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Abstract 

Two major trends in biomedical data generation have become prominent in recent years. First, 

experimental methods can now measure several different types of molecular parameters for 

biological tissues. Each such type is called an omic, and multi-omic datasets - where multiple 

omics are measured for each sample - are becoming more common. Second, novel experiments 

can now measure omic data at single cell resolution, rather than measure averages across all 

cells in a tissue. 

While multi-omic and single cell datasets are increasing in availability, algorithms for their 

analysis are still lacking. Existing algorithms do not address several characteristics of multi-omic 

datasets, such as the presence of partial data, and the different structure of the data in different 

omics. For single cell data, extant methods do not provide parametric models that take full 

advantage of the fine-tuned single-cell measurements to extract new biological knowledge. 

In this work we developed methods to analyze multi-omic and single-cell datasets. For multi-

omic data, these methods focused on better characterization of cancer subtypes. For single-cell 

data, they focused on understanding epigenetic characteristics of cells, and specifically the 

genome organization using single-cell Hi-C data. 
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 Chapter 1 - Introduction 
 

1.1. Omics data 

1.1.1. Omic technologies and their analysis 

Looking at the life sciences from a bird’s-eye view, there is a general trend of using tools with 

increasingly higher resolution. While early biological research focused mainly on taxonomy, the 

advent of the microscope allowed investigation of very small entities [5]. Further developments 

originating in physics and chemistry allowed research at the molecular level, for example by using 

crystallography to probe the structure of specific proteins [6]. Molecular research identified the 

main agents in the biology of the cell as it is currently understood – proteins, DNA and RNA 

molecules [7]. These agents were shown to not only teach us about cellular function, but also on 

how disease develops [8]. 

In the second half of the 20th century several techniques were developed that could probe and 

quantify to some extent the aforementioned molecular agents. These include southern blots for 

DNA [9], northern blots [10] and later real-time PCR for RNA [11], and western blots for protein 

[12]. Additionally, methods to sequence DNA (that is – read the string of nucleotides a DNA 

molecule is made of) were developed [13]. These methods were limited in that they could only 

measure a small number of molecular agents at a time, which should have been predefined when 

the experiment was planned.  

A major breakthrough occurred with the invention of microarrays, which could quantify RNA 

molecules from hundreds or thousands of different genes [14]. This high number of measured 

genes allowed an unbiased approach to biological research – to first measure expression levels 

of all the genes, and then deduce based on these data which genes are relevant. Experiments 

that measure a high number of molecular parameters are called “high-throughput”. 

Shortly after microarrays appeared, new techniques to perform DNA sequencing were 

discovered (Figure 1) [15]. These led to a dramatic decrease in the cost of sequencing, and to 

generation of methods that use sequencing as a “subroutine” to measure other cellular 

characteristics. For example, RNA sequencing can be performed by reverse-transcribing RNA into 

DNA and then sequencing the DNA. Molecular data generated by high-throughput experiments 

are usually accompanied by the suffix “omic” – genomic, transcriptomic (for gene expression), 

methylomic (for DNA methylation), and the fields of studying these data are called genomics, 
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transcriptomics and methylomics accordingly. The term “omics” refers to all these types of data 

and their fields of study.  

There are several commonly used omic data types. First, DNA mutations measure changes that 

occurred to the sequence of the DNA molecule. These include points mutations, and small-scale 

insertions and deletions. Additionally, larger changes to the DNA include copy number 

aberrations and translocations. Gene expression, which refers to transcribed mRNA molecules, 

measured first by microarrays and then using RNA-sequencing (RNA-seq), quantify the presence 

of messenger RNA molecules [14], [16]. Other types of RNA molecules, such as micro-RNA and 

long non-coding RNA, can also be quantified [17], [18]. DNA methylation measures the frequency 

of methyl groups, which affect gene expression, in specific DNA nucleotides [19]. Other omics 

that are involved in gene expression regulation include ChIP-seq [20], which is often used to 

measure histone modifications, and DNase-seq, MNase-seq and ATAC-seq, which determine 

how open a DNA region is [21]. There are omics that measure additional molecular entities, such 

as proteomics (proteins) [22], metabolomics (metabolites) [23], and glycomics (sugars) [24].  

 

Figure 1: Illumina’s sequencing method. Terminally-blocked nucleotides are added, such that only one 
nucleotide is added to the end of each DNA molecule. The nucleotides are fluorophore-labeled, such that 
imaging allows recognition of the added nucleotide. The fluorophore is then cleaved and washed, and the 
next cycle beings. Source:  [25]. 

At the same years that molecular biology techniques were developed, the field of computer 

science underwent major developments. In addition to breakthroughs in the theory of 

computation and algorithms, computation power and storage increased drastically [26]. This 

allowed large amounts of data to be digitally stored and rapidly accessed, and created the need 

for algorithms to analyze the collected data. These developments gave birth to branches of 

computer science that deal specifically with analyzing large amounts of data, such as machine 
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and statistical learning [27], [28]. Moreover, different computational communities showed 

increased interest in “big data” problems, as demonstrated for example by the work of the 

algorithms’ community on clustering [29]. 

An important consequence of the emergence of high-throughput experiments and omic data is 

that it necessitates computational analysis. Classical biological experiments that only measure a 

small number of parameters can be analyzed either manually, or using standard statistical 

software to run statistical tests. In contrast, analysis of high-throughput data cannot be done 

manually, and requires sophisticated methods that must do much more than test a fixed set of 

hypotheses. 

