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Concurrent Whole-Genome Haplotyping
and Copy-Number Profiling of Single Cells

Masoud Zamani Esteki,! Eftychia Dimitriadou,! Ligia Mateiu,! Cindy Melotte,! Niels Van der Aa,!
Parveen Kumar,! Rakhi Das,! Koen Theunis,! Jiqiu Cheng,.2 Eric Legius,! Yves Moreau,2

Sophie Debrock,?> Thomas D’Hooghe, Pieter Verdyck,* Martine De Rycke,> Karen Sermon,>
Joris R. Vermeesch,'.* and Thierry Voet!.6*

Methods for haplotyping and DNA copy-number typing of single cells are paramount for studying genomic heterogeneity and enabling
genetic diagnosis. Before analyzing the DNA of a single cell by microarray or next-generation sequencing, a whole-genome amplification
(WGA) process is required, but it substantially distorts the frequency and composition of the cell’s alleles. As a consequence, haplotyping
methods suffer from error-prone discrete SNP genotypes (AA, AB, BB) and DNA copy-number profiling remains difficult because true
DNA copy-number aberrations have to be discriminated from WGA artifacts. Here, we developed a single-cell genome analysis method
that reconstructs genome-wide haplotype architectures as well as the copy-number and segregational origin of those haplotypes by
employing phased parental genotypes and deciphering WGA-distorted SNP B-allele fractions via a process we coin haplarithmisis.
We demonstrate that the method can be applied as a generic method for preimplantation genetic diagnosis on single cells biopsied
from human embryos, enabling diagnosis of disease alleles genome wide as well as numerical and structural chromosomal anomalies.

Moreover, meiotic segregation errors can be distinguished from mitotic ones.

Introduction

During meiosis, homologous recombination creates novel
combinations of parental alleles, resulting in genetic diver-
sity in the offspring and acting as a driving force in
evolution.' As a result, each zygote has a unique genetic
constitution. In order to study and identify homologous
recombination in a genome as well as to track the trans-
mission of disease alleles in a conceptus, it is imperative
to haplotype,” i.e., assign genetic variants to one or both
homologous chromosomes. Furthermore, numerical and
structural chromosome anomalies can occur during game-
togenesis and are common in human embryogenesis,**
but the nature, mechanism, and consequence of this
chromosome instability still remain largely elusive.” As
such, there is a huge interest in the analysis of both haplo-
types and DNA copy number of human single cells,
particularly human gametes, zygotes, and blastomeres of
embryos.”®'” In turn, this knowledge can be applied in
the clinic to avoid the transmission of genetic disorders
and to improve the success of in vitro fertilization (IVF).
Although genotyping of haploid cells, like spermatozoa,
produces a direct readout of the haplotype,® reconstruct-
ing the haplotype of a diploid cell has proven to be more
challenging. Microfluidic separation of intact homolo-
gous chromosomes from a single cell and subsequent
genotyping of chromosome-specific amplification prod-
ucts requires metaphase cells, which makes the technology
inapplicable to a majority of primary diploid cells.'" Alter-

natively, methods for family-based haplotyping of diploid
cells are available, but these traditionally rely on discrete
SNP-genotype calls (AA, AB, BB),'? which are prone to
error. This is because the underlying copy-number state
of the SNP is ignored and because the abundant WGA arti-
facts in single-cell assays produce false homozygous and
heterozygous SNP calls.'*'*

Various methods for DNA copy-number profiling of
single cells have been developed and rely on transforming
probe intensities of microarrays®'*'>"!” or next-genera-
tion sequence read counts'®?' into DNA copy numbers.
However, it remains challenging to sift genuine copy-
number changes from potential WGA artifacts in single
cells.”*** Whereas deletions can be confirmed by loss of
heterozygosity across SNPs over a longer distance,'”
discrete SNP-genotype calls nor regular SNP B-allele frac-
tions can effectively validate duplications in single
cells.”® Additionally, resolving the mitotic and meiotic
origin as well as the parental origin of DNA anomalies in
single cells, or determining the ploidy of the cell, is not
straightforward.'”**

Although in theory the analysis of SNP B-allele fractions
(BAFs)—i.e., the frequency with which a SNP variant allele
occurs in the dataset of a DNA sample—should enable the
determination of haplotypes and their underlying copy-
number state, this has remained impossible at the single-
cell level because single-cell analyses require WGA, a
process known to introduce (stochastic) allelic distortions
due to amplification artifacts.”>?* This poses daunting
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challenges for decrypting biologically meaningful infor-
mation from SNP BAF data scrambled by technical noise.

Here, we developed a method that determines haplo-
types as well as the copy number and segregational origin
of those haplotypes across the genome of a single cell via a
process we termed haplarithmisis (Greek for haplotype
numbering). This latter process deciphers SNP B-allele
fractions of single cells and is integrated in a broader
computational workflow for single-cell haplotyping and
imputation of linked disease variants (siCHILD) contain-
ing several modules for single-cell SNP data analysis. We
apply this method to individual lymphocytes as well
as blastomeres derived from human IVF embryos and
demonstrate the determination of haplotypes carrying dis-
ease alleles in single-cell genomes. In addition, the method
advances and facilitates the detection of genuine DNA
copy-number changes in single cells, and also reveales
their parental and mechanistic origin.

Material and Methods

siCHILD

siCHILD is a computational workflow (Figure S1) for single-cell
genome-wide haplotyping and copy-number typing of the haplo-
types in a cell, allowing the determination of the inheritance of
linked disease variants as well as the detection of the parental
and mitotic/meiotic origin of haplotype anomalies in the cell. It
consists of five modules, which are further detailed below, and
uses as input discrete genotype calls (AA, AB, BB), B-allele fre-
quencies, and logR values of SNPs along with phased parental
SNP genotypes. siCHILD is developed in R.

Module 1: Quality Control of Single-Cell SNP Data

To identify cells with substandard WGA, we perform quality
control (QC) on the single-cell discrete SNP genotypes and logR
values. After hybridization of single-cell WGA products on
Illumina SNP arrays, discrete SNP genotypes are determined with
GenCall (see below). Furthermore, for a particular SNP, the
logR is the base 2 logarithm of the summed normalized SNP
probe intensity values observed for each allele in the sample
versus the expected summed intensity values derived from a set
of normal samples (e.g., for a single cell the logR of a SNP is
10gR = 10g> (Ryingle celt/Rexpectea))->> These logR values are exported
from GenomeStudio (Illumina).

Discrete SNP genotypes of single cells are first investigated for
rates of NoCall, allele-drop-out (ADO), and allele-drop-in (ADI)
by using the parental genotypes, which are derived from DNA
samples extracted from millions of white blood cells. For instance,
for a SNP with paternal AA and maternal BB genotypes, a cell of a
conceptus is an obligate heterozygote AB; thus, detecting an AA or
BB genotype for this SNP in the cell represents an ADO event.
Similarly, the detection of an AB genotype in a cell of a conceptus
for a SNP with paternal AA and maternal AA genotypes denotes an
ADI event. These events are quantified via the formulas specified
in Table S1.

However, such Mendelian errors in SNP genotypes might not
only reflect the quality of WGA or putative contamination of
the sample with exogenous DNA, but might also reveal chromo-
somal DNA copy-number and copy-neutral anomalies present in
the cell, e.g.,, ADO across a full chromosome might indicate a

monosomy or a uniparental isodisomy, and NoCall across a full
chromosome might indicate a nullisomy. Hence, to evaluate
single-cell SNP genotypes for ADO, ADI, and NoCall events and
their pattern of occurrences across the cell’s genome, (1) ADO,
AD], and NoCall events are visualized genome wide for inspection,
and (2) single-cell SNP genotypes are subjected to unsupervised
hierarchical clustering (R package pvclust), allowing us to further
evaluate kinship of cells as well as large-scale DNA copy-number
aberrations within cells on the basis of SNP genotypes. Substand-
ard single-cell SNP genotypes deposited on unexpected branches
of the cluster graph are excluded from further analysis.

Substandard WGA products might also demonstrate higher
standard deviations (SD) of the single-cell logR values genome
wide. However, higher standard deviation of logR values across
the genome might also result from acquired numerical aberrations
of chromosomes in the cell, due to chromosome instability of the
cell type. To distinguish among both possibilities, we first deter-
mined the SD in logR per chromosome and subsequently summed
these chromosome-specific SDs per cell to a single cumulative
standard deviation (CSD) value per cell. For QC filtering, a mixture
model of two normal distributions was fitted to the bimodal den-
sity function of the single-cell CSD values across all cells. Cells
within 90% of the main low CSD distribution were retained for
further analysis.

Module 2: Single-Cell Haplarithmisis
Haplarithmisis uses single-cell SNP BAFs and phased parental ge-
notypes to determine genome-wide haplotypes, the copy-number
state of the haplotypes, as well as the parental and segregational
origin of putative haplotype anomalies in the cell.
Haplarithmisis applies the following eight steps. (1) The
parental genotypes are phased via an available SNP genotype
derived from a close relative. In this study, we applied either grand-
parents (option 1) or a sibling (option 2). We applied both options
for families that underwent preimplantation genetic diagnosis
(PGD). Specifically, for families PGD002, PGD004, PGDO0O0S,
PGDO006, PGDO008, PGDO012, PGDO018, and PGDO020, an affected
sibling’s genotype was used as a seed for parental genotype
phasing, and in families PGD014, PGD016, and PGD022, a grand-
parental genotype was applied. For family PGD021, genotypes of
both the affected sibling and the paternal grandparents were avail-
able as seeds for parental genotype phasing. (2) The informative
SNP loci are identified. A SNP locus is defined informative when
one parent is heterozygous and the other parent is homozygous
for this SNP. (3) The informative SNPs are categorized as paternal
or maternal. An informative SNP is defined “paternal” when the
father’s genotype is heterozygous and the mother’s genotype is
homozygous. Similarly, an informative SNP is defined “maternal”
when the mother’s SNP genotype is heterozygous and the father’s
SNP genotype is homozygous. (4) These maternal and paternal
informative SNP loci are subcategorized on the basis of phased
parental SNP genotype combinations (Figure 1). If the father’s
SNP genotype is AB and the mother’s SNP genotype is AA, or if
the father’s SNP genotype is BA and the mother’s SNP genotype
is BB, these SNP loci are labeled “P1” in the paternal informative
SNP category. If the father’s SNP genotype is AB and the mother’s
SNP genotype is BB, or if the father’s SNP genotype is BA and the
mother’s SNP genotype is AA, these SNP loci are labeled “P2” in the
paternal informative SNP category. In the maternal informative
SNP category, SNP loci are labeled “M1” and “M2"” according to
similar rules. (5) The SNP BAF values of the single cell are distrib-
uted into a paternal or maternal category according to the infor-
mative parental SNP genotypes defined in step 3, and further
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Figure 1. The Principles of Haplarithmisis

The sequence of actions applied for deciphering haplotypes and concomitantly copy number, parent-of-origin, and segregational origin
information from single-cell SNP BAF values. The figure illustrates how maternal and paternal haplarithm plots arise for a cell that
contains a normal disomy with one homologous recombination on each inherited chromosome. Parental homologs 1 and 2 (H1 and
H2, respectively) are defined on the basis of their phased genotype. Pairwise breakpoints in the segmented M1 and M2 single-cell
SNP BAF values pinpoint maternal homologous recombination sites, likewise for P1 and P2 in the paternal haplarithm plot. Additionally,
the positioning of M1-M2 and P1-P2 segments is expected to be at 0, 0.5, or 1 on the y axis for a disomic copy number.

into four parental subcategories (P1, P2, M1, M2) according to the
informative phased parental SNP genotypes defined in step 4.
Hence, paternally informative single-cell BAF values are derived
from those SNPs belonging to subcategories P1 and P2, and mater-
nally informative single-cell BAF values are derived from those
SNPs belonging to subcategories M1 and M2. The phased parental
genotypes that define single-cell SNP BAF values in P1 and P2 have
been specified such that when the cell inherits homolog 1 (H1) of
the father (and either H1 or H2 of the mother), P1 SNP BAFs have
values of either O or 1 (corresponding to homozygous AA and BB
genotypes in the cell, respectively) and P2 SNP BAFs have a value
of 0.5 (corresponding to heterozygous genotypes in the cell). In
contrast, when the cell inherits homolog 2 (H2) of the father
(and either H1 or H2 of the mother), P1 SNP BAFs have a value
of 0.5 (corresponding to heterozygous genotypes in the cell) and
P2 SNP BAFs have a value of either O or 1 (corresponding to homo-
zygous AA and BB genotypes in the cell, respectively). A similar
rationale applies to single-cell SNP BAFs in the M1 and M2 subcat-

egories. Note that the parental H1 and H2 are defined on the basis
of their phased genotype (Figure 1). (6) The single-cell BAF values
are subsequently mirrored around the 0.5 axis for those SNPs
where either parent has a heterozygous SNP call BA after phasing.
Therefore, if the cell inherited H1 of the father (and either H1 or
H2 of the mother), P1 SNP BAFs will now have a value of 0 and
P2 SNP BAFs will continue to have a value of 0.5. In contrast,
when the cell inherited H2 of the father (and either H1 or H2 of
the mother), P1 SNP BAFs will have a value of 0.5, but P2 SNP
BAFs will now have a value of 1. A similar rationale applies to
single-cell SNP BAFs in the M1 and M2 subcategories. (7) Subse-
quently, per subcategory (P1, P2, M1, M2), these single-cell BAF
values for consecutive SNPs in the genome are segmented by
piecewise constant fitting (PCF, using a penalty parameter gamma
set to 10 in this study®®). The resulting segments define the blocks
of SNP alleles, derived from paternal H1 and H2 or from maternal
H1 and H2, that co-occur on the same inherited chromosome, or
in other words the haplotype blocks. Indeed, the loci where P1 and
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P2 SNP BAF segments jump from values O and 0.5 to values of 0.5
and 1, respectively, represent the sites of homologous recombina-
tion between the paternal H1 and H2 (Figure 1). A similar rationale
applies to M1 and M2 SNP BAF segments. (8) These segments and
the underlying processed SNP BAF values are visualized into two
separate “haplarithm” plots, one for each parental chromosome.
In the paternal haplarithm plot, segmented P1 and P2 profiles
are depicted in blue and red, respectively. Similarly, segmented
M1 and M2 are shown in blue and red, respectively, in the
maternal haplarithm plot. These plots, containing segmented
P1, P2, M1, and M2 patterns, reveal not only the parental
haplotypes and the sites of homologous recombination, but also
haplotype imbalances in single cells along with their parental
and mechanistic origin (Figures 1 and 2). Indeed, when the cell
has acquired, for example, a duplication of a paternal H1 segment,
P1 SNP BAFs have an expected value of 0 and P2 SNP BAF values
have an expected value of ~0.33 across the duplication in the
cell. In contrast, for the same duplication in the cell, M1 and M2
SNP BAFs have expected values of 0 and ~0.67 when maternal
H1 was inherited by the cell, or values of ~0.33 and 1 when
maternal H2 was inherited by the cell, respectively. Hence, haplar-
ithmisis has two inherent attractive features: (1) parity within each
parental haplarithm profile, i.e., the length of P1 and P2 segments
should be approximately equal whereby their breakpoints delin-
eate paternal homologous recombination sites (similarly for M1
and M2 segments), and (2) reciprocity between parental profiles,
i.e., the differences between P1 and P2 SNP BAF values (dp,) after
segmentation as well as the differences between M1 and M2 SNP
BAF values (dy,) after segmentation are in a reciprocal manner
characteristic for specific copy-number anomalies of a haplotype
(dpat = ~0.33 and dyar = ~0.67 in the example of the duplication
of a paternal H1 segment). Haplarithmisis can also reveal numer-
ical chromosome anomalies that are meiotic in nature. For
instance, when a cell inherited both paternal H1 and H2 (along
with either maternal H1 or H2), then P1 SNP BAFs have an ex-
pected value of ~0.33 and P2 SNP BAFs have an expected value
of ~0.67 across the region where both paternal and one maternal
homologs are present in the cell.
Module 3: Single-Cell Haplotyping via Discrete SNP Genotype Calls
For genome-wide haplotype reconstruction of a single cell via
discrete SNP genotypes, the genotypes of both parents as well as
that of a close relative (e.g., a sibling or the grandparents) are
required. In the current workflow two options are considered: (1)
if grandparental DNA samples are available, their SNP genotypes
will be used to phase the parental genotypes and subsequently
the cell’s genotype is haplotyped by applying phasing rules on
informative SNPs; (2) if DNA of a sibling is available, his or her
SNP genotype will be applied to phase the parental SNP genotypes
and subsequently the haplotypes of the single-cell SNP genotypes
are determined by applying phasing rules on informative SNPs.
Because of allelic amplification bias and errors (e.g., ADO and
ADI) after WGA, as well as the error-prone interpretation of SNP
probe intensities by genotyping algorithms (e.g., Figure S4), indi-
vidual SNP genotypes and thus SNP haplotype calls within a cell
contain errors. To remove these random artifacts and to determine
the SNP haplotype blocks within a cell, we designed a 1D median
filter (1D-MF) that walks across the raw single-cell haplotypes for
the informative SNPs genome wide and considers the raw haplo-
type state from multiple informative SNPs in a variable window
(Wy, see below). Because 1D median filters preserve edges while
removing noise,”’ > the locations of the homologous recombina-
tion sites in the reconstructed haplotypes of the cell are preserved.

