between the two datasets. Given the performance of ssNoob, together with the fact that
functional normalization might suffer from the same issue as quantile normalization, we
recommend ssNoob for separate normalization of EPIC and 450k arrays, if the goal is
to subsequently combine the data from the two arrays. We note that it may be possible
to extend functional normalization and quantile normalization to use targeted quantile
normalization and ensure that the reference is common across the two array types.

Estimation of cell-type composition for EPIC arrays
It has been shown that in epigenome-wide association studies (EWAS), celullar heterogeneity, that is different cell-type proportions across samples, can lead to spurious associations when confounded with the outcome of interest (Houseman et al., 2012; Jaffe
and Irizarry, 2014). Several methods have been proposed to estimate the cell-type proportions from a reference dataset that is made of sorted samples (Houseman et al., 2012;
Jaffe and Irizarry, 2014). Reference 450k array datasets exist for whole blood, cord blood
and prefontal cortex (Reinius et al., 2012; Bakulski et al., 2016; Guintivano, Aryee, and
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Kaminsky, 2013) and have been made available via the Bioconductor packages “FlowSorted.Blood.450k”, “FlowSorted.CordBlood.450k” and “FlowSorted.DLPFC.450k”, respectively.
The function estimateCellCounts in minfi allows users to estimate the cell-type proportions in their dataset using the reference datasets listed above. To take advantage of
the existing 450k datasets for the cell-type composition estimation in EPIC arrays, we
adapted the estimateCellCounts to the EPIC array. Briefly, if an EPIC array dataset
is provided, it is first converted to a 450k dataset by removing probes that differ between
the two arrays, and then combined with the reference 450k dataset by considering only
probes in common. This results in a virtual 450k array dataset that contains 7% less probes
than an common 450k dataset.
In order the evaluate how removing 7% of probes from the 450k platform impacts the
cell-type composition estimation, we estimated the cell-type proportions for the 20 PBMC
samples from the 450k-Esteller dataset, before and after removing the probes that differ
between the 450k and EPIC arrays. We estimated the proportions for the cell types CD8T,
CD4T, NK, BCell, Mono and Gran using the package FlowSorted.Blood.450k as a
reference dataset. Both the reference dataset and the 450k-Esteller dataset were normalized together using quantile normalization. We note that other choices of normalization
can be applied as well. This yielded very good results; for each cell type, the correlation of the cell type proportions between the full dataset and the probe-reduced dataset
is higher than 0.99, with a negligible average difference of 0.001 between the two sets of
proportions.

Discussion
We have described our work to support EPIC and 27k arrays in the widely used minfi
package. Our primary contribution has been to develop software which easily handles
and combines data from the different arrays. We also evaluated standard normalization
procedures and shown that they perform as expected for the EPIC array, based on the
literature on the 450k array. And finally, we have modified the noob method to be a true
single sample normalization method.
By combining data from the EPIC and the 450k array at the probe level, we have made
it possible to jointly process data from the two platforms together, using state of the art
methods. In addition, it allows users to estimate cell type proportions for samples assayed
on the EPIC array using reference datasets measured on the 450k array.
For normalization, we conclude that the single sample noob method is superior for joint
analysis of EPIC and 450k data, followed by functional normalization and quantile normalization. We show that care We show that care must be taken if the two array types are
normalized separately and later combined.
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Our evaluation of different normalization procedures is limited by the fact that the available EPIC data is 3 technical replicates of an lymphoblastoid cell line. Forthcoming studies with biological specimens, where material from each subject was run on each generation of Infinium array, will provide a basis to evaluate the generality of our findings.
However, we stress that our results fit expectations based on our general understanding
of normalization procedures, and we therefore expect these results to hold under further
evaluations.