Computer scientists were interested in biology before the emergence of omics data. Notable 

examples of the use of algorithms for biological research can be found in the field of evolution 

[30], and in comparing genetic sequences using string alignment approaches [31]. The 

convergence of the large-scale biological data and mathematical analysis led to the creation of 

the discipline of bioinformatics [32].  

An important point to note about analysis of multi-omic data is that of dimensionality. Biological 

data has a high dimension (tens of thousands for gene expression, hundreds of thousands for 

DNA methylation), while the number of samples is usually relatively small due to the still high 

cost of obtaining omics data. These characteristics present several challenges for multi-omic data 

analysis. First, robust statistical analysis usually requires that the number of samples be much 

higher than the number of features measured for these samples [33]. Second, even if the number 

of samples is large, high dimensional data is challenging to analyze due to the “curse of 

dimensionality” – an umbrella term for non-intuitive mathematical properties of high 

dimensions, such as the behavior of distance metrics [33]. To handle the high dimension and the 

high ratio of features to samples, methods usually take advantage of the fact that biological data 

can often be well represented in a lower dimension.  

Studying omics data is now a ubiquitous paradigm in biological research [34]. Its uses span 

through many biological fields, organisms and computational tasks, and we will name a small 

number of examples that illustrate this breadth. Spellman et al. identified genes regulated by the 

cell cycle in the baking yeast using microarrays [35]. Hannum et al. and Horvath used regression 

to predict the age of human individuals based on methylation data from their blood [36], [37]. 

Geiger et al. used mass spectrometry data to cluster mouse tissues based on their protein 

expression [38].  
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1.1.2. Multi-omics data 

Different omic technologies measure different molecular features. Each one of these data types 

can be used to characterize biological samples, but joint analysis of multiple omics data types 

has the potential to reveal more comprehensive, systems-level insights (Figure 2) [34], [39]. This 

notion is what stands at the root of multi-omic analysis. In order to realize this idea, two factors 

are required: multi-omic datasets and algorithms to analyze them. 

Even with the decreasing cost of sequencing experiments, omic studies are expensive relative to 

other biological experiments. Collecting datasets with multiple omics measured per sample 

therefore remains an effort that can mostly be carried by large research consortia. A prominent 

multi-omic dataset was collected by The Cancer Genome Atlas (TCGA) consortium [40]. The goal 

of TCGA was to provide a comprehensive, multi-omic resource with data from human cancer 

patients. The project, which started as a joint effort between the USA’s National Cancer Institute 

and National Human Genome Research Institute, began in 2006 and collected data for over a 

dozen years. The data spans 33 different cancer types, and more than 20,000 individuals. It 

includes multiple omics measured from each tumor, including DNA mutations, DNA copy 

number, gene expression, DNA methylation, miRNA expression, and quantification of selected 

proteins (Figure 3). While not all omics data were collected for all tumors, TCGA still serves as 

the largest multi-omic data to date, to the best of our knowledge. In addition to the omic data, 

the project collected clinical information about the participating patients and cancers, including 

classical pathologic characteristics of the tumors, as well as the age, sex and survival of the 

patients. Importantly, the clinical and omic data of TCGA are publicly available, and only the raw 

DNA reads, which could be possibly used to identify the patients, have restricted access.  

 

Figure 2: Omics data and integration. The figure lists omic data type families (e.g. Genome) and specific 
data types (e.g CNV, SNP). Source: [41]. 
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Figure 3: TCGA multi-omic data. The figure lists some of the cancer types and omic data types available 
in TCGA. Source: [42]. 

From a computational standpoint, there are several tasks that can be addressed with multi-omic 

data. These tasks can be either specific to the input omics, or more general. An example of a task 

that is omic-specific is that of finding expression Quantitative Trait Loci (eQTL) [43], [44]. In this 

problem the input is made of the genotypes of many individuals, and these individuals’ 

expression of each gene in some cell type. The goal is to find genetic variants that are associated 

with gene expression. Different versions of the problem exist where gene expression is replaced 

with another omic, e.g. by DNA methylation (meQTL) [45], but the first omic must remain the 

genotype. Other multi-omic tasks are more general, and can be solved using different omics. 

These tasks include multi-omic clustering, dimension reduction, and classification [39]. 

Multi-omic analysis is challenging for several reasons. First, the high dimensionality of the data 

that we described when discussing omic data is further exacerbated in multi-omics. Not only 

does the number of features increase (as it is now the sum of the number of features in each 

omic separately), but the cost obtaining each sample increases as well, so the number of samples 

will tend to be lower in multi-omic datasets. Another major challenge in multi-omic analysis is in 

integrating the different types of data, which have diverse distributions. For example, DNA 

genotype data is commonly represented as a vector of integers over {0, 1, 2} (since each locus 

usually has only two possible alleles in the population, this representation counts the number of 

appearances of the minor allele), RNA-sequencing data counts RNA molecules and can have any 

integer, and DNA methylation data is provided as continuous numbers between 0 and 1. 

Integrative analyses of these different spaces has to find ways to make them comparable.  
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1.1.3. Single-cell data 

The omic experiments that we discussed so far are performed on a tissue or on a large group of 

cells, and therefore the measured features are only averages across these cells. For example, an 

RNA-seq experiment will list the number of RNA molecules it detected from a specific gene 

aggregated across all the cells in the sample. It cannot be deduced whether the cells in the 

experiment all express this gene to the same extent, or whether there is variability among them. 

It is possible that this gene is actually expressed by only a subset of the cells, or that it is expressed 

to a varying degree in each cell depending on the cell’s state. Furthermore, if the sample contains 

numerous cell types, we cannot distinguish between features that vary across samples because 

of actual differences in the measured feature, or because of differences in cell type frequency. 