The 1D median filter window (W}) for each chromosome “k” is
defined as:

nPMjy
Wi = d X W
« = Toun (nPM1> 1,

where Wy represents a chromosome k-specific window. Wj is the
window specific for chromosome 1, containing 22 informative
single-nucleotide polymorphic markers. nPM; is the total amount
of informative single-nucleotide polymorphic markers for chro-
mosome k (nPM; is the total amount of informative SNPs for
chromosome 1), and the division (nPM,/nPM,) is rounded to the
nearest integer value.

Subsequently, the algorithm compares the single-cell haplotype
blocks resulting from the 1D median filter with the raw SNP
haplotypes of the cell and determines whether the majority of
the SNPs (>60%) in the raw SNP haplotypes are assigned to the
same allele as in the 1D-MF SNP-haplotype block. Otherwise the
haplotype block from the 1D median filter is penalized and will
not be deduced.

Using single-cell haplotyping, the inheritance of Mendelian dis-
ease variants linked with neighboring SNPs in a haplotype can be
inferred for a single blastomere biopsied from an embryo. When
the SNPs of the parents are phased using a sibling’s genotype
(see option 2 above), the haplotypes of the blastomere must be
compared with the sibling’s haplotypes, and the sibling’s pheno-
type must be taken into account along with the mode of inheri-
tance of the Mendelian disorder (autosomal dominant, autosomal
recessive, X-linked recessive) to infer the inheritance of the
Mendelian disease variant(s). For instance, if the father and a sib-
ling are affected with an autosomal-dominant disorder due to a
mutation in a gene at a particular locus, and if the blastomere of
an embryo—derived of the same couple—is detected to carry the
same paternal haplotype as the affected sibling on that locus,
the embryo inherited the causal disease variant.

For inferring the inheritance of disease variants in blastomeres
of human embryos, we interpreted 1D-MF-derived haplotypes of
single cells and visually confirmed the call as well as the diploid
nature of the locus (see below) with haplarithm profiles.

Module 4: Supervised Copy-Number Typing of Single-Cell Haplotypes by
Integrating SNP logR Values with Haplarithmisis

In this module, the SNP logR values are normalized for %GC-bias
and further to the disomic chromosomes identified via discrete
SNP calls as well as SNP haplarithm patterns. Finally, normalized
and segmented SNP logR values are interpreted via haplarithmisis
for the detection of copy-number aberrations.

Raw logR values from SNP arrays are exported from GenomeStu-
dio (Illumina) and are smoothed using a moving average (window
of ten SNPs). These averaged logR values are corrected for %GC-
bias by a loess-fit and the corrected 1ogR values are preliminarily
normalized toward a trimmed mean of the likely normal disomic
chromosomes determined by parental scores. The latter are deter-
mined on the basis of parent-of-origin values for SNPs as defined
by the rules provided in Table S2, as described previously.”* In
brief, if for a SNP the father and the mother are respectively
“AA” and “BB,” the genotype of a conceptus is expected to be
“AB.” However, if “BB” is observed, this can indicate either allelic
drop out of the paternal allele, preferential amplification of the
maternal allele, a true deletion of the paternal allele, or a true
amplification of the maternal allele. This SNP locus then receives
a maternal score of 1 and a paternal score of O, representing the
presence of only the maternal allele. All considered scenarios are
provided in Table S2. Whereas WGA produces artifacts randomly,
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Figure 2. Unique Haplarithm Patterns for Different Chromosomal Anomalies

The segmented M1 and M2 single-cell BAF values, as well as the distance between M1 and M2 values, changes according to the copy-
number anomaly, the affected parental allele, and the meiotic I (MI), meiotic II (MII), or mitotic origin of the anomaly. Pairwise
P1-P2 and M1-M2 breakpoints in the haplarithm profiles delineate sites of homologous recombination (i.e., the parity feature of
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leading to occasional aberrant parental scores for SNPs (Figures
SSA and S5B), true copy-number aberrations are expected to
produce aberrant paternal or maternal scores consistently over
many consecutive SNPs located within the anomaly.>* We applied
this principle to identify chromosomes that are probably disomic.
Paternal and maternal scores, PSy and MSy, respectively, are
computed for each chromosome k:

Pe;
ps, = =
2kj

M,

Ms, — =M
Z,‘Sk-i

where Py; and M;; represent the paternal and maternal parent-
of-origin value of a SNP j informative for parent-of-origin analysis
on chromosome k (Table S2), respectively, and S ; has a value of 1
for each SNP j on chromosome k that is informative for parent-of-
origin analysis (Table S2).** Subsequently, a parental relative ratio
for each chromosome k was computed:

Ps,

Pat, = — %

W = BS, + M
MS,

Mat, — ——2k

W = ps My

where Pat; and Mat, represent the paternal and maternal relative
ratios, respectively. These values were used for a preliminary
normalization of the logR.

To fine tune the normalization, these preliminary logR profiles
were integrated with haplarithm patterns, allowing a final selec-
tion of the disomic chromosomes to correct all %GC-corrected
logR values of a cell according to a trimmed mean of the logR
values of the selected disomic chromosomes for that cell. For
all cells, the list of selected disomic chromosomes is provided in
Table S3.

The normalized logR values were subsequently segmented by
PCF (gamma = 300 for single-cell samples and gamma = 50 for
multi-cell samples). To call DNA-copy-number aberrations, the
segmented logR values are integrated with haplarithmisis. For nul-
lisomic, monosomic, disomic, uniparental disomic, and trisomic
loci, typical haplarithm patterns are expected (Figures 2 and S2).
DNA gains and losses were scored when the segmented logR values
and the haplarithm patterns across the logR anomaly were concor-
dant. Aberrant logR values (logR < —0.3 or logR > 0.15) not
corroborated by a typical haplarithm pattern following visualiza-
tion were not scored as DNA gain or loss. Aberrations smaller
than 3 Mb were not considered with one exception. For PGD cases
where one of the partners carried a reciprocal translocation, copy-
number changes smaller than 3 Mb in single blastomeres of the
conceptus were called when the breakpoint-flanking haplotypes
on the chromosomes involved in the reciprocal translocation
corroborated the aberrant logR segment.

To determine the accuracy of copy-number profiling, we
computed the distances between (1) the a priori known t(1;16)
translocation breakpoint on chromosome 16 of family PGD004,

which was determined to base resolution using single-cell
paired-end sequencing and further validated by Sanger
sequencing,”’ and (2) the copy-number breakpoints—that result
from the unbalanced inheritance of the derivative chromosomes
of t(1;16)—detected in the single blastomeres after siCHILD
analysis of the SNP logR values.

Module 5: Visualization of the Data Resulting from Modules 1—4

The data from modules 1 to 4 are visualized with R for interpreta-
tion of the data.

Genotype Inference Derived from Haplarithm

Patterns

To infer discrete SNP genotypes from SNP haplarithm profiles, we
first transformed SNP haplarithm BAF segments to discrete SNP
haplotypes. To this end, we determined thresholds on segmented
P1 and M1 values as well as on segmented P2 and M2 values for
diploid chromosomes. These thresholds were determined by
fitting a mixture model of two normal distributions to the density
of the segmented P1 and M1 values, and similarly for the
segmented P2 and M2 values. The distributions near to 0 and 1
were further applied (named “zone0” and “zonel,” respectively)
to calculate the two thresholds—an upper threshold on zoneO
and a lower threshold on zonel—which include 99% of the data
in the “P1 and M1” and “P2 and M2” distributions, or zone0O
and zonel, respectively. Subsequently, these thresholds were
applied on the P1 and P2 segments in the paternal haplarithms
as well as on the M1 and M2 segments in the maternal haplar-
ithms. If the segmented P1 is within zone0O and the segmented
P2 is not in zonel, that genomic interval is assigned the paternal
H1 haplotype; however, if P2 is within zonel and P1 is not in
zoneO, that genomic interval is assigned the paternal H2 haplo-
type. A similar rationale holds for M1 and M2 to deduce maternal
discrete haplotypes. For subsequently inferring discrete SNP
genotypes of the cell, the parental H1 and H2 loci determined
for the cell were replaced with the respective phased parental
SNP genotypes.

Merlin-Based Haplotyping

To compare siCHILD with Merlin,>” we tested the most likely
pattern of gene flow (-best command line option) with or without
the “pedwipe command line option” to erase genotypes that are
flagged as problematic by Merlin’s “~error command line option.”
As a requirement of Merlin, every SNP requires a unique genetic
distance. To this end, sex-averaged SNP genetic distances extrapo-
lated from the deCODE map®' were used.

SNP Array Chemistries

The HumanCytoSNP-12v2.1 BeadChips (Illumina; GEO:
GPL13829) were performed in 3 days according to manufacturer’s
instructions using 200 ng of single-cell WGA-DNA (see below) or
non-amplified genomic DNA isolated from a large number of cells.
Subsequently, the [llumina SNP-typing protocol recommended by
the company was shortened to 24 hr as described'’” and used for
analyses of all samples. GeneChip Human Mapping 250K Nspl
arrays (Affymetrix; GEO: GPL3718) were performed in 4 days

haplarithmisis). Separately, the distance between P1 and P2 values (dp,:) changes in a reciprocal manner with the M1-M2 distance (dyat)
denoting copy number, parent-of-origin, and segregational origin of haplotypes (i.e., the reciprocity feature of haplarithmisis). Shown
are expected haplarithm patterns for a nullisomy (A), a maternal monosomy (B), a normal disomy (C), a maternal MI UPD (D), a
maternal MII UPD (E), a maternal mitotic UPD (F), a maternal MI trisomy (G), a maternal MII trisomy (H), a maternal mitotic trisomy
(I), a maternal mitotic trisomy with three identical chromosomes (J), and a balanced tetrasomy (K).
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according to the manufacturer’s instructions using 250 ng of
single-cell amplified DNA or non-amplified genomic DNA
extracted from multiple cells.

Optimization of Single-Cell Genotype Calling

Because single-cell WGA can affect reliable SNP genotyping of the
cell and because conventional haplotyping approaches rely on
accurate discrete SNP genotype calls, we tested a variety of algo-
rithms and related parameters for single-cell SNP genotyping.

Optimal parameters for in silico single-cell SNP typing were
identified by computing the call rates and concordances of single-
cell heterozygous and homozygous SNPs with the expected profile
determined from a matching multi-cell DNA-sample hybridized to
the same platform. For genotype calling of single-cell Illumina
HumanCytoSNP-12 BeadChip data, the signal intensities were
analyzed by either the GenoSNP** or the GenCall algorithm.
GenCall scores were varied from 0.05 to 0.95 to identify the
optimal threshold (= 0.75) and GenoSNP confidence cutoffs
were varied from 0.2 to 0.99 to identify the optimal cutoff
(= 0.75; see also Figures S4A and S4B). For SNP typing of single-
cell GeneChip Human Mapping 250K Nspl array data, we
analyzed the SNP probe intensities with (1) the dynamic model
algorithm®® embedded in the GeneChip Genotyping Analysis
Software (GTYPE) v.4.1 (Affymetrix) using a homozygous and
heterozygous SNP calling threshold of 0.12,"* (2) the BRLMM algo-
rithm of the Genotyping console 3.0.1 software (Affymetrix) using
a scoring threshold of 0.1, and (3) the Birdseed algorithm®* of the
APT-1.10.1 package (Affymetrix Power Tools) using the “birdseed”
and “birdseed-dev” options. BRLMM and Birdseed were performed
on a batch of 105 MDA-amplified single-cell DNA samples.
BRLMM has a Bayesian step in the Robust Linear Model with
Mahalanobis distance classifier (RLMM).**

Wilcoxon rank-sum tests were conducted to evaluate differences
in performance percentages between various combinations of the
WGA methods, SNP-typing chemistries, and SNP-typing algo-
rithms. All statistical and computational analyses were performed
in R and Matlab (Math Works).

EBV-Lymphoblastoid Cells

To establish the above methods, single cells of two Epstein-Barr
virus (EBV)-transformed lymphoblastoid cell lines from two indi-
viduals were isolated by mouth-controlled pipetting as described
previously.*® Of each individual’s EBV-transformed lymphoblas-
toid cell line, three single cells were isolated for multiple displace-
ment amplification (MDA) and three single cells for PCR-based
PicoPlex (Rubicon Genomics) whole-genome amplification (see
below). Lymphoblastoid cell lines were established by EBV trans-
formation of peripheral blood mononuclear cells. In brief, white
blood cells were isolated from fresh blood samples by centrifu-
gation using the ACCUSPIN System-Histopaque-1077 (Sigma-
Adrich). The cells were washed in saline solution (physiological
water) and grown in Dulbecco’s Modified Eagle Medium without
HEPES (Life Technologies) supplemented with 10% fetal bovine
serum (Life Technologies) in the presence of EBV supernatants
(acquired after growth of the virus in B95-8 cells) and 2 pg/ml
cyclosporin as an immunosuppressor.

Whole-Genome DNA Amplification of Single Cells

Multiple displacement amplification (MDA, Genomi Phi V2 kit
from GE Healthcare) was performed as described by Spits et al.*’
The PCR-based whole-genome amplification approach PicoPlex

(Rubicon Genomics) was performed according to manufacturer’s
instructions. Single-cell amplifications yielding less than 2 pg
DNA were not analyzed further.

Embryos and Blastomeres Derived from Couples
Opting for PGD

One or two single blastomeres were biopsied from 55 human
embryos after IVF and conventional preimplantation genetic diag-
nosis (PGD, see below) and were amplified with MDA. In Table S4,
a detailed overview of the embryos and cells in this study is given.
Couples burdened with (1) autosomal-dominant or -recessive
disorders, (2) X-linked disorders, (3) reciprocal translocations, or
(4) complex chromosomal rearrangement (CCR) participated in
the study. The result from the conventional PGD in the clinic
was used to demonstrate the accuracy of siCHILD as haplotyping
of separate blastomeres of the same embryos allowed inferring the
inheritance of disease alleles genome wide, and thus recapitulating
the conventional diagnosis.

Embryo Culture and Biopsy

Ovarian stimulation, oocyte retrieval, and in vitro fertilization
were performed as described.®® In brief, the embryos were
in vitro cultured (Life Global medium at the University Hospital
Leuven and Quinns Advantage Protein Plus Medium at the Uni-
versity Hospital Brussels). On days 2 and 3 after fertilization,
embryo development was evaluated for the number of blasto-
meres, the percentage of fragmentation, and the symmetry of
the blastomeres. All >6-cell stage embryos (Table S4) that had
less than 25% fragmentation on day 3 after fertilization were bio-
psied with a non-contact, 1.48 pm diode laser system (Fertilase;
MTG) coupled to an inverted microscope, after first being incu-
bated in Ca2+/Mg2+—free medium. One or two blastomeres were
gently aspirated from each embryo for the conventional FISH- or
PCR-based PGD. The embryos were immediately transferred to
fresh medium and the aspirated blastomeres were separately
washed twice with Ca**/Mg?>*-free medium.

Conventional FISH-Based PGD

Nuclei of blastomeres were fixed on Superfrost plus microscope
slides (LaboNord) with 0.01N HCI/0.1% Tween 20 solution as
described.* Finally, slides were washed in 1x phosphate-buffered
saline (PBS) for 5 min and dehydrated by sequential washing in
70%, 90%, and 100% ethanol. PGD was performed by FISH using
locus- and centromere-specific probes (for a list of probes, see Table
S4). The quality of the probe mixtures was tested on nuclei derived
from stimulated blood lymphocytes from the couple. Slide pre-
treatment, co-denaturation, hybridization, and post-hybridization
washing steps were performed as described.*® In brief, 1 ul of probe
mixture was applied to the slide, covered with a coverslip (10 mm
diameter), and sealed with rubber cement. Nuclei and probe were
denatured simultaneously on a hot plate at 75°C for 5 min. Hy-
bridization was allowed to take place overnight in a humid cham-
ber at 37°C. After hybridization, excess or non-specific bound
probe was removed by subsequent washes in 0.4x SSC/0.3%
Igepal CA-630 (Sigma Aldrich) (73°C for 2 min), 2x SSC/0.1%
Igepal CA-630 (room temperature [RT] for 1 min), and 2x SSC
(RT for 1 min) followed by dehydration through ethanol series.
After drying, the slides were mounted in Vectashield anti-fade
medium (Vector Laboratories) containing 2.5 ng/ml 4’,6-diami-
dino-2-phenylindole (DAPI; Boehringer Ingelheim GmbH). Nuclei
were examined with an Axioplan 2 microscope (Zeis NV).
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Conventional PCR-Based PGD

Tubing and lysis of single cells was carried out as described in
Spits et al.’>” The analysis of single blastomeres relied on one-
step multiplex PCR with the QIAGEN multiplex PCR kit in a final
reaction volume of 25 pl. STR markers for each multiplex are listed
in Table S4 and primer sequences and detailed PCR reaction
protocols are available at request. Indirect strategies used haplo-
typing results of at least one flanking informative microsatellite
marker on each side of the gene locus (specifically for PMP22
and FMRI in families PGD014 and PGDO022, respectively) whereas
direct strategies combined marker haplotyping with mutation
analysis. Fragment analysis of PCR products was done on an
ABI3730x] automated sequencer. For analysis of point mutations
(Hb S/C alleles and the RPS19 mutation in PGDO018), a direct strat-
egy was applied in which STR marker analysis was combined with
mutation detection by mini-sequencing.