Methods
Data
Data sources used in this paper are listed in Table 2.
Table 2. Methylation datasets.
Dataset

Cell type

n

Type Replicates

Platform

Accession

Reference

EPIC-LCL

LCL (GM12878)

3

Technical

EPIC

-

Illumina website, also available in
minfiDataEPIC (Fortin and Hansen, 2016)

450k-Esteller

PBMC
LCL

20
256

Biological
Biological

450k
450k

GSE36369
GSE36369

Heyn et al. (2013)
Heyn et al. (2013)

450k-ENCODE

LCL (GM12878)
LCL (Others)
Others

1
4
58

Biological
Biological

450k
450k
450k

GSE40699
GSE40699
GSE40699

ENCODE Project Consortium (2004)
ENCODE Project Consortium (2004)
ENCODE Project Consortium (2004)

Normalization Assessment
Normalization on separate arrays. For each normalization method, we normalized the
EPIC and 450k data separately. We then combined the two normalized array datasets
at the CpG level, resulting in a matrix of Beta values BSep with 453,093 rows and 342
columns (loci only measured on the EPIC was discarded for our assessment).
Normalization on virtual array. We combined the unnormalized EPIC and 450k data at
the probe level to create a virtual array. We then normalized the data jointly by applying
each normalization method to the combined virtual array, resulting in a matrix of Beta
values BComb with 453,093 rows and 342 columns.
Median distance of the 450k samples relative to the EPIC array. For both BSep and
BComb , we compute the average methylation Beta value profile of the GM12878 cell line
assayed on the EPIC array by taking the mean of the three technical replicates, resulting
Sep
Comb . For each normalized 450k sample BSep
in the two vectors of Beta values BEPIC and BEPIC
i
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Sep

and BiComb , we calculate the median distances mi
array as follows:
Sep

mi

Sep

and mComb
with respect to the EPIC
i
Sep 2

= median[( BEPIC − Bi

) ]

Comb
mComb
= median[( BEPIC
− BiComb )2 ].
i
Sep

The median distance values mi and mComb
quantify the similarity of each 450k sample
i
with respect to the cell line GM12878 sample assayed on the EPIC array. We present the
Sep
ordered values mi and mComb
in Figures 4 and 3 respectively. These barplots are colored
i
by tissue type.
For each normalization method, we use the median distances as predictor of cell type
(LCL or not LCL) for the 450k samples, and use an ROC curve to summarize the specificity and sensitivity of each normalization method (Figure 2).
Software
The results in this manuscript were produced using minfi version 1.19.10, minfiDataEPIC
version 0.99.3, IlluminaHumanMethylationEPICmanifest version 0.3.0, and IlluminaHumanMethylationEPICanno.ilm10b2.hg19 version 0.3.0. Scripts describing our reproducible
analysis are available at https://github.com/hansenlab/EPIC450k_repro.
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Figure 1. Variances between 3 technical replicates assayed on the EPIC array. Data was
normalized using various normalization methods and a variance across the three
technical replicates was computed for each methylation loci. We show the distribution of
these variances.
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Figure 2. Normalization assessment using ROC curves. The median distance between
LCLs measured on the EPIC array and a number of different samples measured using
the 450k array was used to predict whether a 450k sample was a LCL or not. Displayed
is an ROC curve showing the performance of the predictor. (a) EPIC and 450k samples
were combined into a virtual array and then subsequently normalized together. (b) EPIC
and 450k samples were normalized separately and then subsequently combined at the
methylation loci level.
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Figure 3. Median distance to EPIC array for normalization on combined virtual array.
The median distance between LCLs measured on the EPIC array and a number of
different samples measured using the 450k array. LCL samples are depicted in grey (261
in total), PBMC samples are depicted in blue (20 samples) and measurements of various
ENCODE cell lines are depicted in blue (58 samples). All samples (both EPIC and 450k)
were combined into a virtual array prior to normalization.
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Figure 4. Median distance between 450k samples and the average EPIC array sample
for normalization on separate arrays. As Figure 3, but EPIC and 450k data were
normalized separately and subsequently combined.
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Figure 5. Median distance between the 450k ENCODE GM12878 sample and the
average EPIC array sample for different normalizations. The full dots represent the
median distances for data normalized after the creation of a virtual array, while the
circles represent the median distances when the EPIC and 450k data are normalized
separately and subsequently combined.
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