A partial way to overcome this limitation is to perform cell sorting using FACS [46]. This technique 

allows to partition biological cells into different groups based on the presence of predefined 

proteins. RNA-seq can then be applied to each group separately. This approach is limited in that 

it still cannot investigate variability within a cell type. Furthermore, it requires the prior selection 

of proteins that allegedly separate between cell types, and thus deviates from the unbiased 

approach that is a major advantage of omic studies. 

Aware to these problems, biologists have developed single-cell omic approaches [47]. In these 

experiments, instead of performing measurements that are averages across many cells, features 

are measured in each cell separately. Experiments that measure averages are called bulk 

experiments, as opposed to single-cell experiments. While in bulk experiments the output is a 

matrix of samples by features, in single-cell experiments the output is a cells by features matrix 

for each sample. The number of cells for each biological sample can vary. 

Single-cell omic experiments currently mostly use DNA sequencing as a readout. The underlying 

idea behind these techniques is to add a short sequence of DNA (or RNA), called a barcode, to all 

DNA (or RNA) molecules from a cell, such that all molecules from the same cell have the same 

barcode, but different cells have different barcodes (Figure 4) [48]. This way, when the molecules 

are sequenced, the barcode can be used to associate each molecule with the cell from which it 

came. Additionally, some techniques add a second barcode, that differs between the molecules 

in the same cell. Because DNA is duplicated many times prior to sequencing, the second barcode, 

which is called the Unique Molecular Identifier (UMI), allows to tell whether two sequenced 

molecules are duplications of the same original molecule, or come from different molecules. This 

enables better quantification of the data.  
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Figure 4: Microfluidics-based single-cell RNA-sequencing. Cells and beads with distinct barcodes are 
inserted together into aqueous droplets in an oil medium, such that each droplet usually contains at most 
one cell. Within each droplet the cell is lysed, and its mRNA molecules are hybridized to the distinct 
barcodes. Source: [49]. 

The first single-cell methods that were developed and gained popularity were for RNA 

sequencing [48]. Contributing to this popularity is the entry of commercial companies, such as 

10x Genomics, into this space [50]. Such companies provide a standardized toolkit that reduces 

the technical expertise required to perform single-cell experiments. In addition to single-cell 

RNA-seq, methods to quantify other omic data at single-cell resolution were developed. These 

include single-cell ATAC, methylation, and Hi-C, which we will cover later [51]–[53]. 

The main computational challenge of single-cell data is its sampling depth, which results in 

sparsity and high variance. The number of sequenced reads from a cell is generally very low 

compared to bulk experiments. For example, single-cell RNA-seq (scRNA-seq) data usually have 

a few thousands of UMIs per cell, across about twenty thousand genes. The expected value of 

the cell by gene matrix is therefore close to zero. Moreover, changes in gene expression between 

cells tend to be low. It is possible for cells from different cell types to have only a few percent of 

the UMIs to support their difference, and differences within a cell type may be even weaker. All 

methods that analyze single-cell data should address this sparsity. 

We will briefly illustrate how this sparsity is considered in method development for scRNA-seq. 

The gene by cell matrix that is the experiment’s output contains many zero values. A common 

debate among developers of single-cell analysis algorithms revolves around modeling these zero 

values. Some methods use a zero-inflation model for the distribution of RNA-seq UMI count, 
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while others consider the high number of zeros a direct result of the low number of sampled 

molecules, together with the possibly low number of actual molecules of a gene in a cell [54]. 

Although the variance of the UMI count seems too high to stem only from sampling variance, 

the zero-inflations opponents reply that bulk RNA-seq data is characterized by over-dispersion, 

and that the high zero count in single-cell data may just reflect this high variance, and is unrelated 

to zero inflation. Another challenge of scRNA-seq is in estimating the expression of a single gene 

in a cell. Because of the data’s sparsity, the measured value will often be either 0 or 1, and will 

be very noisy. Other methodological considerations that single-cell methods face include how to 

calculate similarities between cells [55], [56], and more recently how to scale to millions of cells 

while keeping runtime and space requirements feasible [57], [58].  

Our work on single-cell data focuses on Hi-C (to be described later), but also uses scRNA-seq. The 

framework we use to analyze scRNA-seq data is called metacell [57], [59]. At its core is the idea 

that instead of looking at single cells, we can group together dozens of highly similar cells. Each 

group of such similar cells is called a metacell. If we sample enough cells, cells in a metacell would 

be highly similar, and all the metacells together will cover the space (often termed “manifold”) 

of possible cellular states. The main advantage of metacells is that they are no longer sparse, 

since UMIs are accumulated across the dozens of cells they contain, thus solving the challenge 

of data sparsity once a metacell model was created.  

1.2. Multi-omics clustering for cancer subtyping 

1.2.1. Cancer and cancer subtypes 

Cancer is a group of diseases characterized by increased cell proliferation. It is currently the 

second leading cause of death worldwide, after cardiovascular diseases [60]. Moreover, while 

the death rate from cardiovascular diseases has been decreasing significantly in the last few 

decades thanks to research into its diagnosis and treatment, death rates from cancers remain 

disappointingly steady [61].  