Characterization of the Translocation t(1;16)(p36;p12)
Derivative Chromosomes

The translocation breakpoint of t(1;16)(p36;p12) was determined
by single-cell paired-end sequencing as described.”’ Unique
primers were designed on the 1p and 16p sequences on each
side of the estimated breakpoint for both derivative chromosomes
der(16) and der(1) (forward, 5'-CTTCCTAAATTAGTGTGTGGG
TGA-3' and reverse, 5'-TCCAGTCTTCTCAGGTCACG-3’; and for-
ward, 5-CCCGAGCTGTCTACTGAAGG-3' and reverse, 5'-ATTTC
GATGTTTTTGTGGTTTTCT-3/, respectively) and used to amplify
across the breakpoints on der(16) and der(1).”” A primer set prox-
imal to the breakpoint on der(16) was designed to be used as a
control PCR (forward, 5'-CGCATGCCTGACTTACAGAA-3' and
reverse, 5'-GACGGGGCACTATCTCATTT-3'). For PCR, a reaction
mix with a total volume of 25 pl was prepared, containing plat-
inum Taq polymerase (Invitrogen), 1.5 mM MgCl,, 200 uM of
dNTPs, and 0.25 uM primer. The following PCR program was
used: 94°C for 4 min, 30 cycles of 94°C for 30 s, 58°C for 30 s,
and 72°C for 1 min, and a final extension of 72°C for 7 min.
The PCR products were size separated on a 1% agarose gel.

PCR Validation for Family PGD016 Carrying a
Deletion Involving Exon 51 of DMD

Primers for SRY (forward, 5-AGCTCACCGCAGCAACGGGA-3’
and reverse, 5-TCTAGGTAGGTCTTTGTAGCC-3'), exon 51 of
DMD (forward, 5-AGGAAACTGCCATCTCCAAA-3' and reverse,
5'-CAAGGTCACCCACCATCAC-3'), and FVIII (forward, 5'-GTAC
TGGGAATGCACAGCCTA-3’ and reverse, 5'-TCAAATCCCACGTT
TTGGATA-3') were designed to amplify fragments specific for the
Y chromosome, the deleted DMD region on the X chromosome,
and a control region on the X chromosome, respectively. All
PCR reactions were performed as described above. The PCR prod-
ucts were size separated on a 2% agarose gel.

STR-Marker Analysis

To confirm the meiotic nature of trisomies, primers specific for
short tandem repeat (STR) polymorphic markers on chromosomes
13 (D13S1254 forward, 5’-AAATTACTTCATCTTGACGATAACA-3'
and reverse, 5'-CTATTGGGGACTGCAGAGAG-3'; D13S1241 for-
ward, 5'-ATAATTGTAATGGCCTTCC-3' and reverse, 5'-CTCCA
GTTGAGTTTGGACC-3') and 22 (D22S686 forward, 5'-TTGATTA
CAGAGTGGCTCTGG-3' and reverse, 5'-TAAGCCCTGTTAGCAC
CACT-3’) were designed. The reverse primers were 5-6-FAM
tagged. All PCR reactions were performed as described above.

The PCR products were size-separated on a 2% agarose gel, fol-
lowed by fragment size capillary sequencing on the ABI PRISM
3730 Genetic Analyzer (Applied Biosystems). The analysis of the
data was performed with the GeneMapper v.4.0 software (Applied
Biosystems).

Single-Cell Paired-End Library Preparation and
Sequencing

Single-cell MDA products from 19 blastomeres were sheared with
the Biorupter (Diagenode) to obtain the fragments ranging from
200 to 600 bp in size. Paired-end sequencing libraries were
prepared with TruSeq DNA LT Sample Preparation Kits (Illumina),
as described in the manufacturer’s protocol. Libraries were
sequenced 101 bases from both ends on Illumina HiSeq 2500
(15 single cells) and Illumina HiSeq 2000 (4 single cells) devices.
Sequencing-derived logR and BAF values were determined as
described®*#° (Table S5).

Other Statistical and Computational Analysis
To ensure 95% confidence that maximum 5% of siCHILD mea-
surements would produce a discrepant result in comparison with
a PCR- or FISH-based (PGD) assay on the same embryo, we applied
J. Hanley’s “Rule of Three” in statistics.*’

For circular genome-wide illustrations, we applied Circos.**

Ethical Approval

The study was approved by the local Ethical Committees of the
University Hospital Leuven and the University Hospital Brussels,
as well as the Federal Committee for Medical and Scientific
Research on embryos in vitro (ADV_040_UZ-KU Leuven). All cou-
ples signed the informed consent forms.

Results

Haplarithmisis, a Process that Converts Error-Prone
Single-Cell SNP BAF Values to Haplotypes and
Haplotype-Specific Copy-Number Information

The process of haplarithmisis (Material and Methods) is
outlined in Figure 1 using as an example a normal auto-
some in a single cell of a conceptus, whereby both the
paternally and maternally inherited homologs of this chro-
mosome underwent a single genetic crossover during
parental gametogenesis. In brief, the cell’s SNP BAF values
are first assigned to a paternal or maternal category and
further across four possible subcategories (M1 and M2 in
the maternal category; P1 and P2 in the paternal category)
on the basis of defined combinations of informative SNPs
in the phased genotypes of the parents (Figure 1). Subse-
quently, to cause the haplotype blocks of the cell, and
concomitantly the copy-number information of these
haplotype(s), to emerge, the single-cell SNP BAF values
are mirrored around the 0.5 axis for the phased parental
SNPs indicated in orange in Figure 1, which are then per
subcategory (M1, M2, P1, or P2) segmented and visualized
in parental haplarithm plots (Figure 1). The maternal
haplarithm depicts the segmented M1 and M2 SNP BAF
values of the cell, and the paternal haplarithm shows the
segmented P1 and P2 SNP BAF values (Figure 1). Detailed
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Figure 3. Whole-Genome Single-Cell Haplotyping

(A) Multi-cell and

single-cell haplotypes of a disomic chromosome using discrete SNP calls before and after siCHILD analysis.

(B) Multi-cell and single-cell haplotypes of the same chromosome using continuous SNP BAF values before and after siCHILD’s haplar-
ithmisis of the same samples. Histograms and density plots of the SNP BAF profiles before and after haplarithmisis are juxtaposed.

(legend continued on next page)
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Applying siCHILD on single blastomeres, we traced the inheritance of parental disease variants in human IVF embryos.
(A) In a PGD case subject segregating mutant HbS and HbC alleles underlying the autosomal-recessive sickle-cell anemia.
(B) In a PGD case subject with an X-linked Xp22.31 microdeletion recessive disorder.

rationalization of these different steps is provided in
Material and Methods.

In the haplarithm plots, pairwise breakpoints in the
segmented M1-M2 and P1-P2 single-cell SNP BAF values
pinpoint the sites of homologous recombination (Material
and Methods). Additionally, the positioning of M1-M2
and P1-P2 segments on the y axis (denoting the haplar-
ithm SNP BAF values), as well as the distance between
the M1-M2 and P1-P2 segments on the y axis, are charac-
teristic for the copy number of the parental haplotypes
in the cell, thereby revealing different natures of genetic
anomalies (Figure 2, Material and Methods). Importantly,
with the exception of monosomies, the haplarithm signa-
tures also allow tracing the alleles involved in genomic
anomalies back to meiotic I (MI), meiotic II (MII), or
mitotic segregation errors (Figures 2 and S2). How these
haplarithm signatures arise for a variety of genetic anoma-
lies—mitotic or meiotic in origin—in the cell is further
detailed illustratively in Figure S2.

Therefore, haplarithmisis has the capacity to leverage
and validate both (1) single-cell haplotypes computed
from discrete single-cell SNP genotype calls (Figures 3, 4,

and 5) as well as (2) DNA copy-number aberrations
computed from logR values of microarray or sequence
read depth signals (Figures 6 and 7). Below, we prove these
principles by single-cell SNP array analyses of human lym-
phocytes and blastomeres from human cleavage-stage
embryos and provide further validation by single-cell
sequencing.

Single-Cell Haplotyping Based on Discrete and
Continuous SNP Values

Considering that haplotyping from discrete SNP calls (AA,
AB, BB) is reliant on accurate genotype calls from the
sample, we next optimized SNP calling in single cells (Sup-
plemental Data). SNP arrays and genotyping algorithms are
designed to characterize bi-allelic SNPs having a balanced
1:1 allelic ratio in a DNA sample, but single-cell WGA can
considerably distort the 1:1 allelic ratio. We isolated 12 cells
of two human lymphoblastoid cell lines and evaluated
different WGA methods in combination with different
SNP typing chemistries as well as conceptually different
genotyping and QC-metric algorithms (Supplemental
Data, Figures S3 and S4, Material and Methods). [llumina

(C and D) Genome-wide haplotypes obtained from the discrete SNP calls via siCHILD.
(E and F) The genome-wide haplarithm profiles of the same samples derived from continuous SNP BAF values.
(G) Concordance of single-cell SNP-haplotype calls (via discrete genotypes) with the reference haplotype of the matching multi-cell DNA

samples.
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(A) The main possible modes of inheritance of the derivative chromosomes of a reciprocal translocation present in a carrier father to his
IVF embryos are depicted. Importantly, by determining the haplotypes flanking the translocation breakpoints, the inheritance of the
normal and derivative chromosomes involved in a parental reciprocal translocation can be traced to an embryo.

(B) Applying siCHILD on single blastomeres, we traced the inheritance of the normal and derivative chromosomes of a paternal balanced
reciprocal translocation t(1;16)(p36;p12) to his embryos after IVE. Breakpoint flanking haplotypes indicated the inheritance of der(1)
and a normal chromosome 16 in cell B1312, as well as of der(1) and der(16) chromosomes in cell B1118.

(C) PCR-based validation of the inherited (derivative) chromosomes via primers designed after single-cell paired-end sequencing.

genotyping chemistry, modified to deliver results in less
than 24 hr, was selected for all downstream analyses, with
MDA as a preferred WGA method (Supplemental Data).
Despite the use of optimized genotyping parameters, the
remaining traces of discrete (AA, AB, BB) SNP call errors in
the single-cell genotypes, which are not in violation of
the Mendelian inheritance rules (Figures S5A and S5B),
led to the detection of false recombination sites when
state-of-the-art phasing algorithms such as Merlin®" or
other textbook phasing principles*’ are applied (Figures
S6). Considering that these WGA artifacts occur largely
random (Figures SS5A and S3B), this is a genome-wide prob-
lem that prevents us from pinning down the positions of
genuine genetic crossovers on the inherited homologs in
the cell and as such also to accurately impute genetic mu-

tations entrapped in a haplotype block. To address this
problem, we developed a computational workflow, termed
siCHILD (Figure S1), that integrates (1) haplarithmisis (Fig-
ures 3B, 3E, 3F and S6) with (2) the segmentation of
phased single-cell discrete SNP genotypes into haplotypes
by one-dimensional median filters (1D-MF), which remove
noise but preserve boundaries®’ >’ (Figures 3A, 3C, 3D, and
S6, Material and Methods).

We first compared the multi-cell haplotypes determined
by siCHILD and Merlin, demonstrating that the concor-
dances of the 1D-MF and haplarithm haplotypes deter-
mined by siCHILD with the haplotypes obtained from
Merlin were >99.99%. This allowed us to confidently
employ the multi-cell haplotypes generated by either
algorithm as a gold standard reference for assessing the
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Single-Cell Copy-Number Analysis Supervised by Haplarithmisis: Full Chromosome Anomalies

Different aneuploidies, detected by SNP-array and single-cell sequencing, are authenticated by different characteristic haplarithm
patterns. In addition, the parental haplarithm profiles disclose the haplotype-specific copy-number states of the chromosomes in the
cells and reveal the parental and meiotic/mitotic origin of the chromosomal anomaly. We show (A) a nullisomy (i.e., Opar:Onae allelic
ratio), (B) a paternal monosomy (1p,¢:0Omat), (C) @ normal disomy (1p,¢:1vmar), (D) @a mitotic maternal UPD (Opar:2pzat), (E) a paternal trisomy
(2pat:1nmar), (F) @ meiotic maternal trisomy (1pat:2mat), (G) @ maternal trisomy (Opae:3mar), and (H) a tetrasomy (2pae:2nat)-

accuracy of the single-cell haplotypes. By comparing
single-cell with multi-cell haplotypes inferred by the
same algorithm, we found that Merlin-determined single-
cell haplotypes were ~88% and ~94% concordant with
the corresponding multi-cell haplotypes of the lympho-
blastoid cell lines by using the “-best command line
option” without and with the “—error option,” respectively
(Material and Methods). In contrast, the accuracies of the
single-cell haplotypes computed after 1D-MF reached
99.71% (£0.09% SD) and are further confirmed by haplar-
ithmisis (99.99% =+ 0.02% SD; Table 1, Material and
Methods). Within a distance of 150 SNPs flanking a genetic
crossover, ~99% confidence for correct SNP haplotype
inference in a cell can be reached via siCHILD
(Figure 3G). Moreover, we inferred discrete genotypes for
the single cells from both their 1D-MF and haplarithm
haplotypes, which were 98.84% (%+0.06% SD) and
99.07% (£0.05% SD) concordant with the raw discrete
SNP genotypes determined from the multi-cell DNA con-
trol, respectively (Table 1, Figures S5C and S5D, Material
and Methods). This increased both the accuracy and
coverage of the raw single-cell SNP genotypes (Table 1).

Validation of siCHILD for Single-Cell Haplotyping by
Preimplantation Genetic Diagnosis
Preimplantation genetic diagnosis (PGD) is an optional
method for couples to avoid the transmission of disease
(risk) alleles to their offspring and is by convention
performed by locus-specific FISH- or PCR-based genetic an-
alyses of a single or a pair of blastomeres biopsied from
a human embryo on day 3 after in vitro fertilization
(IVF).***> Embryos diagnosed free of the Mendelian dis-
ease allele(s) carried by the parents can subsequently be
transferred to the woman's uterus on day 4 or 5. To validate
our method further for haplotyping accuracy, we applied
siCHILD to single cells from human cleavage-stage em-
bryos that underwent PGD for Mendelian disorders on
separate cells of the same embryo and compared the result
of this conventional PGD with the inference of inherited
Mendelian disease variants from the single-cell haplotypes.
In total, the genomes of 60 single blastomeres biopsied
from 40 embryos derived from 12 different couples were
scrutinized by siCHILD after MDA, [llumina SNP typing,
and QC filtering (Supplemental Data, Figures S7 and S8).
The genome-wide reproducibility was shown by analyzing
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(A) Genome-wide copy-number maps of the single blastomeres. Aberrant logR segments (>0.15 or <—0.3) corroborated by a distinctive
haplarithm pattern are depicted. Aberrant logR segments not corroborated by a typical haplarithm pattern are depicted in gray. For cells
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Table 1.
Genotype Inference

Comparison of Methods for Single-Cell Haplotyping and

Single-Cell Haplotyping

Algorithm

Accuracy®

Coverage”

siCHILD (1D-MEF)

siCHILD
(haplarithmisis)

Merlin (-best)

Merlin
(-error and-best)

99.71% (£0.09% SD)

99.99% (£0.02% SD)

88.24% (+1.88% SD)

94.46% (+1.22% SD)

98.82% (£0.16% SD)

96.16% (+0.35% SD)

91.16% (0% SD)

91.16% (0% SD)

Single-Cell Genotype Inference

Algorithm

Accuracy®

Coverage”

GenCall
siCHILD (1D-MF)

siCHILD
(haplarithmisis)

1D-MF and

90.57% (£1.75% SD)
98.84% (+0.06% SD)

99.07% (£0.05% SD)

99.08% (+0.03% SD)

58.8% (+1.82% SD)
98.95% (% 0.19% SD)

91.71% (£0.56% SD)

91.22% (£0.54% SD)

haplarithmisis
consensus

#Average accuracies of maternal haplotypes in single cells to their matching
multi-cell DNA sample. Specifically, to compute the accuracies, the single-
cell Merlin-inferred haplotypes were compared with multi-cell Merlin-inferred
haplotypes; and similarly, single-cell siCHILD-inferred haplotypes were
compared with multi-cell siCHILD-inferred haplotypes. As a control, the
concordance between multi-cell siCHILD-inferred haplotypes and multi-cell
Merlin-inferred haplotypes is >99.99%.

bPercentage of SNPs genome wide with a haplotype call.

“Average accuracies of inferred genotypes of single cells to the multi-cell DNA
genotype.

9percentage of SNPs genome wide with an inferred genotype call.

multiple blastomeres of the same embryo (Table S6 and
Figure S9). This analysis was performed for (1) five couples
at risk for transmitting an autosomal-dominant or -reces-
sive disorder, (2) four couples carrying an X-linked disor-
der, (3) two couples carrying a reciprocal translocation,
and (4) one couple burdened with a complex chromo-
somal rearrangement (CCR).

In all cases siCHILD results were proven accurate
(Table 2). A synopsis is presented below; a case-by-case
description is present in the Supplemental Data, and
further per cell per case information is provided in Tables
§7-S10.