The classical partition of cancer into different diseases is based on the tissue of origin. Cancers 

attack almost every tissue and cell type in the body, though with different rates. Most cancers 

occur at epithelial tissues, which line most organs in the body. Less common are cancers of blood 

cells, and rarer still are sarcomas, which are cancers of connective tissues. The tissues in which 

cancers are most common are breast, prostate, lung, and colorectal, but all major organs have 

cancers [62]. 
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In spite of the many tissues affected by cancer, the “cancer” umbrella term is used to describe 

the disease in all of them. The reason for this is the common features of all cancer types. The 

most prominent feature is increased cellular proliferation, which is at the root of the tumor’s 

growth [63]. But there are many other common characteristics for different cancers, which have 

been summarized as the “hallmarks of cancer” in a seminal work [64]. This work has been 

updated twice since its initial publication, to reflect our increasing understanding of cancer 

biology [65], [66]. The initial hallmarks were: sustained growth signals, evading growth 

suppressors, resisting cell death, inducing angiogenesis (growth of blood vessels), enabling 

replicative immortality and activating invasion and metastasis. These hallmarks generally all 

reflect the notion of sustaining growth, and resisting the cellular mechanisms that inhibit it. The 

first update to the hallmarks added deregulation of cellular energetics and avoiding immune 

destruction, as well as two “enabling characteristics”, which are genome instability and tumor-

promoting inflammation. The second update also added polymorphic microbiome, senescent 

cells, unlocking phenotypic plasticity and epigenetic reprogramming (Figure 5). 

 

Figure 5: The hallmarks of cancer and their enabling characteristics. Left: the hallmarks and characteristics 
described in the first two “Hallmarks of Cancer” publications. Right: the new hallmarks and characteristics 
introduced in the latest “Hallmarks of Cancer” paper. Source: [66]. 

The above hallmarks describe common biological characteristics of different cancers. But the 

differences in tumor biology between tissues are sufficient to treat the diseases as different. For 

example, different genes are mutated in different tissues, transcriptional aberrations differ [67], 

and tumors from different source tissues metastasize to different locations. Importantly, these 

differences between tissues are not reflected only in the biology of the tumors, but also in the 

response to treatment. Drugs that are effective in one tissue are not necessarily effective in 

another, and the treatment regime largely depends on the tissue of origin [68]. 
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However, the partition into tumor types does not stop at the tissue level. Even within a tissue 

and cell type there is high heterogeneity between tumors, both in their biology and in their 

response to therapy [69]. This variance led to the definition of cancer subtypes – further 

partitions of classical cancer types. One example for subtypes is seen in breast cancer [70]. There, 

a subset of the tumors expresses receptors for the estrogen hormone, which sustain the tumor’s 

growth. For these tumors, Tamoxifen is a potent drug. It works by preventing the binding of 

estrogen to its receptor in the tumor, thus depriving the tumor of its growth sustaining signals. 

The same drug would not be effective in other breast tumors, which do not have high expression 

of the estrogen receptor. Much like estrogen, two other types of breast cancers are characterized 

by a receptor they express and that sustains their growth – one is the progesterone receptor and 

the other is the HER2 gene which is a growth factor receptor. A fourth breast cancer type is called 

“triple-negative”, and is characterized by the lack of any of the three growth sustaining receptors 

we mentioned.  

Breast cancer is not the only cancer with subtypes. Other examples include Acute Promyelocytic 

Leukemia, a subtype of Acute Myeloid Leukemia (AML) that responds to ATRA therapy [71], and 

Philadelphia syndrome, a subtype of Chronic Myeloid Leukemia that responds to Imatinib [72]. 

In these examples the subtype is associated with a treatment, but this is not necessarily the case. 

Many cancer subtypes were defined before omic technologies were invented. These definitions 

usually depend on the tumor’s histopathology, or on the presence of a single protein or 

chromosomal aberration. In contrast, omic data measures many features, which can all be used 

to characterize tumors. An early example of using omic data in cancer research is the work of 

Van’t Veer et al. [73]. In this work, the authors developed a classifier that could predict with high 

accuracy whether a patient with breast cancer will develop metastases based on gene expression 

data. A patient with low risk of metastases may be spared of additional therapy after the initial 

treatment, which exacerbates side effects with the goal of decreasing metastases.  

Van’t Veer’s work is an example for how to use omic data for patient classification, but omics 

data can also be used to detect cancer subtypes de-novo using clustering methods. Such an 

analysis, again for breast cancer, was performed by Perou et al. [74]. This analysis identified 

subtypes of breast cancer based on gene expression, and these subtypes were associated with 

the presence of the classical breast cancer subtypes proteins (e.g. estrogen). 

Cluster analyses have since been performed on many cancer types, using many omics. The TCGA 

project published a paper for each cancer type, and in these works clustering tumors based on 

omic data was a standard part of the analysis (e.g.,  [75]–[78]). Not all cancer types revealed 
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clusters that are strongly matching known tumor biology, and neither do all cancer types contain 

a clear discrete partition into subtypes, but clustering omics data has become a widely used 

method to better understand cancer’s biology.  

Many methods were used to cluster cancer data [79]. These include classical clustering 

algorithms, such as k-means, hierarchical clustering, spectral clustering, self-organizing maps, 

and consensus clustering. They also include methods that were developed specifically for 

biological data, such as CLICK [80]. 

1.2.2. Multi-omic clustering algorithms 

Early works for omic cancer subtyping used single-omic data such as gene expression. The TCGA 

initiative, which collected multi-omic datasets, also used at first only single-omics clustering to 

define cancer subtypes, and then analyzed the distribution of features from other omics on the 

obtained clustering. But later works from TCGA used integrative multi-omic clustering. For 

example, lung adenocarcinoma data was clustered using copy number, DNA methylation and 

mRNA expression and was found to contain six clusters [81]. Cluster membership was 

significantly associated with mutations in specific genes, even though this omic was not used for 

the clustering.  

Another prominent example for multi-omic clustering in TCGA is the work of Hoadley et al. 