Single-Cell Haplotyping by siCHILD Enables Generic
PGD for Autosomal Disorders

In five families at risk for an autosomal disorder (Fig-
ure S7; PGDO18 for sickle cell anemia [MIM: 603903],
PGDO014 for Charcot-Marie-Tooth disease [MIM:
118220], PGDO21 for cystic fibrosis [MIM: 219700]
and Diamond-Blackfan anemia [MIM: 105650], PGD020
for cystic fibrosis [MIM: 219700], and PGDO006 for a

17924.2 deletion syndrome), carrier, non-carrier, and
affected embryos could be accurately diagnosed by our
single-cell haplotype and disease variant imputation anal-
ysis (Tables 2 and S7, see Supplemental Data for a descrip-
tion of all case subjects). For instance, in family PGDO018,
we traced the inheritance of the mutant Hb S and Hb C
alleles from a father (Hb S/Hb C) affected with the auto-
somal-recessive sickle cell disease and a carrier mother
(Hb S/Hb B) to their IVF embryos. Four blastomeres
derived from two embryos (two blastomeres per embryo)
were diagnosed with siCHILD (Table S7). The single-cell
haplotypes effectively discriminated a compound hetero-
zygous Hb CP**/Hb S™' embryo from a homozygous Hb
SP2/Hb S™2* embryo (Figure 4A), which was confirmed
by conventional PCR-based PGD. Furthermore, siCHILD
also enabled diagnosing an embryo for multiple mono-
genic disorders in a single assay (Tables 2 and S7, Supple-
mental Data)

Single-Cell Haplotyping by siCHILD Enables Generic
PGD for X-Linked Disorders

In four families at risk for an X-linked recessive disorder
(Figure S7; PGDO0S for a microdeletion Xp22.31
syndrome, PGD012 for hemophilia A [MIM: 306700],
PGDO016 for Duchenne muscular dystrophy [MIM:
310200], and PGDO022 for fragile X syndrome [MIM:
300624]), not only normal and affected male embryos
could be distinguished, but also carrier and non-carrier
female embryos (Figure 4B, Tables 2 and S8), as well as
embryos carrying abnormal copy-number states of the
X chromosome (Figure 7, Tables 2 and S8). PGD by conven-
tional methods on separate cells biopsied from the same
embryos confirmed siCHILD-determined haplotypes,
except in one blastomere (Table S8). We subsequently
confirmed siCHILD’s diagnosis of cell Bl610 in PGDO016
by PCR assays to be correct (Figures S10A-S10C, Table S8).

Single-Cell Haplotyping by siCHILD Enables Generic
PGD for Simple and Complex Translocations

After reciprocal translocation of chromosomes, the alleles
of the exchanged chromosome fragments are tied up in a
new haplotype (Figure 5A). Therefore, we hypothesized
that haplotyping of the SNPs flanking the translocation’s
breakpoints allows tracing the inheritance of the derivative
chromosomes of the reciprocal translocation from a carrier
parent to his/her conceptuses. Depending on the (mal)
segregation of the chromosomes involved in the trans-
location during meiosis I in the carrier parent, embryos
can inherit either an unbalanced or a balanced karyo-
type, where the latter might be due either to the inheri-
tance of all derivative chromosomes of the reciprocal

analyzed in the framework of translocation PGD case subjects, DNA imbalances smaller than 3 Mb corroborated by the haplotype of the
derivative chromosome of the parental reciprocal translocation are depicted as well.
(B) Genome-wide copy-number, paternal, and maternal haplarithm profiles of four single blastomeres (for detailed parental haplarithm

patterns for each cell, see Figure S14).
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Table 2. Overview of the Clinical Validation Study

Supplemental
Tables Detailing
per Cell the
Diagnosis after

siCHILD Concordant
with Conventional

Number of Number Conventional PGD at the Disease siCHILD and
Patient Group Family  Disorder(s) Embryos of Cells PGD Gene Locus Conventional PGD
I: couples segregating PGDO18  sickle-cell disease 2 4 PCR-based yes Table S7
autosomal-dominant
or -recessive disorders PGDO014 Charcot-Marie Tooth 3 6 PCR-based yes
PGDO021  cystic fibrosis and 3 6 PCR-based yes
Diamond-Blackfan
PGDO020  cystic fibrosis 1 1 PCR-based yes
PGDO006 paternal del(17q) 2 3 FISH-based yes
II: couples segregating ~ PGDO00S  del(Xp22.31) 5 8 - - Table S8
X-linked disorders syndrome
PGDO12 hemophilia A 1 1 FISH-based yes
PGD016 Duchenne muscular 3 5 FISH-based yes®
dystrophy
PGDO022 fragile X syndrome 1 2 PCR-based yes
III: couples segregating PGD002  t(10;16)(q23.2;,p13.3) 1 1 FISH-based yes Table S9
two-way reciprocal
translocations PGD004 t(1;16)(p36.33;p12.1) 9 12 FISH-based yes"
IV: couples segregating PGDO008  t(6;13;16) 9 11 FISH-based yes Table S10

three-way reciprocal
translocations

(p25.1;q21.33;q24.2)

?One cell (blastomere 610 of embryo EO5 in PGD016) was discordant with the conventional PGD performed on another cell of the same embryo. However, sex
and carrier-ship were independently confirmed by PCR assays on the same single-cell WGA product of blastomere 610, demonstrating that siCHILD-based diag-

nosis was correct (Figure S10).

PFor PGD004, siCHILD imputation results were also independently confirmed by PCRs specific for chromosomes der(1) and der(16) of t(1;16)(p36.33;p12.1) on

the same single-cell WGA products (Figure S10).

translocation or to the inheritance of the normal chromo-
somes (Figure 5A). To test the hypothesis, we applied our
method on single blastomeres from IVF embryos of three
couples burdened with either simple or complex reciprocal
translocations.

In PGDO04 affected with a paternal t(1;16)(p36;p12),
three embryos (Table S9; cycle 1, EO1 and E04, and cycle
2, E02) were identified having both derivative chromo-
somes of the reciprocal translocation by single-cell haplo-
type analysis. These result from an alternate dissolution
of the meiotic quadrivalent (Figure 5A), thereby leading
to the inheritance of a balanced DNA configuration of
the paternal t(1;16) chromosomes. To unambiguously
confirm these results, we mapped the breakpoint of the
paternal t(1;16)(p36;p12) to base resolution by single-cell
paired-end sequencing of one blastomere”” and subse-
quently designed PCRs across the translocation break-
points that can discriminate the derivative chromosome
der(1) from the der(16). Applying these PCRs on the
arrayed single-cell MDA products confirmed the accuracy
of our imputed diagnosis (Figures 5B, SC, and S10D-
S10F, Table S9). Furthermore, five embryos (Table S9; cycle
1, EOS, EO6, and E11, and cycle 2, EO4 and EO7) carried a
single-cell haplotype configuration consistent with an
adjacent 1 dissolution of the meiotic quadrivalent leading
to an unbalanced karyotype (Figures 5B, 5C, and S10D-

S10F). Copy-number analysis (see below) revealed six
embryos that experienced instability of chromosomes 1
or 16 (Figure 7, Table S9; PGDO004 cycle 1, EO1, E06, and
E11, and cycle 2, EO2, EO4, and E10).

Similar results were obtained for PGD002 with a
maternal t(10;16)(q23;p13.3) (Table S9; PGDO002, E02)
and for PGDO08 burdened with a maternal three-way
complex chromosomal rearrangement (CCR): t(6;13;16)
(p25.1;921.33;q24.2) (Supplemental Data, Table S10). In
addition, all conventional FISH-based PGD results
confirmed the accuracy of single-cell haplotyping.

Hence, we confirmed that haplotyping of transloca-
tion-breakpoint flanking SNPs in single blastomeres
allows distinguishing the different modes of inheri-
tance of the chromosomes involved in a reciprocal
translocation.

Haplarithmisis Enables Single-Cell Copy-Number
Analysis

Methods that can sift real DNA copy-number changes from
WGA artifacts are paramount for single-cell analysis
in general and for genetic diagnosis in particular.
Haplarithmisis enables deciphering of DNA copy-number
status with concomitant parent-of-origin and mitotic/
meiotic origin information from noisy single-cell SNP
BAF values.
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To prove the principle, Figures 6 and S11 display well-
validated full chromosome (nullisomy, monosomy, unipa-
rental isodisomy, trisomy) and segmental anomalies of
different natures in single cells, identified by both SNP
array analysis and single-cell sequencing. Not only is
each of these different aneuploidy natures corroborated
by the distinctive and typical single-cell haplarithm
pattern, but also the parental origin as well as the mitotic
or meiotic nature of the anomaly is blueprinted in the
haplarithm signature (Figures 2, 6, and S11). Inherently,
the resolution limits are defined by the amount of
SNPs sampled and their phase informative fraction.
From all segmental DNA deletions (n = 13) and duplica-
tions (n = 13), ranging from 1.07 Mb to 47.42 Mb in
size and known from the unbalanced inheritance of
derivative chromosomes (PGD004, PGD002, PGDO008),
those greater than 4.4 Mb were detected on the basis of
approximately 88K informative SNPs genome wide. The
accuracy of copy-number breakpoints resulting from our
method was on average 0.51 Mb (+0.48 SD; Material
and Methods).

When performed on the 60 blastomeres, 63% (or 65% of
the 40 embryos) were found to contain at least one
full-chromosome aneuploidy, and 45% (or 53% of the 40
embryos) carried at least one de novo segmental chromo-
somal aberration not expected due to the inheritance of
an unbalanced translocation. All DNA copy-number and
copy-neutral aberrations consistent with haplarithm
patterns are shown in Figure 7. To further validate these
DNA copy-number landscapes and confirm the observed
mosaicism between sister blastomeres of one embryo, we
selected 19 single blastomeres for single-cell sequencing.
The siCHILD- and sequencing-based copy-number profiles
were largely identical (Figure S12).

Haplarithmisis disclosed two embryos (EO8 and E09
from PGDOO08) to contain a meiotic trisomy for, respec-
tively, chromosome 13 and 22, both resulting from a
maternal meiotic MI segregation error. The trisomy was
confirmed by next-generation sequencing (Figure S12)
and its meiotic origin further by polymorphic short
tandem repeat (STR)-marker analysis (Figures S13A and
S13B). All other trisomies were mitotically acquired
(~67% paternal versus ~33% maternal in origin) (Figures
7 and S14). Interestingly, one cell demonstrated for
deleted chromosomes a haplarithm pattern that is
typical for mitotic duplications, which reconciles with a
tetraploid cell that has lost chromosomes (Figures 7 and
S14; EO0S, Bl635). These are observations to which
conventional copy-number analysis algorithms would be
blind.

In conclusion, of 20 embryos with two blastomeres
analyzed, 4 (20%; 2 male and 2 female embryos) were
normal, 1 (5%) was mosaic diploid/aneuploid, and all 15
remaining embryos (75%) were mosaic aneuploid in both
cells. Of the 20 embryos with one blastomere analyzed, 1
(5%) was a normal male cell, 3 (15%) were aneuploid solely
due to the inheritance of an unbalanced derivative chro-

mosome configuration from a parent, and 16 (80%) carried
various aneuploidies.

Discussion

Single-cell DNA haplotyping and copy-number typing
methods are imperative for investigating cell-to-cell
variation in health and disease’”** and are important for
the development of generic methods for clinical prac-
tice.'**°~*? Since a genome-wide blueprint of the parental
haplotypes within a single cell is determined, our tech-
nique enables screening embryos for a single or multiple
Mendelian traits or diseases at once, as well as for a combi-
nation of ancient genetic variants conferring susceptibility
to complex diseases, which are increasingly being discov-
ered in large-scale genome-wide association studies.*”
These features make the technology generic and broaden
the scope of genetic diagnosis of preimplantation embryos
to every disease or trait with known genetic architecture
determined by parental non-mitochondrial genetic vari-
ants in a single assay.

In the analysis of single-cell genomes from human
embryos after IVE state-of-the-art phasing methods by
Merlin®’ and other methods for haplotyping diploid
single cells suffer from error-prone discrete SNP genotypes
enforced by a genotyping algorithm.'**%>! Genotyping
algorithms, especially those that interpret microarray
data, output discrete diploid SNP calls (AA, AB, BB) and
thus make genotype errors across copy-number variations
or alleles distorted by WGA. Our method applies haplar-
ithmisis, enabling haplotyping and simultaneous haplo-
type-specific copy-number analysis of single cells, which
effectively manages allelic distortions of SNP B allele
frequencies. Because SNP BAF values can be obtained
from both SNP arrays and mapped single-cell sequencing
reads, the method is platform independent. In compari-
son with the direct deterministic phasing (DDP)
method,'! our approach broadens the application of sin-
gle-cell haplotyping to common and rare cells with no
requirement for the cell to reside in metaphase of the
cell cycle to enable individual chromosome sorting and
SNP typing. In comparison with long fragment read
(LFR) sequencing, our method is readily applicable to sin-
gle cells whereas LFR is limited to pools of at least ten
cells.”” In comparison with population-based SNP BAF
haplotyping methods that allow analysis of DNA samples
extracted from many cells,**>* our family-based approach
pinpoints genuine parental crossovers and is effective on
data obtained from a single cell. Moreover, we anticipate
that haplarithmisis will help unravel the mechanistic
origin of constitutional genetic anomalies detected in
multi-cell DNA samples, as well as detect low-grade mosa-
icism of haplotypes.

In addition to haplotyping, haplarithmisis leverages
single-cell copy-number profiles in several ways. (1)
The aneuploidy and its nature (including nullisomic,

The American Journal of Human Genetics 96, 894-912, June 4, 2015 909



monosomic, uniparental disomic, and trisomic loci) are
independently confirmed by distinctive haplotyped SNP
BAF patterns, thus providing unprecedented confidence
of copy-number calls at the single-cell level. Random sto-
chastic allelic distortions resulting from WGA artifacts usu-
ally operate on distances less than 10 kb>® and thus it is
unexpected that WGA in itself would invoke the specific
BAF patterns over larger distances. (2) The haplarithm pat-
terns allow determining the parental origin as well as the
mitotic or meiotic nature of the chromosomal anomaly
(with the exception of monosomies), which is relevant
not only for understanding the etiology of aneuploidies,
but also for clinical practice. Because aneuploidies from
meiotic chromosome segregation errors detected in a blas-
tomere biopsied from a human embryo have a high likeli-
hood to be perpetuated in all daughter cells of the original
zygote, such embryos will rarely survive to term and will
either be lost before implantation or result in miscarriages.
Selection against such embryos has been speculated to
improve IVE-PGD outcome.’® In contrast, aneuploidies
that are mitotic in origin have no predictive value for the
numerical status of the chromosome in the blastomeres re-
maining in the embryo after biopsy, and thus probably no
predictive value for IVF success.’’*® (3) Haplarithm pat-
terns allow distinguishing aberrant tetraploid from aber-
rant diploid cells and selecting chromosomes or loci for
proper ploidy correction in individual cells prone to chro-
mosome instability.

Most current PGD approaches identify the genetic
lesion directly by either PCR or FISH,*”°' requiring
a labor-intensive design and validation process of such
family- and locus-specific assays, resulting in long
waiting lists. Particular couples might even not be
offered PGD because these simple assays are inadequate
for diagnosing the inheritance of complex chromosomal
architectures from the parents. We show that an
indirect method for mapping of a genetic mutation via sin-
gle-cell haplotyping is equally accurate and additionally
generic, irrespective of the location of the mutation
or the mode of inheritance of the Mendelian disorder.
We furthermore demonstrate that single-cell haplotyping
outperforms conventional PGD by enabling the differenti-
ation of embryos having a balanced copy number due
to the inheritance of the derivative chromosomes of a
reciprocal translocation from embryos that are copy-
number neutral due to the inheritance of the normal
chromosomes.

In conclusion, we developed and validated a genome
analysis approach that enables concurrent haplo- and
copy-number typing at the single-cell level in a genome-
wide fashion, demonstrating applications in developing
basic understanding of genomes and in the clinic.
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ners_programs/programs/developer/tools/powertools.affx

Circos, http://circos.ca/

Gene Expression Omnibus (GEO), http://www.ncbi.nlm.nih.gov/
geo/

[llumina’s GenomeStudio software, http://www.illumina.com/ap
plications/microarrays/microarray-software/genomestudio.html

MERLIN, http://csg.sph.umich.edu/abecasis/Merlin/

OMIM, http://www.omim.org/

R statistical software, http://www.r-project.org/

References

1. Baudat, F, Imai, Y., and de Massy, B. (2013). Meiotic recombi-
nation in mammals: localization and regulation. Nat. Rev.
Genet. 14, 794-806.

2. Tewhey, R., Bansal, V., Torkamani, A., Topol, E.]J., and Schork,
N.J. (2011). The importance of phase information for human
genomics. Nat. Rev. Genet. 12, 215-223.

910 The American Journal of Human Genetics 96, 894-912, June 4, 2015


http://dx.doi.org/10.1016/j.ajhg.2015.04.011
http://dx.doi.org/10.1016/j.ajhg.2015.04.011
http://www.affymetrix.com/estore/partners_programs/programs/developer/tools/powertools.affx
http://www.affymetrix.com/estore/partners_programs/programs/developer/tools/powertools.affx
http://circos.ca/
http://www.ncbi.nlm.nih.gov/geo/
http://www.ncbi.nlm.nih.gov/geo/
http://www.illumina.com/applications/microarrays/microarray-software/genomestudio.html
http://www.illumina.com/applications/microarrays/microarray-software/genomestudio.html
http://csg.sph.umich.edu/abecasis/Merlin/
http://www.omim.org/
http://www.r-project.org/
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref1
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref1
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref1
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref2
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref2
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref2

10.

11.

12.

13.

14.

15.

16.

17.

. Vanneste, E., Voet, T., Le Caignec, C., Ampe, M., Konings, P.,

Melotte, C., Debrock, S., Amyere, M., Vikkula, M., Schuit, E,
et al. (2009). Chromosome instability is common in human
cleavage-stage embryos. Nat. Med. 15, 577-583.

. van Echten-Arends, J., Mastenbroek, S., Sikkema-Raddatz, B.,

Korevaar, J.C., Heineman, M.J., van der Veen, F, and Repping,
S. (2011). Chromosomal mosaicism in human preimplanta-
tion embryos: a systematic review. Hum. Reprod. Update 17,
620-627.

. Voet, T., Vanneste, E., and Vermeesch, ]J.R. (2011). The human

cleavage stage embryo is a cradle of chromosomal rearrange-
ments. Cytogenet. Genome Res. 133, 160-168.

. Wang, J., Fan, H.C.,, Behr, B.,, and Quake, S.R. (2012).