(Figure 6) [82]. In this work, data from 12 cancer types was clustered using five omics – DNA copy 

number, DNA methylation, gene expression, miRNA expression and protein expression. The goal 

of this work was not to define cancer subtypes in a classical cancer type, but to look for clusters 

across cancer types. Interestingly, a cluster that included tumors from several cancers was found. 

This cluster included tumors of squamous cells: lung squamous cell carcinoma, head and neck 

cancer, and a subset of the bladder cancers. 
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Figure 6: Multi-omics clustering of pan-cancer data from TCGA. Columns are tumors, and rows represent 
features from five different omics. Source: [82]. 

The algorithmic approaches used for multi-omic clustering are diverse. These approaches are 

explained in more detail in Chapter 2, where citations on each approach are provided, but we 

will briefly review them here. First, integration methods can be classified based on when the 

different omics are integrated: early integration, intermediate integration or late integration. 

Early integration methods first concatenate features from all the different omics, and then use 

single-omic clustering methods. Their advantage is that there are many off-the-shelf, well-tested 

clustering methods whose input is a single matrix and can be used. Their disadvantage is that 

they further increase the dimensionality, and do not handle the different distributions of the 

different omics. Late integration methods first cluster each omic separately, and then integrate 

their clustering results. Again, an advantage is the ability to use demonstrated single-omic 

methods. Moreover, here different single-omic clustering methods can be used for different 

omics, and can be even methods that support only this one omic. The main disadvantage is the 

inability to integrate heterogeneous signals from across different omics. Finally, intermediate 

integration methods try to build a model that incorporates all omics, without explicitly 

concatenating them.  

Intermediate algorithms can also be classified into major categories. Dimension reduction 

methods assume that the data come from a low dimension, and that the different omics 

represent different mappings of that low dimensional data into higher dimension. Each omic has 

a different mapping function, and thus the different distributions of the omics are handled. The 

mapping functions are often assumed to be linear, so that the model could be fit, thus limiting 
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the expressibility of the models. A second, not entirely disjoint category, is made of statistics-

based methods. These methods often suggest a generative model for the different omics, while 

modeling the inter-omic correlations. A statistical method worth mentioning here is PARADIGM 

[83]. This method most explicitly presents a model of the cell, and considers known relations 

between cellular pathways as part of its model. A Third category of models is similarity-based 

methods. These methods calculate similarities in each omic, and these similarities are then used 

for clustering in an integrative manner. The similarity calculation offers several advantages. First, 

it abrogates the need for a parametric model of the data, such as the linear mappings in 

dimension reduction-based methods. Second, similarity values are more easily compared 

between different omics. Third, different similarity measures can be used for different omics, 

thus making the similarity calculation omic-specific. On the other hand, these methods do not 

offer insights at the feature level, such as which features had strong effect on the obtained 

clustering. They also do not show connections between feature, either within an omic or 

between omics.  

A similar problem to multi-omics clustering, called multi-view clustering, was investigated in the 

machine-learning community [84]. In this problem, samples need to be clustered based on 

different types of measured data, and each type is called a view. For example, if we consider data 

where samples are movies, one view can be the movie’s images, and another view can be the 

movie’s script. Multi-view methods are usually not specific to one data type, but can be applied 

to diverse data types, including omic data. Therefore, multi-view clustering methods can be used 

as multi-omic clustering methods.   

1.3. Single-cell Hi-C in embryonic development 

1.3.1. Genome organization and Hi-C  

DNA is a molecule that appears in all living creatures. In Eukaryotes, the DNA is at the cell’s 

nucleus, and it is often divided into several chromosomes. The DNA’s physical structure and 

location in the nucleus were speculated for a long time to be involved in cellular regulation, but 

tools to investigate its structure were lacking. In the 1980s fluorescence in situ hybridization 

(FISH) methods produced the first evidence for the existence of chromosomal territories [85], 

[86]. That is, that specific chromosomes tend to be located in specific parts of the nucleus. 

Moreover, these methods showed that parts of the DNA that contain highly expressed genes 

tend to be located in the center of the nucleus, while parts of the chromosome without highly 

expressed genes tend to be at the nucleus’ periphery [87].  
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In 2002 Dekker et al. developed Capturing Chromosome Conformation (3C), a technique to 

measure the physical distance between pairs of segments of the genome [88]. The experiment 

works basically as follows: First, DNA is cross-linked using Formaldehyde. The DNA is then cut 

and ligated again. Since the cut DNA molecules can move only a little between the cutting and 

the ligation, the probability that two pieces of DNA will be ligated to one another is proportional 

to their physical distance before the cutting took place. Using PCR with primers for the two bits 

of DNA of interest, the physical distance between the two DNA parts can be assessed.  

3C was extended into circular 3C (4C) [89]. While 3C measures the physical contact between a 

specific pair of genomic loci (one vs. one), 4C measures the contact of one locus of interest with 

all other DNA in the cell (one vs. many). Following 4C, Hi-C, which measures contacts between 

all pairs of loci in the genome (many vs many), was introduced by Lieberman-Aiden et al. [90]. 

Hi-C works similarly to 3C, but it sequences all ligated DNA molecules, and the proportion with 

which two DNA loci are seen in the same sequenced molecules is used to estimate their physical 

distance. Following Hi-C, other methods in the field of genome organization were developed. 

ChIA-PET [91] and HiChIP [92] are similar to Hi-C, but they measure genomic physical interactions 

mediated by a specific protein of interest. Micro-C uses MNase to digest cross-linked DNA, 

instead of the cutting that is done in Hi-C using restriction enzymes, and allows for genome 

structure investigation at higher resolution [93]. 