Genome-wide single-cell analysis of recombination activity
and de novo mutation rates in human sperm. Cell 150,
402-412.

. Ly, S., Zong, C., Fan, W., Yang, M., Li, J., Chapman, A.R., Zhu,

P.,, Hu, X., Xu, L., Yan, L., et al. (2012). Probing meiotic recom-
bination and aneuploidy of single sperm cells by whole-
genome sequencing. Science 338, 1627-1630.

. Hou, Y, Fan, W,, Yan, L., Li, R,, Lian, Y., Huang, J., Li, J., Xu, L.,

Tang, E, Xie, X.S., and Qiao, J. (2013). Genome analyses of
single human oocytes. Cell 155, 1492-1506.

. Kirkness, E.E, Grindberg, R.V., Yee-Greenbaum, J., Marshall,

C.R., Scherer, S.W., Lasken, R.S., and Venter, J.C. (2013).
Sequencing of isolated sperm cells for direct haplotyping of
a human genome. Genome Res. 23, 826-832.

Alfarawati, S., Fragouli, E., Colls, P., and Wells, D. (2012). Em-
bryos of robertsonian translocation carriers exhibit a mitotic
interchromosomal effect that enhances genetic instability
during early development. PLoS Genet. 8, e1003025.

Fan, H.C., Wang, J., Potanina, A., and Quake, S.R. (2011).
Whole-genome molecular haplotyping of single cells. Nat.
Biotechnol. 29, 51-57.

Browning, S.R., and Browning, B.L. (2011). Haplotype
phasing: existing methods and new developments. Nat. Rev.
Genet. 12, 703-714.

Handyside, A.H., Harton, G.L., Mariani, B., Thornhill, A.R.,
Affara, N., Shaw, M.A., and Griffin, D.K. (2010). Karyomap-
ping: a universal method for genome wide analysis of genetic
disease based on mapping crossovers between parental
haplotypes. J. Med. Genet. 47, 651-658.

Treft, N.R., Su, J., Tao, X., Northrop, L.E., and Scott, R.T., Jr.
(2011). Single-cell whole-genome amplification technique
impacts the accuracy of SNP microarray-based genotyping
and copy number analyses. Mol. Hum. Reprod. 17, 335-343.
Konings, P., Vanneste, E., Jackmaert, S., Ampe, M., Verbeke,
G., Moreau, Y., Vermeesch, J.R., and Voet, T. (2012). Microar-
ray analysis of copy number variation in single cells. Nat.
Protoc. 7, 281-310.

Geigl, J.B., Obenauf, A.C., Waldispuehl-Geigl, J., Hoffmann,
E.M., Auer, M., Hormann, M., Fischer, M., Trajanoski, Z.,
Schenk, M.A., Baumbusch, L.O., and Speicher, M.R. (2009).
Identification of small gains and losses in single cells after
whole genome amplification on tiling oligo arrays. Nucleic
Acids Res. 37, e105.

Johnson, D.S., Gemelos, G., Baner, ., Ryan, A., Cinnioglu, C.,
Banjevic, M., Ross, R., Alper, M., Barrett, B., Frederick, ., et al.
(2010). Preclinical validation of a microarray method for full
molecular karyotyping of blastomeres in a 24-h protocol.
Hum. Reprod. 25, 1066-1075.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

Navin, N., Kendall, J., Troge, J., Andrews, P., Rodgers, L., McIn-
doo, J., Cook, K., Stepansky, A., Levy, D., Esposito, D., et al.
(2011). Tumour evolution inferred by single-cell sequencing.
Nature 472, 90-94.

Zong, C., Lu, S., Chapman, A.R., and Xie, X.S. (2012).
Genome-wide detection of single-nucleotide and copy-num-
ber variations of a single human cell. Science 338, 1622-1626.
Voet, T., Kumar, P., Van Loo, P., Cooke, S.L., Marshall, J., Lin,
M.L., Zamani Esteki, M., Van der Aa, N., Mateiu, L., McBride,
DJ., et al. (2013). Single-cell paired-end genome sequencing
reveals structural variation per cell cycle. Nucleic Acids Res.
41, 6119-6138.

McConnell, MJ., Lindberg, M.R., Brennand, KJ., Piper, J.C.,
Voet, T., Cowing-Zitron, C., Shumilina, S., Lasken, R.S., Ver-
meesch, J.R., Hall, .M., and Gage, FH. (2013). Mosaic copy
number variation in human neurons. Science 342, 632-637.
Shapiro, E., Biezuner, T., and Linnarsson, S. (2013). Single-cell
sequencing-based technologies will revolutionize whole-
organism science. Nat. Rev. Genet. 14, 618-630.

Macaulay, 1.C., and Voet, T. (2014). Single cell genomics:
advances and future perspectives. PLoS Genet. 10, e1004126.
Voet, T., Vanneste, E., Van der Aa, N., Melotte, C., Jackmaert,
S., Vandendael, T., Declercq, M., Debrock, S., Fryns, ]J.P.,
Moreau, Y., et al. (2011). Breakage-fusion-bridge cycles leading
to inv dup del occur in human cleavage stage embryos. Hum.
Mutat. 32, 783-793.

Peiffer, D.A., Le, ].M., Steemers, EJ., Chang, W., Jenniges, T.,
Garcia, F., Haden, K., Li, J., Shaw, C.A., Belmont, J., et al.
(2006). High-resolution genomic profiling of chromosomal
aberrations using Infinium whole-genome genotyping.
Genome Res. 16, 1136-1148.

Nilsen, G., Liestgl, K., Van Loo, P., Moen Vollan, H.K., Eide,
M.B., Rueda, O.M., Chin, S.E, Russell, R., Baumbusch, L.O.,
Caldas, C., et al. (2012). Copynumber: Efficient algorithms
for single- and multi-track copy number segmentation. BMC
Genomics 13, 591.

Bovik, A.C., Huang, T.S., and Munson, D.C. (1987). The effect
of median filtering on edge estimation and detection. IEEE
Trans. Pattern Anal. Mach. Intell. 9, 181-194.

Gallagher, N.C., and Wise, G.L. (1981). A theoretical-analysis
of the properties of median filters. IEEE Trans. Acoust. Speech
Signal Process. 29, 1136-1141.

Ben Hamza, A., Luque-Escamilla, P.L., Martinez-Aroza, J., and
Roman-Roldan, R. (1999). Removing noise and preserving
details with relaxed median filters. J. Math. Imaging Vis. 11,
161-177.

Abecasis, G.R., Cherny, S.S., Cookson, W.O., and Cardon, L.R.
(2002). Merlin—rapid analysis of dense genetic maps using
sparse gene flow trees. Nat. Genet. 30, 97-101.

Kong, A., Gudbijartsson, D.E, Sainz, J., Jonsdottir, G.M., Gud-
jonsson, S.A., Richardsson, B., Sigurdardottir, S., Barnard, J.,
Hallbeck, B., Masson, G., et al. (2002). A high-resolution
recombination map of the human genome. Nat. Genet. 31,
241-247.

Giannoulatou, E., Yau, C., Colella, S., Ragoussis, J., and
Holmes, C.C. (2008). GenoSNP: a variational Bayes within-
sample SNP genotyping algorithm that does not require a
reference population. Bioinformatics 24, 2209-2214.

Di, X., Matsuzaki, H., Webster, T.A., Hubbell, E., Liu, G., Dong,
S., Bartell, D., Huang, J., Chiles, R., Yang, G., et al. (2005). Dy-
namic model based algorithms for screening and genotyping

The American Journal of Human Genetics 96, 894-912, June 4, 2015 911


http://refhub.elsevier.com/S0002-9297(15)00148-2/sref3
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref3
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref3
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref3
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref4
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref4
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref4
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref4
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref4
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref5
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref5
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref5
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref6
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref6
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref6
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref6
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref7
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref7
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref7
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref7
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref8
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref8
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref8
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref9
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref9
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref9
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref9
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref10
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref10
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref10
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref10
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref11
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref11
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref11
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref12
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref12
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref12
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref13
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref13
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref13
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref13
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref13
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref14
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref14
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref14
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref14
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref15
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref15
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref15
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref15
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref16
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref16
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref16
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref16
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref16
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref16
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref17
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref17
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref17
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref17
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref17
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref18
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref18
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref18
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref18
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref19
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref19
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref19
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref20
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref20
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref20
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref20
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref20
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref21
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref21
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref21
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref21
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref22
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref22
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref22
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref23
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref23
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref24
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref24
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref24
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref24
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref24
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref25
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref25
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref25
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref25
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref25
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref26
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref26
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref26
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref26
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref26
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref27
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref27
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref27
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref28
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref28
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref28
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref29
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref29
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref29
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref29
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref30
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref30
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref30
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref31
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref31
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref31
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref31
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref31
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref32
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref32
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref32
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref32
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref33
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref33
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref33

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

over 100 K SNPs on oligonucleotide microarrays. Bioinformat-
ics 21, 1958-1963.

Korn, J.M., Kuruvilla, E.G., McCarroll, S.A., Wysoker, A., Nem-
esh, J., Cawley, S., Hubbell, E., Veitch, ]., Collins, P.J., Darvishi,
K., et al. (2008). Integrated genotype calling and association
analysis of SNPs, common copy number polymorphisms
and rare CNVs. Nat. Genet. 40, 1253-1260.

Rabbee, N., and Speed, T.P. (2006). A genotype calling algo-
rithm for affymetrix SNP arrays. Bioinformatics 22, 7-12.

Le Caignec, C., Spits, C., Sermon, K., De Rycke, M., Thienpont,
B., Debrock, S., Staessen, C., Moreau, Y., Fryns, J.P., Van Steir-
teghem, A., et al. (2006). Single-cell chromosomal imbalances
detection by array CGH. Nucleic Acids Res. 34, e68.

Spits, C., Le Caignec, C., De Rycke, M., Van Haute, L., Van
Steirteghem, A., Liebaers, 1., and Sermon, K. (2006). Whole-
genome multiple displacement amplification from single
cells. Nat. Protoc. 1, 1965-1970.

Van der Auwera, I., Debrock, S., Spiessens, C., Afschrift, H., Ba-
kelants, E., Meuleman, C., Meeuwis, L., and D’Hooghe, T.M.
(2002). A prospective randomized study: day 2 versus day 5
embryo transfer. Hum. Reprod. 17, 1507-1512.

Melotte, C., Debrock, S., D’'Hooghe, T., Fryns, J.P., and Ver-
meesch, J.R. (2004). Preimplantation genetic diagnosis for
an insertional translocation carrier. Hum. Reprod. 19, 2777~
2783.

Mgoiller, E.K., Kumar, P., Voet, T., Peterson, A., Van Loo, P., Ma-
thiesen, R.R., Fjelldal, R., Grundstad, J., Borgen, E., Baum-
busch, L.O., et al. (2013). Next-generation sequencing of
disseminated tumor cells. Front. Oncol. 3, 320.

Hanley, J.A., and Lippman-Hand, A. (1983). If nothing goes
wrong, is everything all right? Interpreting zero numerators.
JAMA 249, 1743-1745.

Krzywinski, M., Schein, J., Biro], I., Connors, J., Gascoyne, R.,
Horsman, D., Jones, S.J., and Marra, M.A. (2009). Circos: an in-
formation aesthetic for comparative genomics. Genome Res.
19, 1639-1645.

Strachan, T., and Read, A.P. (2011). Human Molecular Ge-
netics (New York: Garland Science, Taylor & Francis Group).
Braude, P., Pickering, S., Flinter, F, and Ogilvie, C.M. (2002).
Preimplantation genetic diagnosis. Nat. Rev. Genet. 3,
941-953.

Simpson, J.L. (2010). Preimplantation genetic diagnosis at 20
years. Prenat. Diagn. 30, 682-695.

Natesan, S.A., Bladon, A.J., Coskun, S., Qubbaj, W., Prates, R.,
Munne, S., Coonen, E., Dreesen, J.C., Stevens, S.J., Paulussen,
A.D., et al. (2014). Genome-wide karyomapping accurately
identifies the inheritance of single-gene defects in human pre-
implantation embryos in vitro. Genet. Med. 16, 838-845.
Van der Aa, N., Zamani Esteki, M., Vermeesch, J.R., and Voet,
T. (2013). Preimplantation genetic diagnosis guided by single-
cell genomics. Genome Med. 5, 71.

Speicher, M.R. (2013). Single-cell analysis: toward the clinic.
Genome Med. 5, 74.

Handyside, A.H. (2013). 24-chromosome copy number anal-
ysis: a comparison of available technologies. Fertil. Steril.
100, 595-602.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

McCarthy, M.I., Abecasis, G.R., Cardon, L.R., Goldstein, D.B.,
Little, J., loannidis, J.P., and Hirschhorn, J.N. (2008). Genome-
wide association studies for complex traits: consensus, uncer-
tainty and challenges. Nat. Rev. Genet. 9, 356-369.
Altarescu, G., Zeevi, D.A., Zeligson, S., Perlberg, S., Eldar-
Geva, T., Margalioth, E.J., Levy-Lahad, E., and Renbaum, P.
(2013). Familial haplotyping and embryo analysis for Preim-
plantation genetic diagnosis (PGD) using DNA microarrays: a
proof of principle study. J. Assist. Reprod. Genet. 30, 1595-
1603.

Peters, B.A., Kermani, B.G., Sparks, A.B., Alferov, O., Hong, P.,
Alexeev, A, Jiang, Y., Dahl, E, Tang, Y.T., Haas, J., et al. (2012).
Accurate whole-genome sequencing and haplotyping from 10
to 20 human cells. Nature 487, 190-195.

Nik-Zainal, S., Van Loo, P., Wedge, D.C., Alexandrov, L.B.,
Greenman, C.D., Lau, K.W.,, Raine, K., Jones, D., Marshall, ]J.,
Ramakrishna, M., et al.; Breast Cancer Working Group of the
International Cancer Genome Consortium (2012). The life
history of 21 breast cancers. Cell 149, 994-1007.

Vattathil, S., and Scheet, P. (2013). Haplotype-based profiling
of subtle allelic imbalance with SNP arrays. Genome Res. 23,
152-158.

Lasken, R.S., and Stockwell, T.B. (2007). Mechanism of
chimera formation during the multiple displacement amplifi-
cation reaction. BMC Biotechnol. 7, 19.

Wilton, L. (2002). Preimplantation genetic diagnosis for aneu-
ploidy screening in early human embryos: a review. Prenat.
Diagn. 22, 512-518.

Vanneste, E., Voet, T., Melotte, C., Debrock, S., Sermon, K.,
Staessen, C., Liebaers, 1., Fryns, J.P.,, D’'Hooghe, T., and Ver-
meesch, J.R. (2009). What next for preimplantation genetic
screening? High mitotic chromosome instability rate provides
the biological basis for the low success rate. Hum. Reprod. 24,
2679-2682.

Mastenbroek, S., Twisk, M., van Echten-Arends, J., Sikkema-
Raddatz, B., Korevaar, J.C., Verhoeve, H.R., Vogel, N.E., Arts,
E.G., de Vries, J.W., Bossuyt, P.M., et al. (2007). In vitro fertil-
ization with preimplantation genetic screening. N. Engl. J.
Med. 357, 9-17.

Harton, G.L., De Rycke, M., Fiorentino, E., Moutou, C., Sen-
Gupta, S., Traeger-Synodinos, J., and Harper, J.C.; European
Society for Human Reproduction and Embryology (ESHRE)
PGD Consortium (2011). ESHRE PGD consortium best prac-
tice guidelines for amplification-based PGD. Hum. Reprod.
26, 33-40.

Harton, G.L., Harper, J.C., Coonen, E., Pehlivan, T., Vesela,
K., and Wilton, L.; European Society for Human Reproduc-
tion and Embryology (ESHRE) PGD Consortium (2011).
ESHRE PGD consortium best practice guidelines for fluores-
cence in situ hybridization-based PGD. Hum. Reprod. 26,
25-32.

Harper, J.C., Wilton, L., Traeger-Synodinos, J., Goossens, V.,
Moutou, C., SenGupta, S.B., Pehlivan Budak, T., Renwick, P.,
De Rycke, M., Geraedts, J.P., and Harton, G. (2012). The ESHRE
PGD Consortium: 10 years of data collection. Hum. Reprod.
Update 18, 234-247.