Investigations into the genome structure revealed several main concepts. First is the division of 

the genome into compartments [94]. As mentioned previously when discussing FISH, highly 

transcribed regions of the genome are found in the center of the nucleus, and lowly transcribed 

regions are in the periphery. These two parts of the genome are known as the A and B 

compartments, respectively, and can be found in Hi-C data by clustering the genome into two 

parts that tend to have many contacts within themselves and a low number of contacts between 

them (see Figure 7). Further research found that the compartments correspond to euchromatin 

and heterochromatin, that they are overrepresented with specific histone modifications (e.g. 

H3K9me3 in heterochromatin), and that the A compartments replicates before the B 

compartment during S-phase [95], [96]. Some works attempted to describe chromosomal 

compartments in higher resolution using more than two compartments [97], but A/B remains 

the most widely used compartmentalization.  

Another concept related to chromosomal organization and observed in Hi-C is that of 

Topologically Associating Domain (TAD) [98]. These are contiguous stretches of DNA that tend 

to self-interact, and that manifest as blocks in the Hi-C contact matrix (Figure 7). The mechanism 



20 

 

for the formation of such TADs is of high interest, and was found to involve Cohesin rings that 

advance along the chromosome until they are blocked by CTCF proteins bound to specific binding 

sites on the DNA [99]–[101]. While the formation of TADs is now becoming clearer, their 

functional role is still investigated. Among its suggested roles is limiting possible enhancer-

promoter interactions to pairs that are mainly in the same TAD. TADs were shown to form a 

coherent unit of DNA replication – DNA in the same TAD will tend to replicate together in the 

cell cycle [96]. A concept related to TADs is that of DNA loops. These are cases where two 

genomic loci are found to be physically proximal, while their adjacent DNA is not, distinguishing 

it from a TAD. 

 

Figure 7: Left: schematic figure for the Hi-C contact matrix. The rows and columns of the matrix represent 
genomic bins, and the value (color intensity) is the number of contacts observed between the two genomic 
bins. The figure illustrates how compartments, TADs, and loops look in the matrix. Right: a schematic figure 
of the physical structure of the DNA that may give rise to compartments, TADs, and loops as they are 
observed in the contact matrix. Source: [102]. 

The roles of compartments, TADs and loops in genomic regulation is under active research. 

Notably, TADs were shown to be relatively consistent across different cell types [97], while 

compartments show higher variance – genomic bins whose genes are more highly expressed in 

a cell type will tend to be more strongly associated with the A compartment, consistent with the 

connection we mentioned previously between gene expression and compartments. Supporting 

the role of genome organization in gene regulation is its disruption seen in diseases. For example, 

TAD disruption is commonly observed in cancers [103], either through local deletions or as part 

of larger genome rearrangements, and TAD disruptions were also found in developmental 

diseases [104].  

Hi-C data gives rise to several computational challenges. First, calling compartments and TADs 

from the Hi-C data is non-trivial. Regions of the genome with close genomic coordinates (that is, 
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that are close on the 2D structure of the genome) will also tend to be close in 3D. But to describe 

TADs and compartments, we need to find physical contacts that are more frequent than would 

be expected based on their 2D proximity. In that sense, Hi-C differs from other omic data in that 

its measured signal is inherently probabilistic (and not only due to molecule sampling). A read 

that is sequenced in RNA-seq is evidence for a transcript of some gene. A read sequenced in Hi-

C is not indicative of physical contact between these two regions, but only of an increased 

probability that these regions are close.  

To this end, various ways to normalize the contact frequency for the 2D coordinate distance were 

employed. For example, the most common method to detect compartments involves 

normalizing contacts for distances, converting the Hi-C matrix into a correlation matrix, and 

computing the first or second principal component of that matrix. The sign assigned to each 

genomic region indicates whether it belongs to the A or B compartment [90]. 

Computational tasks in Hi-C analysis are not limited to the detection of organizational entities 

such as compartments and TADs, but also include their comparison. For example, several 

methods were developed to call differential interactions in Hi-C data [105]. Such differential 

analyses are paramount to understand how genome organization varies across cell types, and in 

disease.       

1.3.2. Mouse embryonic development 

Embryonic development investigates the process by which a zygote becomes a mature organism. 

In addition to the applications for human fertility and developmental disorders that research into 

embryology enables, it is also an important model to investigate cellular differentiation – the 

process by which cells specialize to perform a specific function.  

Early research in embryology, conducted before the era of molecular biology, established the 

concept of differentiation potential. A prominent example is the Spermann and Mangold 

experiment, in which they took cells from the dorsal side of an amphibian embryo and 

transplanted them in a different place on the embryo [106]. The transplanted cells led to the 

development of second set of body structures, demonstrating that the cellular fate of the 

transplanted cells was already determined. Such experiments and others demonstrate the 

concept of differentiation potential - a cell has the potential to create a specific set of cell types, 

and this set decreases during development and differentiation. While early embryonic cells can 

create a whole embryo, later ones can create only more specialized cell types. 
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With the advent of molecular biology, the cellular processes by which differentiation occurs 

could be investigated. Some of the factors that were found to direct these processes include 

transcription factors (TFs), secreted morphogens and growth factors, and cell-cell interactions 

[107]–[109]. Our understanding of the role of TFs can be demonstrated by the work of Takahashi 

et al. [110]. Research into TFs active in embryonic stem cells (ESC) allowed for a screen of TFs 

that will cause mature cells to revert to ESCs (Figure 8). This research has transformed research 

in embryology and in human biology in general.  

 

Figure 8: Morphology of mouse ES cells (left), mature fibroblasts reprogrammed to ES cells, and mouse 
embryonic fibroblasts (right). Source: [110].  

Morphogens are secreted molecules whose gradual change affect cell fate decisions. Some of 

the most prominent pathways involving morphogens are the Wnt, SHH and BMP pathways. For 

example, gradients of SHH proteins were shown to be involved in limb development [111]. Cell-

cell interactions are important for development both because of the molecules exchanged 

between cells, and because of the mechanical forces that cells exert on one another [107]. SHH, 

which we mentioned in the context of limb development, is also secreted by the notochord and 

affects motor neuron development [112]. The Hippo signaling pathways, which relies on cell 

density and the mechanical stress it causes, is important for the first fate decision to take place 

in the embryo – that of differentiating to either the inner cell mass (which will proceed to form 

the embryo), or to the trophectoderm (which will form the extraembryonic tissues) [113]. 

Epigenetic factors are also of great importance in embryogenesis. For example, DNA methylation 

was observed to undergo two major reprogramming events – one in the creation of the 

primordial germ cells (PGCs), and one in the early steps of development post fertilization [114]. 

The causative role of DNA methylation in development was demonstrated using knock-outs of 

major methylation modifying enzymes, such as the methyltransferases DNMT1, DNMT3A and 

DNMT3B, and the demethylases TET1-3 [115]. Other epigenetic factors, such as histone 

modification, and their relation to chromatin modifying enzymes such as the Polycomb group 

complex, were also shown to have an integral role in embryogenesis [116], [117]. 

The large cell type diversity and the small number of cells make embryonic development 

especially suited to benefit from single-cell analyses. Indeed, single-cell studies have been used 
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extensively to study embryonic development, including mammalian development, which is more 

difficult to study with traditional embryology research methods (Figure 9) [118], [119]. These 

studies characterized in high detail the cell types and transcriptional programs that shape 

development.  

 

Figure 9: left: UMAP plot of scRNA-seq data from about 120K mouse embryo cells, taken from mice at ages 
E6.5-E8.5. Cells are colored by their annotated cell type. Right: cell type proportions during mouse 
embryonic development, calculated from scRNA-seq data. Source: [119].  

1.3.3. Single-cell Hi-C 

While the role of several epigenetic factors in embryonic development is under investigation, the 

role of the genome organization has not been sufficiently studied. Hi-C is traditionally performed 

in bulk, and the average signal from many embryonic cell types is not illuminating. Sorting 

embryos for specific cell types is also problematic, because of the low number of cells in an 

embryo. The chromosomal conformation in embryos is therefore poorly understood. As 

mentioned previously, Hi-C experiments showed large differences between mature tissues. How 

these changes are established during embryonic development, and what is their role in 

differentiation, remains to be discovered. To overcome the shortcomings of bulk analysis, single-

cell Hi-C is needed. 
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The first work to perform single-cell Hi-C (scHi-C) was done by Nagano et al. [120]. In this work, 

the authors developed the first scHi-C protocol, and applied it to 74 mouse splenic CD4+ T-cells. 

Their analysis revealed low variation between cells in terms of intradomain contacts, but showed 

variance in terms of interdomain contacts. The conserved intradomain structure is consistent 

with bulk studies showing similar TAD structure across cell types. The varying interdomain 

contacts suggest that some compartmental differences exist between cells, and not only 

between cell types. The work also bridged between the inter-chromosomal structure observed 

in microscopy and in bulk Hi-C data. Chromosomes in the microscope appear to be well 

separated, but bulk Hi-C data finds many contacts between chromosomes. Nagano et al. 

suggested that at the single-cell level, contacts between chromosomes are mostly seen between 

specific pairs of chromosomes that are presumably physically close. The abundance of contacts 

between chromosomes seen in bulk Hi-C is due to different chromosome pairs being adjacent in 

different cells. 

A follow-up work from Nagano et al. analyzed the effect of the cell cycle on the genome 

organization [121]. The scHi-C protocol in this work was improved into a version very similar to 

bulk Hi-C. In this protocol, DNA crosslinking, cutting and ligation are performed in bulk. Cells are 

then sorted into 96-well plates, where a tagmentation step takes place, such that each cell is 

marked with a specific barcode, similar to other single-cell experimental methods. 

Nagano et al. performed scHi-C on 2000 mouse embryonic stem cells in this study. The authors 

developed a method to order cells along the cell cycle, based on two main statistics (Figure 10). 

The first is the distribution of the chromosomal distances between the two ends of all sequenced 

reads from a cell. The second is the ratio between reads sequenced from early replicating regions 

compared to late replicating regions. The authors’ approach was confirmed using cells that were 

sorted using FACS and known cell cycle measures. The study then continued to delineate changes 

in chromosomal structure during the cell cycle, given the inferred computational ordering. The 

investigators identified that insulation (which measures the strength of the TAD structure) 

increases rapidly following exit from M-phase, further increases during G1, decreases during 

replication and decreases more rapidly when entering M-phase. The compartment structure 

presents different dynamics, with an increase in compartmentalization from the exit from M, all 

the way until late G2, and then a decrease again when re-entering M.  
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Figure 10: Contact distance distribution in scHi-C data. Each column represents a cell, and each row a 
specific range of genomic distances. The values (colors) represent the fraction of contacts in a cell that 
come from each range of genomic distances. Cells are ordered by their inferred point in the cell cycle. 
Source: [121]. 

Other works developed techniques to describe the genome organization of single-cells. Stevens 

et al. used an approach based on imaging followed by Hi-C to investigate mouse embryonic stem 

cells[122]. In contrast to previous reports, they found variance in TAD structure between cells, 

but high conservation of the A/B structure. Ramani et al. used an approach based on 

combinatorial indexing, where each cell has two distinct barcodes[123]. Two cells can receive 

the same barcode, but the probability that two cells will receive the same two barcodes is low. 