912 The American Journal of Human Genetics 96, 894-912, June 4, 2015


http://refhub.elsevier.com/S0002-9297(15)00148-2/sref33
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref33
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref34
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref34
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref34
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref34
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref34
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref35
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref35
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref36
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref36
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref36
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref36
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref37
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref37
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref37
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref37
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref38
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref38
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref38
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref38
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref39
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref39
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref39
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref39
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref40
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref40
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref40
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref40
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref41
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref41
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref41
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref42
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref42
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref42
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref42
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref43
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref43
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref44
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref44
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref44
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref45
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref45
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref46
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref46
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref46
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref46
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref46
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref47
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref47
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref47
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref48
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref48
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref49
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref49
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref49
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref50
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref50
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref50
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref50
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref51
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref51
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref51
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref51
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref51
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref51
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref52
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref52
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref52
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref52
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref53
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref53
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref53
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref53
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref53
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref54
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref54
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref54
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref55
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref55
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref55
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref56
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref56
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref56
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref57
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref57
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref57
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref57
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref57
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref57
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref58
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref58
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref58
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref58
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref58
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref59
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref59
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref59
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref59
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref59
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref59
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref60
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref60
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref60
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref60
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref60
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref60
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref61
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref61
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref61
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref61
http://refhub.elsevier.com/S0002-9297(15)00148-2/sref61

The American Journal of Human Genetics
Supplemental Data

Concurrent Whole-Genome Haplotyping

and Copy-Number Profiling of Single Cells

Masoud Zamani Esteki, Eftychia Dimitriadou, Ligia Mateiu, Cindy Melotte, Niels Van der
Aa, Parveen Kumar, Rakhi Das, Koen Theunis, Jigiu Cheng, Eric Legius, Yves Moreau,
Sophie Debrock, Thomas D’Hooghe, Pieter Verdyck, Martine De Rycke, Karen Sermon,

Joris R. Vermeesch, and Thierry Voet



Supplemental Note

Single-cell genotyping: evaluation of WGA-methods, SNP-array platforms and genotyping
algorithms

We evaluated different WGA-methods in combination with different SNP-typing chemistries
(Ilumina 300K HumanCytoSNP-12 and Affymetrix 250K Nspl SNP-arrays) and conceptually different
genotyping algorithms (Figures S3 and S4, Material and Methods). User-definable parameters for
single-cell genotyping were calibrated using the genotypes derived from multi-cell non-WGA DNA-
samples as references (Figure S4).

Twelve single cells were harvested from two EBV-transformed lymphoblastoid cell lines, which
were derived from two different individuals, “S1” and “S2” respectively, shown in the pedigree in the
figure S3. Of each cell line, six single cells were whole-genome amplified by either multiple displacement
amplification (MDA; n=3) or the PCR-based PicoPlex (n=3) technology to deliver enough input material
for both massively parallel SNP-typing chemistries. Importantly, different algorithms that interpreted the
same raw SNP-array data could produce significantly different accuracies of the heterozygous single-cell
SNPs when compared to the genotype of the multi-cell non-WGA DNA-sample (Figure S4).
Furthermore, it was clear that genotypes of MDAed single cells outperformed the genotypes of PicoPlex-
WGAed cells with each genotyping platform and algorithm tested. PicoPlex-WGAed cells were
characterized by a significantly reduced call rate (e.g. 37.82% + s.d. 4.43% versus 63.01% =+ s.d. 3.92%
following Illumina-GenCall genotyping) and a significantly lower accuracy of heterozygous SNP-calls in
the cell (e.g. 78.90% =+ s.d. 3.17% versus 96.55% =+ s.d. 3.02% following Illumina-GenCall genotyping;
Figure S4). Similar results were obtained with the Affymetrix SNP-typing chemistry (Figure S4). Based
on overall performance, GenCall genotyping of single-cell WGA products hybridized on Illumina
HumanCytoSNP arrays was applied in all downstream analyses, with MDA as the preferred single-cell
WGA-method. We furthermore reduced the time-frame of the Illumina protocol from the conventional 3-

day to a 24-hour protocol for single-cell genotyping with retaining SNP-typing accuracy following



GenCall (P-values > 0.05, Figures S3B and S4C, Material and Methods). This opens routes for the

technology to be applied in clinical practice.

Single-cell data quality control (QC) metrics

A matching accurate multi-cell derived SNP genotype is often lacking for QC-analysis of a single
cell’s SNP-genotype(s). We investigated whether parental SNP-calls, which are determined from blood-
extracted multi-cell DNA samples and which are not necessarily informative for downstream single-cell
haplotyping, could be solicited for QC-analysis of a cell’s genotype. Indeed, a SNP with paternal AA and
maternal BB genotypes is uninformative for haplotyping a diploid cell of a conceptus derived from that
couple, but can be instructive in determining ADO events and rates. Similarly, a SNP with paternal BB
and maternal BB genotypes (Material and Methods) is ineffective for haplotyping, but is informative for
determining putative allele drop-in (ADI) events and rates. The latter can arise due to WGA base-copy
errors, in silico misinterpretation by the genotyping algorithm (Figure S4C), or worst-case scenario due
to the presence of contaminating DNA in the WGA-reaction as well as sample mix-up. To further control
for kinship as well as large-scale DNA copy number aberrations, these concepts were integrated with
unsupervised hierarchical clustering of the single-cell genotypes (Figure S3B).

As a control, the application of this genotype QC-metric successfully identified cells amplified by
PicoPlex to be significantly distinct from cells amplified by MDA (Figure S3B). Furthermore, it
effectively identified lymphoblastoid cells “S1-ebv03-mda” and “S2-ebv12-picoplex” to have genotypes
that are (a) significantly different from the other MDAed and PicoPlex-WGAed cells respectively, and (b)
of poor quality due to SNP Mendelian inaccuracies (increased ADO and/or ADI frequencies likely
acquired during WGA) with or without decreased genome coverage (i.e. decreased SNP-call rate; Figure
S3B). Genotypes with such features may lead to inaccurate and non-reliable haplotypes downstream.

Additionally, apart from poor genotypes, substandard single-cell WGA products are usually also

characterized by high standard deviations (SD) of the logR values. Since chromosome instability (CIN)



can inflate a cell’s genome-wide SD, we developed a cumulative chromosome-specific SD (CSD) metric
that allows identifying substandard WGA products from a logR perspective (Figures S3C, D, Material
and Methods). In the batch of single-cell MDA samples, cell “S1-ebv03-mda” was detected as an outlier,
while in the batch of PicoPlex-amplified cells, cell “S2-ebv12-picoplex” along with three other cells
demonstrated higher CSD values (Figure S3C).

In general, QC-passed PicoPlex WGAed cells showed consistently higher ADI- and CSD-rates,

but lower ADO-rates than QC-passed MDAed cells as well as less genome coverage (Figure S3B).

The SNP-data derived from 89 single blastomeres amplified by MDA were first QC-filtered
before initiating single-cell haplotyping and copy number typing. Twenty-nine blastomeres did not pass
these stringent QC-metrics: 24 out of 89 (27%) single blastomeres were filtered by the CSD-metric
(Figure S8); 5 (6%) by the genotype metric (Figure S8). Besides technical noise in the logR-values, the
CSD-metric can also detect biological noise resulting from the cell cycle. Indeed, cells in S-phase of the
cell cycle will generate oscillated logR patterns1 reflecting early and late replication domains. Similar
QC-rates have been reported in other studies; albeit different cell types, WGA-methods and platforms

aCGH 2, SNP-array *° and next-generation sequencing > *) were applied in those studies.
y g q g pp

Validation of siCHILD for single-cell haplotyping using preimplantation genetic diagnosis

For families PGD002, PGD004, PGD005, PGD006, PGD008, PGD012, PGD018 and PGD020 an
affected sibling’s genotype was used as a seed for parental allelic phasing, while in families PGD014,
PGDO016 and PGD022 a grandparental genotype was applied. For family PGDO021, both affected sibling
and grandparental genotypes were available as seeds for parental phasing. The accuracy of siCHILD was
proven by validating the detection of haplotypes that carry disease variants, with standard PCR- or FISH-

based (PGD) assays on the same embryo. All siCHILD-results were proven accurate; further proving that



with current amount of measurements (n=62), we have 95% statistical confidence that fewer than 5% of

tests may produce a discrepant result (Material and Methods).

Single-cell haplotyping by siCHILD enables generic PGD for autosomal and X-linked Mendelian
disorders

In PGDO14, the segregation of a 1.4 Mb duplication of the peripheral myelin protein 22 gene
(PMP22) causing the autosomal dominant demyelinating neuropathy type 1 Charcot-Marie Tooth disease
(OMIM 118220) was tracked from an affected father to three IVF-embryos using siCHILD single-cell
haplotyping. Two blastomeres per embryo (n=3) were characterized. All blastomeres carried the affected
paternal haplotype at the 17p11.2 locus, but one blastomere (B1522 of embryo E02) had lost a large part
of the paternal allele of chromosome 17, while another blastomere (BI520 of embryo EO1) carried a
trisomy 17 consisting of two affected paternal alleles and one normal maternal allele (Table S7). The
traditional PCR-based PGD of two separate blastomeres from each embryo was consistent with these

results (Table S7).

Family PGDO021 is at risk for both the autosomal recessive cystic fibrosis (OMIM 219700) as
well as the autosomal dominant Diamond-Blackfan anemia condition (OMIM 105650). Both parents are
carrying a mutant CFTR gene, while only the father carries the Diamond-Blackfan anemia causing RPS79
mutation. Amongst the three biopsied IVF-embryos, siCHILD found one embryo (E10 in Table S7) to be
free of the CFTR mutant alleles but carrying the paternal RPS79 mutant allele, one embryo (E05 in Table
S7) to be carrying a maternal CFTR mutant allele as well as the paternal RPS79 mutant allele, and one
embryo to be carrying the maternal and paternal CFTR mutant alleles but to be free of the paternal RPS79
mutant allele (E14 in Table S7). All results were concordant with the traditional PCR-based PGD (Table

S7).



In PGDO020, a single blastomere of one IVF-embryo was tested with siCHILD for the inheritance
of the mutated CFTR alleles present in both parents. A monosomy 7 was detected, with the remaining

paternal chromosome carrying the non-mutated CF7R allele. This confirmed the PCR-based PGD.

In PGDO0O06, the father is affected with a 17q24.2 deletion syndrome. Three blastomeres derived
from two embryos were analyzed. One embryo was diagnosed as a non-carrier (E10 in Table S7), while
the other was diagnosed as affected (E12 in Table S7) using siCHILD. This confirmed the FISH-PGD

results obtained for both embryos (Table S7).

PGDO018 for OMIM 603903 is described in the main text, as are all cases at risk for an X-linked
recessive disorder (PGDO0S5 for a microdeletion Xp22.31 syndrome; PGDO012 for hemophilia A; PGDO016

for Duchenne Muscular Dystrophy; PGD022 for Fragile X syndrome).

Single-cell haplotyping by siCHILD enables generic PGD for simple and complex translocations

PGDO004 having a paternal t(1;16)(p36;p12) is described in the main text.

In PGDO002, a non-carrier embryo was diagnosed following siCHILD analysis, which confirmed

the FISH-based PGD of another cell biopsied earlier from the same embryo (Table S9: PGD002 — E02).

For PGDO008 burdened with a maternal complex chromosomal rearrangement (CCR)
t(6;13;16)(p25.1;921.33;q24.2), we profiled 11 blastomeres from 9 embryos (Table S10). Similar to the
approach described in the main text for simple reciprocal translocations, the inheritance of the normal and
derivative chromosomes could be discerned by tracking the inheritance of the haplotypes flanking the
translocation breakpoints. In one embryo, the presence of the 3 derivative chromosomes was detected

which resulted in the inheritance of a balanced maternal complement involving chromosomes der(6),



der(13) and der(16) (Table S10 — Embryo E11), while no conclusive FISH-based PGD result had been
obtained of a sister blastomere biopsied from the same embryo. In six other embryos, siCHILD haplotype
analysis indicated the presence of various combinations of derivative and normal chromosomes per cell,
predicting the inheritance of unbalanced maternal chromosome configurations (Table S10 — Embryos
E06, E09, E10, E14 and E15 from cycle 1, and embryo EO5 from cycle 2). For five of the six embryos, a
conclusive FISH-based PGD of a sister blastomere biopsied from the same embryo could be obtained,
while the sister blastomere from the remaining embryo displayed no interpretable FISH results during the
conventional PGD. The conclusive FISH results corroborated siCHILD’s diagnosis, although mosaicism
in cleavage stage embryogenesis was evident for one embryo (Table S10 — Embryo E09). Two
blastomeres of two embryos demonstrated missing maternal chromosomes involved in the CCR (Figure
7, Table S10 — Embryos E08 and E11 from cycle 1). One blastomere could not be diagnosed by siCHILD
due to homologous recombination sites very near to the regions of interest (Table S10 — Embryo E03

from cycle 2).
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Figure S1 | Overview of the siCHILD algorithm. Single-cell SNP-logR values and discrete SNP-genotype calls following SNP-data

extraction with Genomestudio are applied for QC-analysis. Substandard single-cell SNP-array data are filtered out. The single-cell SNP-

genotypes are haplotyped using the parental genotypes, which are in turn phased by using the genotypes of either a sibling or a

grandparent as a seed. These primary haplotypes are converted by 1D median filtering to the single-cell haplotype blocks. The single-cell

haplotype blocks are independently confirmed with haplarithmisis. Finally, haplarithmisis is applied for logR-value normalization and

supervised copy-number analysis.
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Figure S3 | Development of single-cell SNP-typing and data QC-metrics using the EBV-transformed lymphoblastoid cells. A,
Flowchart of the optimization of single-cell genotyping using Affymetrix and Illumina SNP-arrays. Of EBV-transformed lymphoblastoid
cell lines derived from two individuals ‘S1’ and ‘S2’, six single cells per individual were isolated of which three were whole-genome
amplified using MDA and three using PicoPlex. These WGA-products were hybridized to Affymetrix Nspl 250K SNP-arrays as well as to
Illumina HumanCytoSNP-12 SNP-arrays following the protocol as recommended by the company. Four single-cell WGA-products of each
individual were also hybridized to the Illumina SNP-arrays following a rapid-mode protocol (Material and Methods). Subsequently, the
SNP-probe signals were interpreted by different genotyping algorithms. Based on overall performance (Figure S4), we decided to use
GenCall for interpreting Illumina SNP-probe signals, and the Dynamic Model (DM) for interpreting Affymetrix SNP-probe signals of
single cells. B, QC metrics applied on the GenCall SNP genotypes of single cells. To compute ADO, ADI, ADOI, we used the matching
multi-cell DNA sample as a reference [indicated with QC-by-MC]. For ADO-sc, ADI-sc and ADOI-sc computation (Material and
Methods), we used the SNP-genotypes of the parents as a reference of expected genotypes [indicated with QC-by-parents]. Single-cell
genotypes were in addition subjected to hierarchical clustering for QC-analysis. Samples S1-ebv03-MDA and S2-ebv12-PicoPlex can be
noted as clear outliers. Furthermore, PicoPlex-WGA led to higher ADI and NoCall rates, but lower ADO rates than single-cell MDA
WGA. C, D, Cumulative chromosome-specific standard deviation (CSD) as a QC-metric to identify substandard single-cell WGA products
on the basis of noise in the logR landscape. The logR values resulting from single-cell Illumina SNP-typing were used. The dashed lines
indicate the thresholds applied on the maximum CSD-values following analysis of the density distribution of all single-cell CSD-values
(C). Stacked CSD-values per cell are also illustrated (D).
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Figure S4 | Evaluation of different SNP-typing chemistries, genotyping algorithms and WGA methods for single-cell genotyping.
A, Determination of algorithmic parameters for optimal single-cell genotyping with the Illumina CytoSNP12 platform. The GenCall
score in the genotyping algorithm was varied from 0.05 to 0.95 (X-axis). Subsequently, SNP-call rates were determined, and SNP-call
accuracies obtained with single-cell MDA (left panel) and PicoPlex (right panel) WGA products were computed using the genotypes
from the matching multi-cell DNA sample as a reference (Y-axis). A GenCall score of 0.75 was chosen as an optimal parameter. Note
the differences in heterozygous SNP-calling accuracy between single-cell MDA (left panel) and PicoPlex (right panel) products. A color
legend for the different lines is implemented on the panel. The mean accuracy and mean call rates are depicted as lines, the standard
deviations as shaded areas surrounding the mean. B, Similarly, the GenoSNP confidence parameter was tuned from 0.20 to 0.99 in the
algorithm (X-axis). C, SNP-call accuracies, call rates, allele drop-out (ADO) rates, allele drop-in (ADI) rates and rates of total allele
drop-out complemented with allele drop-in (ADOI) are depicted for single-cell MDA (shown in blue; error bars indicate s.d.) and single-
cell PicoPlex (shown in red; error bars indicate s.d.) hybridized on both the Affymetrix Nspl 250K SNP-array (genotyped with Birdseed-
dev, Birdseed-v1, BRLMM, and DM) and the Illumina CytoSNP12 platform (genotyped with GenCall and GenoSNP). For the latter, the
results following both the conventional protocol as recommended by the company as well as following the rapid SNP-typing assay are
shown. The rapid protocol retains SNP-typing accuracy following GenCall in comparison with the conventional protocol (P-values >
0.05; Wilcoxon rank-sum test).



Figure S5

€1

14

NN TNy
14
NIy,

€1

15

pma i 0 L BIEIRY 1) g -

)1 8¢

o
e

x‘/\,‘\‘
Pog ’»»
~y

™

n 2 n 2
20 . 1 20 _ . 1
® ;,\I;J ‘m Ty B K : ~_\|;J ‘M Wiy .
¢ ol b S m ik ¥,
® s ‘\“\\IN ® s “\'\\ﬂw M
3 . —= D <

%
A

o
bl »

GenCall
MDA

PicoPlex

j
3 GenCall

(vi) ADI consistent with Mendelian inheritance

(v) ADI
(iv) ADO consistent with Mendelian inheritance
(i) ADO
(i) %GC-content
(i) Ideogram
o B 2 B w P 2? 7 B
DI [y,

siCHILD (1D-MF)

MDA MDA

€1

j siCHILD (haplarithmisis)

:

=
b

Figure S5 | WGA-induced SNP-call artefacts. A, B, In the Circos plots we show: (i) an ideogram of the autosomes, (ii) local %GC-
content of the genome, (iii) ADO events in single-cell genotypes when compared to a multi-cell non-WGA reference genotype, (iv)
ADO events in single-cell genotypes when compared to a multi-cell non-WGA reference genotype but which remain consistent with
Mendelian inheritance rules, (v) ADI events in single-cell genotypes when compared to a multi-cell non-WGA reference genotype, (vi)
ADI events in single-cell genotypes when compared to a multi-cell non-WGA reference genotype which are not in violation with
Mendelian inheritance rules. A, SNP-call artefacts following single-cell MDA WGA. B, SNP-call artefacts following single-cell
PicoPlex WGA. C SNP-call artefacts following genotype inference from siCHILD 1D-MF haplotypes of single-cell genomes amplified
with MDA. D SNP-call artefacts following genotype inference from siCHILD haplarithm haplotypes of single-cell genomes amplified
with MDA.
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Figure S6 | Comparison of methods for single-cell haplotyping. A-F, We show: (i) an ideogram of the autosomes, (ii) ADO events in
single-cell genotypes when compared to a multi-cell non-WGA reference genotype, (iii) ADO events in single-cell genotypes when
compared to a multi-cell non-WGA reference genotype but which remain consistent with Mendelian inheritance rules, (iv) ADI events in
single-cell genotypes when compared to a multi-cell non-WGA reference genotype, (v) ADI events in single-cell genotypes when
compared to a multi-cell non-WGA reference genotype which are not in violation with Mendelian inheritance rules, (vi) the maternal
haplarithm from siCHILD, (vii) the maternal 1D-MF haplotypes following siCHILD, (viii) maternal haplotypes determined with Merlin
(--best command line option), (ix) maternal haplotypes determined with Merlin (--best command line option, following --error and
Pedwipe), (x) maternal haplotypes determined with standard textbook phasing using Mendelian inheritance rules, and (xi) the maternal
multi-cell reference haplotype. In the stacked barplot on the right, we show the fractions of SNPs called in the cell (green color bar for
SNP-calls concordant with the multi-cell, orange color bar for SNP-calls demonstrating an ADO event, purple color bar for SNP-calls
demonstrating an ADI event) and not called (grey color bar). A, Data for lymphoblastoid cell S1-ebv02-mda-24h. A zoom-in on the
haplotypes of chromosome 1 is provided. B, Data for lymphoblastoid cell S1-ebv05-mda-24h. C, Data for the multi-cell sample of S1-
MC-24h of individual S1. D, Data for lymphoblastoid cell S2-ebv02-mda-24h. E, Data for lymphoblastoid cell S2-ebv10-mda-24h. F,
Data for the multi-cell sample of S2-MC-24h of individual S2.
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IV. Family with a complex chromosomal rearrangment (three-way CCR)
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Figure S7 | Pedigrees of the four patient groups that participated in the study. The available family members, the IVF-embryos and
SNP-typed blastomeres of each embryo are indicated on the figure.



Figure S8

g
=
@
E
V)
o]
8 o
[=] m..m
E¢
A
= =
23 £33
G 8% 2
o TRT®
3282
& 2525
o aZaz
Lomm
o
£
o £
S H
S L f=fa)
10 20 30 40 50 ZEJ
Chrs cumulative s.d. I
! > -
U} baom
! > -
.
im .
| L]
\ .
. .
.
- :
! -
1 L]
chrX ! .
Chr22 . .
Chr21 1 N
Chr20 1 .
= Chr19 - .
Chr18 { .
Chri7 i :
Chr16 v -
Chri5 ‘ H
u Chr4 f H
Chr13 ' .
Chr12 , .
Chri1 .
Chr10 ! .
Chrg ! -
Chrg ! :
Chr7 ] -
Chré ! .
= Chrs ' = EO
« Chra | L E
Chr3 - = Ei
Chr2 ' B mm
Chr1 | - Eo
.
" : o
= EO:
' = E04
' = EO:
= EOf
' = EOf
_ ‘B
n = EO
| " El
1 = EO
= EOf
1 = EO
' = EO;
. = EO
= El
' = EOf
. = E1
= Ei
' = EO:
' = EOf
= Ef
! = EO
' = EO
! H
! L]
' .
.
! -
| L]
! H
! L]
' .
.
| -
! L]
' .
! L]
' .
! H
| .
' .
! L]
r T L T T T 1
0s (4 0g (4 ok 0
‘p'S SAIRINWINO SIYD
<

E09_BI109_PGDO004C1

E06_Bi288_PGDO0AC:

Hclustering height
00 02 04 06

met)
qu
DNA.

Chromosomes

L 1 2 3

@€ Gy - —_—
. L EA L eSS EC S S5 SEEB S5 8%
g o -n -+ aeo =2 4 = - Toh= g S 5
S de Cm ZIRI =S = =53 S0 O — =
g H ST E cusEEn, 8T8 mw.wpmam.mmmMmm
@ El . .NAISQ oL .nlv o O = o o = > 5 5
ks g s3T5 552 EEl g 08 Egs2822%
T £ S= S we 53,8238 5 55E 3= SER
3 s SR E LT  XBAXEZVLEEE S 2259 T 558 <
v 3 = . . . 7] [
et SR LR PRI PEPS P
z = = E<E 2585 cREEESE i S280° 2542 25
5 E =8 8 | FgE0EEcRTESFZ N, T HER S .E 5
o H »n 3 s= =) — o g & g o Cm
2 2 [ S g8 - =R ] 0 0 g n 5 @80
H g < SaS eSS ST ES2T 8O3 ,HEE_SEE22 08 ok
g 5 g2 3 AT "Q 222 2%0 4B s §Z2.2° 2k
g - & a2z 83 SESWmSR U =384 =]
8 T ] = = - Z< 8 IS IR — o0 = o
2 8855 AN ECELDE L L I M IS R
g =z<<o n 582 gohs 1% 131 g ynzdE s L7 es =g
VNN y &E = Seo=cs 2, 8§ &8 28 2@ = 3
<] mmA..dMNMﬁe w SdenM“tSWJWbSW mcnp
£ . £ ;
5E8EEceffoeSgdiLEsc A5 582536
= =soZ.2.22 Z ==03XL 387 =% 28
HESEECHESS 22 EB SS HE0 28% 8§ &R &3
4 6 8 7

© (red
S vio

o
~
-
-
=
-
)

13 14 15 16 17 18 1

©
n
o
N
=
N
N
x

2
El
2
2
n

v

0.8

E12_BI509_PGDOOE
[E02_BI601_PGDO1
E05_BI611_PGDO1

8

228

[eojevferlor

5382
00

m
o
g
<
il

m
@
a
&
i
bl

E13_BI499_PC

mmm
SRSSE
ga2se
*28283

TDD

mmm
2om
oo
2

358

m
S
o
]
3

mm
28
oD
22
EN]

mm
\8I8I
e
32
"UIEE'U'U'UEE

m
8
@
8
o

58
oo
28
33

m
&
o
E
o

m
&
@
8
o

mi
S
ool
o
3
2

mm,
£
oo
st
23

m
g
@
B
o

g
oo}
3
'

g
@
5
3.

8
o
k3

S
rofefoferfer]
232233
BEsgE

ko)
&8
(0

oo
. le\)

oo
R&R

]
g

@
8
7000000 000 0 0 0 0 v 0 T 3B

é

(e i et e D M )t e M )

oo
&8
235

24
@
&

§

822
£38

@
2288100000000 U000000000000000000000000 89

ﬁv 1 2 3 4 5 6 7 8 9 10 1" 12 13 14 15 16 17 18 19 20 2122 X
@ Chromosomes



Figure S9
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Figure S10
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? .- means that the blastomere could not be diagnosed for either der(1) or der(16) due to chromosome aneuploidy, i.e. the paternal allele of the chromosome is missing in the cell

Figure S10 | PCR-based validation of siCHILD-based PGD. A, Family PGD016 segregates a mutant dystrophin (DMD) gene causing

Duchenne Muscular Dystrophy. B, Gel electrophoresis images of the PCR products for loci of the SRY gene, DMD exon 51 and the

FVIII gene (as a control for presence of X chromosome). C, The PCR-products confirmed the accuracy of the method. D, Family

PGDO004 is burdened with a paternal t(1;16)(p36;p12). E, Gel electrophoresis images of the PCR products across the breakpoints of the

der(1) and der(16) chromosomes, and a control locus of chromosome 16 proximal to the translocation breakpoint. The PCRs were

performed on the DNA of the affected sibling (carrier of the der(1) chromosome), the father (balanced carrier of the der(1) and der(16)

chromosomes), the mother (containing non-rearranged chromosomes) as well as the single blastomeres used for siCHILD-based PGD. F,

The PCR-products across the der(1) and der(16) translocation breakpoints confirm the accuracy of siCHILD-based PGD for all single

blastomeres.



Figure S11
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Figure S11 | Single-cell copy number analysis supervised by haplarithmisis: segmental chromosome anomalies. Single-cell copy
number profiles determined by both SNP-array and single-cell sequencing analyses are leveraged by haplarithmisis. The allelic ratio of
each segment is indicated. A, A maternal monosomy 15 with a segmental nullisomy 15. B, Chromosome 16 displaying a 16pter paternal
amplification, an interstitial paternal duplication and a 16qter deletion on the paternal allele. C, A paternal 4qter segmental duplication.
D, A meiotic trisomy with a copy neutral segment. The orange frame indicates the paternal or maternal profile segment that could not be
haplotyped with discrete SNP genotypes, which is due to a duplication of that segment in the individual that served as a seed for phasing
of the parental discrete genotypes. In contrast, the reciprocal maternal or paternal single-cell haplarithm, respectively, does reveal the

allelic ratio of that segment.



Figure S12
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Figure S12 | Single-cell sequencing confirms the single-cell copy number landscapes determined by SNP-array analysis.
siCHILD-determined copy number profiles of 19 single blastomeres were confirmed by single-cell sequencing. For each single
blastomere the first panel is a heatmap of siCHILD-determined copy number profiles corroborated by haplarithm patterns (red for
homozygous deletions, pink for hemizygous deletions, light green for a duplication, dark green for an amplification and orange for a
uniparental isodisomy). Aberrant logR-segments (> 0.15 or < -0.3) not corroborated by a haplarithm pattern are depicted in grey. For
cells analyzed in the framework of translocation PGD cases, DNA-imbalances smaller than 3 Mb corroborated by the haplotype of a
derivative chromosome of the parental reciprocal translocation are depicted as well. The second and third panels show the logR- and

BAF-values derived form single-cell sequencing data (genomic bins of 100kb in size were applied for focal read-depth analysis).



Figure S13
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Figure S13 | STR-marker analyses. A, STR-length profiles proving a meiotic trisomy for chromosome 13 in cell B1346 of embryo E08
that was identified via haplarithmisis. This blastomere inherited two maternal chromosomes (a der(13) of t(6;13;16), and a normal
chromosome 13) as well as a paternal chromosome 13. The vertical dashed lines indicate the parental alleles, which are present in the
table of each STR marker (pink for maternal alleles and blue for paternal alleles). B, STR-length profiles proving a meiotic trisomy of
chromosome 22 in cells B1347 and BI361 of embryo E09 that was identified via haplarithmisis. The father has “allele]” and “allele4”,

while the mother carries “allele2” and “allele3”. The two blastomeres contain both alleles of the mother and one “allele4” of the father.

Note that these assays have been performed on single-cell MDA products.
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 (continued)
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Figure S14 | siCHILD copy number and haplarithm profiles for all 60 single blastomeres. For each single blastomere we show from
top to bottom: (i) genome-wide DNA-copy number maps. Aberrant logR-segments (> 0.15 or < -0.3) corroborated by a distinctive
haplarithm pattern are depicted. Aberrant logR-segments not corroborated by a haplarithm pattern are depicted in grey. For cells
analyzed in the framework of translocation PGD cases, DNA-imbalances smaller than 3 Mb corroborated by the haplotype of a
derivative chromosome of the parental reciprocal translocation are depicted as well. (ii) Genome-wide paternal haplaritm and (iii)

maternal haplarithm profiles.



Table S1 | QC-by-parents formulas.

QC-by-parents

ADI =

ADO =

ADOI =

ADI-sc =

ADO-sc =

ADOI-sc=

( Total number of single—cell htz SNP—calls with parental SNP—calls of identical homozygosity ) %100
Total number of called SNPs in the single cell that have parental SNP—calls of identical homozygosity

( Total number of single—cell hmz SNP—calls with parental SNP—calls of oposite homozygosity ) %100
Total number of called SNPs in the single cell that have parental SNP—calls of oposite homozygosity

Total number of single—cell hmz SNP—calls oposite to parental SNP—calls of identical homozygosity ) %100
Total number of called SNPs in the single c ll that have parental SNP—calls of identical homozygosity

Total number of single—cell htz SNP—calls that have parental SNP—calls of identical homozygosity

)x100

Total number of single—cell htz SNP—calls

Total number of single—cell hmz SNP—calls that have parental SNP—calls of oposite homozygosity

)x100

Total number of single—cell hmz SNP—calls

( Total number of single—cell hmz SNP—calls oposite to parental SNP—calls of identical homozygosity ) %100

Total number of single—cell hmz SNP—calls

Table S2 | Rules for parent-of-origin value assignment.

Father’s Mother’s Conceptus’ > M
SNP-call SNP-call SNP-call (paternal parent-of-origin value) (maternal parent-of-origin value)
AA BB AA 1 0
AA BB BB 0 1
AA AB BB 0 0.5
AB AA BB 0.5 0
AB BB AA 0.5 0
BB AA BB 0
BB AA AA 1
BB AB AA 0 0.5




Table S3 | Retained chromosomes for the final trimmed mean correction of the logR-values. The

chromosomes retained for trimmed mean corrections of each single blastomere are indicated with green rectangles.

EO02_BI651_PGD018 —
E02_BI653_PGD018 —
EOS_BI632_PGD018 —
EO5_BI635_PGD018 —
EO1_BIS19_PGD014 —
EO1_BIS20_PGD014 —
E02_BI521_PGD014 —
E02_BIS22_PGD014 —{
E03_BIS23_PGD014 —

_PGD021 —
708_PGD021 —|
709_PGD021 —|
700_PGD020 —|
514_PGD006 —]
515_PGD006 —]

E11_BIO91_PGD004C1 —
E02_BI337_PGD004C2 —
E04_BI341_PGD004C2 —
E07_BI312_PGD004C2 —

E09_BI347_PGD008C1 —
E09_BI361_PGD008C1 —
E10_BI348_PGD008C1 —
E11_BI349_PGD008C1 —
E11_BI353_PGD008C1 —
E14_BI350_PGDO08C1 —

5_BI363_PGD008C1 —f

EO05_BI678_PGD008C2 —
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Table S4 | A detailed overview of the embryos involved in this study.

Family Condition origin | ART data Embryo quality data (d3) Traditional PGD data
ART mature | fertilized | biopsied | transfered/ | Embryo | # of Fragmen- | Asymmetry | Cells PGD Probes for FISH/ STR markers for PCR
method | oocytes frozen cells | tation biopsied | Method
PGD002 t(10;16)(q23;p13.3) | mat IVF 7 7 6 1/0 | E02 6 2 2 2 | FISH TelVysion 10q (D10S2290,ABBOTT),
TelVysion 16p (16pTELO5,ABBOTT);
E03 7 0 1 CEP 10 (10p11.1-q11.1,ABBOTT)
PGD004C1 | t(1;16)(p36;p12) pat ICS! 12 8 6 1/0 | EO1 3 2 1 2 | FISH TelVysion 16p (16pTELO5,ABBOTT);
CEP 16 (D16Z3,ABBOTT);
E04 4 1 1 CEP 1 (D1Z5,ABBOTT)
EO5 7 2 1
E06 7 2 1
E09 6 3 1
E11 8 2 1
PGD004C2 13 11 7 0 | EO2 4 1 1
EO04 5 3 1
E06 8 3 1
EO7 6 4 1
E10 7 1 1
PGD005 Xpdel mat IVF 9 9 5 1/1 | EO4 4 1 1 2 | FISH RP11-323F16 (X:7446551-7622830, 32K clone set, CHORI);
CEP X (DXZ1, ABBOTT);
EOS 5 1 2 CEP Y (DYZ1, ABBOTT)
E06 6 0 0
EQ7 8 2 1
EO8 5 1 2
E09 5 4 1
PGDO006C1 | 17qdel pat IVF 6 5 4 1/0 | EO4 6 2 2 2 | FISH CEP17 (D17Z1,ABBOTT);
I— RP11-293K20 (17: 67077180-67260438, 32K clone set,
PGD006C2 14 14 9 2/2 | EO7 6 0 0 CHORI) (deletion specific);
E10 8 0 0 RP11-283E7(17: 66771289-66941661, 32K clone set, CHORI)
(flanking the deletion)
E12 8 0 0
E13 5 1 0
PGDO008C1 | t(6;13;16) mat ICSI 15 14 9 0 | EO2 4 4 1 1| FISH TelVysion 6p (6pTEL48,ABBOTT);
TelVysion 16q (16qTELO13,ABBOTT);
E04 8 2 1 CEP 6 (D6Z1,ABBOTT)
E06 7 3 2
E08 6 3 2



E09 8
E10 8
E11 8
E14 9
E15 7
PGD008C2 8 7 6 1/0 | EO3 6
EO5 8
EO6 7
EO7 8
EO8 7
PGDO012 X-linked mat IVF 3 3 3 1/0 | EO1 6 FISH CEP X/ CEP Y (DXZ1/ DYZ3, ABBOTT);
Hemophilia A CEP Y (DYZ1, ABBOTT)
EO3 7
PGD014 autosomal pat ICSI 4 4 4 0/0 | EO1 8 PCR D17S2220, D17S2227, D11S1220TN, D17S2230, D17S2229,
dominant CMT1a PMP22str23AC
E02 8
EO3 12
PGDO16 X-linked DMD mat IVF 5 5 4 1| EO2 2 FISH G248P89342F12 (X:31676064-31717812,fosmid, CHORI)
(deletion specific);
E03 un G248P84179B5 (X:31798627-31839362 ,fosmid, CHORI)
E04 8 (deletion specific);
RP11-724L13 (X: 31244652-31393058, 32K clone set, CHORI)
EO5 13 (flanking the deletion);
CEP Y (DYZ1, ABBOTT)
PGDO018 autosomal mat/ ICSI 10 9 9 1/4 | EO2 10 PCR D11S1760, D11S2351
recessive HbS/HbC | pat
EO5 6
PGD020 autosomal mat/ ICSI 10 8 6 1/4 | EO2 8 PCR D7S677, IVS17BTA, IVS8CA, D75633, CFTRSTR15CA, dF508,
recessive CF pat CFTRSTR30AC
PGDO021 autosomal mat/ ICSI 19 11 10 1/1 | EOS 8 PCR D7S677, IVS17BTA, IVS8CA, D75633, CFTRSTR15CA, dF508,
recessive CF pat CFTRSTR30AC
E10 8
E14 8
PGDO021 autosomal pat ICSI 19 11 10 1/1 | EOS 8 PCR RPS19GTB, D19S197, D19S198, RPS19AG19, D19S423
dominant DBA1
E10 8
E14 8
PGDO022 X-linked FRAXA mat ICSI 13 9 9 2/0 | EO6 8 PCR AMEL, DXS6687, DXS548, FMR1STR22CA, DXS998




Table S5 | General single-cell sequencing information.

# Sequenced reads  # Mapped reads Mapped reads Depth of
Sample (x106) (x106) (%) Read length coverage
EO5_BI131_PGDO005 18.2 17.1 94.5 101 0.56
EO8_BI147_PGDO005 16.2 154 95.5 101 0.50
EO7_BI160_PGDO005 9.6 9.1 94.8 101 0.30
E06_BI344_PGDO008C1 15.3 14.6 95.6 101 0.48
E08_BI346_PGDO008C1 15.6 14.9 95.9 101 0.49
E09_BI347_PGD008C1 22.6 21.6 95.3 101 0.70
E10_BI348 PGDO008C1 21.1 20.2 95.7 101 0.66
E09_BI361_PGDO008C1 15.3 14.6 95.3 101 0.48
EO1_BI466_PGDO012 13.0 12.4 95.8 101 0.41
EO3_BI602_PGDO016 15.1 14.3 94.7 101 0.47
EO4_BI605_PGDO016 20.2 19.1 94.4 101 0.62
EO5_BI678 PGD008C2 16.9 16.2 95.7 101 0.53
E04_BI118 PGD004C1 20.7 19.7 94.8 101 0.64
E02_BI337_PGD004C2 21.1 20.0 94.9 101 0.65
E04_BI341_PGDO004C2 14.6 139 94.9 101 0.45
EO5_BI095_PGDO004C1 15.3 14.3 93.3 101 0.47
E06_BI104_PGD004C1 27.8 26.1 94.1 101 0.85
E06_BI105_PGD004C1 24.8 23.4 94.4 101 0.76
EO1_BI122_PGDO004C1 35.6 333 93.6 101 1.09

Table S6 | 1D-MF reproducibility for pairs of diploid blastomeres derived from the same embryo.

Family Embryo Blastomere 1 Blastomere 2 Pa:oe/:)nal Ma(t;;nal
PGDO018 EO02 BI651 BI653 99.55 99.30
PGDO021 EOS5 BI701 BI702 99.66 99.16

PGD004C1 EO4 Bl112 BI118 99.31 98.95

PGDO006 E10 BI514 BI515 98.51 97.91




Table S7 | PGD for autosomal recessive or dominant Mendelian disorders

Diagnosis
Famil Conditi Emb
amily ondition mbryo Blastomere siCHILD-based PGD E Blastomere PCR-based PGD Concordant
Bl651 Affected - HbC/HbS Sister-Bl1 Affected - HbC/HbS
Chr11p15.4 E02 Yes
BI653 Affected - HbC/HbS Sister-BI2 Affected - HbC/HbS
PGD018 HBB gene
Sickle-cell disease BI632 Affected - HbS/HbS Sister-BI1 Affected- HbS/HbS
Autosomal recessive EO5 p Yes
BI635 Affected - HbS/HbS Sister-BI2 Affected- HbS/HbS
BI519 Affected Sister-BI1 Affected
EO1 Affected, including a mitotic trisomy 17 Yes
1 BI520 with two paternal affected alleles and one Sister-BI2 Affected
7p12 maternal normal allele present
PMP22 gene — paternal
PGDO14 mutation BI521 Affected Sister-Bl1 Affected-mosaic
Charcot-Marie Tooth E02 Affected locus is present, but a structural . . Yes
. BI522 Sister-BI2 Inconclusive
Autosomal dominant rearrangement affects chromosome 17
BI523 Affected Sister-BI1 Affected
EO3 Yes
BI524 Affected Sister-BI2 Affected
BI701 Maternal mutation carrier
EO5 Sister-Bl1 Maternal mutation carrier Yes
BI702 Maternal mutation carrier
7q31.2 —
BI7 Non-carrier
c CFTRngne. E10 3 Sister-Bl1 Non-carrier Yes
ystic Fibrosis BI705 Non-carrier
Autosomal recessive
BI708 Affected
E014 Sister-Bl1 Affected Yes
a BI709 Affected
PGD021
BI701 Affected
EO5 Sister-BI1 Affected Yes
19913.2 BI702 Affected
RPS19 gene — paternal BI704 Affected
mutation E10 Sister-BI1 Affected Yes
Diamond-Blackfan anemia BI705 Affected
Autosomal dominant BI708 N n——
EO014 Sister-Bl1 Non-carrier Yes
BI709 Non-carrier
7q31.2
PGDO020 CF.TR jgene. EO2 BI700 normal allele, but paternal monosomy 7 Sister-BI1 ot LS, (9 e el Yes
Cystic Fibrosis monosomy 7931.2
Autosomal recessive
Family Condition Embryo Blastomere siCHILD-based PGD Blastomere FISH-based PGD Concordant
BI514 Non-carrier Sister-BI1 nor(17q)
E10 Yes
PGDO006 Paternal del(l?q) BI515 Non-carrier Sister-BI2 nor(17q)
Autosomal dominant
E12 BI508 Affected Sister-BI1 del(17q) Yes

? This family was screened for both autosomal recessive and autosomal dominant monogenic disorders by siCHILD. Since paternal grandparental DNA and DNA of a sibling were available, both phasing strategies were applied.

For detailed DNA copy number interpretation across the region of interest and genome wide, see figure 7 and the section on aneuploidy screening of the main text.

¢ Blastomere 635 was interpreted as a tetraploid cell (see also Fig. 7). For chromosome 11, which carries the HBB-locus, one copy is lost, resulting in two paternal and one maternal alleles remaining, all carrying the HbS

d . . . . . .
mutated allele. The disease locus is located 298 SNPs (max 170 SNPs) from a putative homologous recombination site.



Table S8 | PGD for X-linked recessive Mendelian disorders

X-linked Diagnosis
Famil i Emb
amily l;‘;ii::: morye Blastomere SiCHILD-based PGD ° Blastomere FISH-based PGD Concordant
BI125 Affected male — del(Xp22.31) - - -
EO4
Bl126 Affected male — del(Xp22.31)
BI131 Non-carrier female - - -
EO5
del(Xp22.31) Bl132 Non-carrier female
PGDO005 syndrome
BI159 Carrier female — del(Xp22.31) - - -
EO7
BI160 Carrier female — del(Xp22.31)
EO8 BI147 Non-carrier female b - - -
E09 Bl164 Non-carrier male - - -
Xq28 EO1
PGDO012 Factor VIl gene Sister-BI1 male Yes
g BI466 Affected male ©
Hemophilia A
BI602 . Sister-BI1 n':g;‘o‘;aor;erx .
Xp21.2-21.1 EO3 y Yes
PGDO16 BI603 Non-carrier female Sister-BI2 Inconclusive
DMD gene . i .
BI604 Non-carrier male Sister-BI1 Non-carrier male
Duchenne E04 . ] f Yes
Muscular BI60S Non-carrier male Sister-BI2 Non-carrier male
Dystrophy EO5 BI610 Carrier male Sister-BI1 Carrier female No®
Embryo Blastomere siCHILD-based PGD Blastomere PCR-based PGD Concordant
Xq27.3-928 BI710 Non-carrier male
FMR1 gene . .
PGD022 EO6 Sister-BI1 Non-carrier male Yes
Fragile X BI711 Non-carrier male
syndrome

? For detailed DNA copy number interpretation across the region of interest and genome wide, see figure 7 and the section on aneuploidy screening of the main text.
b This cell was in addition interpreted to contain a DNA-gain for the X-chromosome.

“The allelic origin of the FVIIl gene, which is located at the tip of the long arm of chromosome X, was scored based on the most Xg-terminal haplotype block.

d SiCHILD detected a nullisomy X in blastomere BI602 (see also Fig. 7)

€ FISH-diagnosis can be in agreement with siCHILD-diagnosis, but chromosome mosaicism in the cleavage stage embryo is evident.

fOne of the two FISHed cells from embryo E04 showed one signal for the X chromosome and two signals for the Y chromosome.

€ Sex and carrier-ship were independently confirmed by PCR assays on the same single-cell WGA product of blastomere 610, demonstrating that siCHILD-based diagnosis was correct (Fig. S10).



Table S9 | PGD for reciprocal translocations

. . Dlagnosis
Family Translocation Embryo Blastomere siCHILD-based PGD PCRs specific for the P
a b ) derivative Blastomere FISH-based PGD Concordant
Maternal Haplotype Copy number aberration Segregation ehTomo e
PGD002 t(10;16)( Sister-Bl1 nor(10q); nor(cep10); nor(16p) Yes
g23.2;p13.3) E02 BIO74 nor(10); nor(16) - Alternate -
Sister-BI2 nor(10q); nor(cep10); nor(16p)
. mat-del(1pter-p13.3); Alternate .
EO1 BI122 der(1); der(16) mat-amp(1p13.3-gter) +CIN der(1) pos; der(16) pos - - -
BI112 der(1); der(16) - Alternate der(1) pos; der(16) pos - - -
EO4
BI118 der(1); der(16) - Alternate der(1) pos; der(16) pos
Paternal
t(1;16)(p36.33; EO5 BI095 der(1); nor(16) pat-dup(16pter-p12.1) Adjacent 1 der(1) pos; der(16) neg Sister-BI1 del(cepl); dup(16p); nor(cepl6) Yes ©
p12.1) , .
. pat-monosomy(1); Adjacent 1 . . . . e
(IVF-cycle 1) o BI105 der(1); nor(16) pat-dup(16pter-p12.1) +CIN der(1) pos; der(16) neg Sister-BI1 del(cepl); nor(16p); del(cepl6) Yes
Bl104 ---; nor(16) eSO ) CIN - Sister-BI2 Inconclusive
pat-monosomy(16)
. mat-trisomy(1); Adjacent 1 . . . . e
PGDOOA E11 BI091 nor(1); der(16) pat-del(16pter-p12.1) +CIN der(1) neg; der(16) pos Sister-BI1 del(cepl); del(16p); nor(cepl6) Yes
E02 BI337 der(1); der(16) pat-monosomy(1) Alt+e(r:r|1;te der(1) pos; der(16) pos - - -
pat-amp(16pter-p12.1); .
E04 BI341 der(1); nor(16) pat-trisomy(16); ARIEEEE L der(1) pos; der(16) neg - - -
+ CIN
Paternal pat-del(16qg24.1-qter)
t(1;16)(p36.33; BI312 der(1); nor(16) pat-dup(16pter-p12.1) Adjacent 1 der(1) pos; der(16) neg Sister-Bl1 del(cepl); dup(16p); del(cep16) Yes ©
p12.1) EO7
(IVF-cycle 2) BI314 der(1); nor(16) pat-dup(16pter-p12.1) Adjacent 1 der(1) pos; der(16) neg Sister-BI2 Inconclusive
_ . Sister-BI1 nor(cepl); dup(16p); dup(cepl6) Yes ©
E10 BI324 - - mat rllﬁlf)nosomy(l), CIN der(1) neg; der(16) neg
nullisomy(16) Sister-BI2 Inconclusive

? __ means that the blastomere could not be diagnosed for either der(1) or der(16) due to chromosome aneuploidy, i.e. the paternal allele of the chromosome is missing in the cell

For detailed DNA copy number interpretation across the region of interest and genome wide, see figure 7 and the section on aneuploidy screening of the main text. Furthermore, ‘pat-dup’ means a duplication of the paternal
allele; ‘pat-del’ means a deletion of the paternal allele (i.e. maternal allele remains in the cell); ‘pat-monosomy’ means that the paternal chromosome is retained in the cell (the maternal chromosome is missing); ‘pat-trisomy’
means that an extra paternal chromosome is present in the cell; ‘pat-amp’ indicates an amplification of the paternal allele; similar terminology is applied for the maternal allele 'mat-'.

€ For PGD004 siCHILD imputation results were further confirmed by PCRs specific for der(1) and der(16) on the same single-cell WGA product (Fig. $10). ‘pos’ denotes a positive PCR product; ‘neg’ a negative PCR.
d
‘del’ means 1 FISH-signal; ‘nor’ means 2 FISH-signals; ‘dup’ means 3 FISH-signals

€ FISH-diagnosis is concordant with siCHILD-diagnosis, but chromosome mosaicism in the cleavage stage embryo is evident.



Table S10 | PGD for a complex chromosome rearrangement (CCR) - maternal t(6;13;16)(p25.1;q21.33;q24.2)

. Diagnosis
Family Embryo Blastomere siCHILD-based PGD Blastomere FISH-based PGD Concordant
Haplotype 2 Copy number aberration b
. . mat-dup(13g21.33-qter); . . .
EO6 BI344 nor(6); nor(13); der(16) del(16q24.2-qter) Sister-BI1 nor(6p); nor(cep6); del(16q) Yes
mat-trisomy(13) (meiosis | error);
der(6); nor(13)+der(13) ; neu(13q21.33-qter); . . . d
EO8 BI346 - e Sister-BI1 nor(6p); nor(cep6); del(16q) Yes
neu(16q24.2-qter)
pat-trisomy(6);
BI347 nor(6); nor(13); der(16) mat-dup(13g21.33-qter);
EO9 del(16q24.2-qter) Sister-Bl1 nor(6p); nor(cep6); del(16q) Yesd
. . mat-dup(13g21.33-qter);
PGDO00S BI361 nor(6); nor(13); der(16) del(16924.2-gter)
. . mat-del(6pter-p25.1); . .
cyclel E10 BI348 der(6); nor(13); der(16) mat-dup(13q21.33-qter) Sister-BI1 Inconclusive
BI349 der(6); der(13); der(16) mat-monosomy(6)
pat-monosomy(6) with
E11 structural rearrangement; Sister-Bl1 Inconclusive -
BI353 - . !
nullisomy(13);
pat-segmentalUPD(16)
E14 BI350 nor(6); der(13); nor(16) mat-del(13921.33-qter) Sister-BI1 n:rl(jfé?;); LUty Yes
. dup(6p); nor(cepb);
E15 BI363 nor(6); der(13); nor(16) mat-del(13921.33-qter) Sister-BI1 nor(16q) Yes
. . . null(6p); null(cepb);
cycle2 EO3 BI677 nor(6); H#itt ; Hit# Sister-Bl1 del(16q)
EO5 BI678 der(6); der(13); nor(16) mat-del(13921.33-qter) Sister-BI1 dur;?;(fif)); (e Yes

? __means that the blastomere could not be diagnosed for either der(6), der(13) or der(16) due to chromosome aneuploidy, i.e. the maternal allele of the chromosome is missing in the cell; while ### means that the
blastomere could not be diagnosed for either der(6), der(13) or der(16) due to a limited distance of the translocation breakpoint to a homologous recombination-site. The latter was the case in BI677 of E03: the chromosome
13 breakpoint was located 15 SNPs from a homologous recombination and the breakpoint on chromosome 16 was 43 SNPs away from a homologous recombination.

b For detailed DNA copy number interpretation across the region of interest and genome wide, see figure 7 and the section on aneuploidy screening of the main text. Furthermore, ‘mat-dup’ means a duplication of the
maternal allele; ‘mat-del’ means a deletion affecting the maternal allele (i.e. paternal allele remains in the cell); ‘neu’ means copy number neutral; ‘mat-monosomy’ means that the maternal chromosome is retained in the cell
(the paternal chromosome is missing); ‘mat-trisomy’ means that an extra maternal chromosome is present in the cell; ‘pat-monosomy’ means that the paternal chromosome is retained in the cell (the maternal chromosome is
missing); ‘pat-segmentalUPD’ refers to a segmental uniparental isodisomy of a paternal allele

€ null’ means no FISH-signals; ‘del’ means 1 FISH-signal; ‘nor’ means 2 FISH-signals; ‘dup’ means 3 FISH-signals. Furthermore, a second round of FISH with probes for 13qter and centromere 16 did not produce conclusive
results.

FISH-diagnosis is concordant with siCHILD-diagnosis, but chromosome mosaicism in the cleavage stage embryo is evident.
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