They create six scHi-C libraries from synthetic mixtures of different cell lines. Lee et al. developed 

a method that measures both DNA methylation and Hi-C for single cells and applied it to the 

human prefrontal cortex[124]. To the best of our knowledge, this is the first work that profiled a 

tissue with diverse cell types, and showed that they can be distinguished based on their Hi-C 

profiles. However, the prefrontal cortex is made of terminally differentiated cells, and no work 

used scHi-C to investigate a differentiating system, including in embryogenesis. 

Algorithms for the analysis of scHi-C data are scarce. The noisy signal, sparsity, and paucity of 

scHi-C data are all challenges facing such algorithms. Nevertheless, several methods were 

developed. scHiCluster performs imputation on scHi-C data using convolution (smoothing across 

near neighbors) followed by random walks-based imputation[125]. scHiCluster also uses 

dimension reduction on the imputed data to study it. Another algorithm does not perform 

imputation, but is interested only in dimension reduction, and uses topic modeling for that 

purpose[126]. More recently, a method called Higashi was developed[127]. Higashi is based on 

hypergraph representation learning and a neural network architecture, and like scHiCluster it 

imputes the Hi-C matrix. However, there is still much need for algorithms that can analyze scHi-

C data.  

1.4. Summary of articles included in this thesis 

1. Multi-omic and multi-view clustering algorithms: review and cancer benchmark  

Nimrod Rappoport and Ron Shamir 
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Nucleic Acids Research, Volume 46, Issue 20, 16 November 2018, Pages 10546–10562 

[1]. 

 

Recent high throughput experimental methods have been used to collect large 

biomedical omics datasets. Clustering of single omic datasets has proven invaluable for 

biological and medical research. The decreasing cost and development of additional high 

throughput methods now enable measurement of multi-omic data. Clustering multi-

omic data has the potential to reveal further systems-level insights, but raises 

computational and biological challenges. Here, we review algorithms for multi-omics 

clustering, and discuss key issues in applying these algorithms. Our review covers 

methods developed specifically for omic data as well as generic multi-view methods 

developed in the machine learning community for joint clustering of multiple data types. 

In addition, using cancer data from TCGA, we perform an extensive benchmark spanning 

ten different cancer types, providing the first systematic comparison of leading multi-

omics and multi-view clustering algorithms. The results highlight key issues regarding the 

use of single- versus multi-omics, the choice of clustering strategy, the power of generic 

multi-view methods and the use of approximated p-values for gauging solution quality. 

Due to the growing use of multi-omics data, we expect these issues to be important for 

future progress in the field. 

 

2. NEMO: cancer subtyping by integration of partial multi-omic data 

Nimrod Rappoport and Ron Shamir 

Bioinformatics, Volume 35, Issue 18, September 2019, Pages 3348–3356 [2]. 

 

Motivation - Cancer subtypes were usually defined based on molecular characterization 

of single omic data. Increasingly, measurements of multiple omic profiles for the same 

cohort are available. Defining cancer subtypes using multi-omic data may improve our 

understanding of cancer, and suggest more precise treatment for patients. 

Results - We present NEMO (NEighborhood based Multi-Omics clustering), a novel 

algorithm for multi-omics clustering. Importantly, NEMO can be applied to partial 

datasets in which some patients have data for only a subset of the omics, without 

performing data imputation. In extensive testing on ten cancer datasets spanning 3168 

patients, NEMO achieved results comparable to the best of nine state-of-the-art multi-

omics clustering algorithms on full data and showed an improvement on partial data. On 
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some of the partial data tests, PVC, a multi-view algorithm, performed better, but it is 

limited to two omics and to positive partial data. Finally, we demonstrate the advantage 

of NEMO in detailed analysis of partial data of AML patients. NEMO is fast and much 

simpler than existing multi-omics clustering algorithms, and avoids iterative 

optimization. 

Availability and implementation - Code for NEMO and for reproducing all NEMO results 

in this paper is in github: https://github.com/Shamir-Lab/NEMO. 

 

3. Inaccuracy of the log-rank approximation in cancer data analysis 

Nimrod Rappoport and Ron Shamir 

Mol Syst Biol. (2019) 15: e8754 [3]. 

 

Comparing the survival between different groups of patients is widely used in cancer 

research, and as a means to benchmark cancer clustering algorithms. The most 

commonly used statistical test for such comparisons is the log-rank test. In this work 

we show that most software tools use an asymptotic version of the test, which is highly 

inaccurate in datasets with the number of patients observed in cancer datasets. We 

show that the reported p-values overstate the significance of the results, highlight 

previous false discoveries made using this test, and provide an implementation for an 

exact test for multiple groups. 

 

4. MONET: Multi-omic module discovery by omic selection 

Nimrod Rappoport, Roy Safra, Ron Shamir 

PLOS Computational Biology 16(9): e1008182 [4]. 

 

Recent advances in experimental biology allow creation of datasets where several 

genome-wide data types (called omics) are measured per sample. Integrative analysis of 

multi-omic datasets in general, and clustering of samples in such datasets specifically, 

can improve our understanding of biological processes and discover different disease 

subtypes. In this work we present MONET (Multi Omic clustering by Non-Exhaustive 

Types), which presents a unique approach to multi-omic clustering. MONET discovers 

modules of similar samples, such that each module is allowed to have a clustering 

structure for only a subset of the omics. This approach differs from most existent multi-

omic clustering algorithms, which assume a common structure across all omics, and from 
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several recent algorithms that model distinct cluster structures. We tested MONET 

extensively on simulated data, on an image dataset, and on ten multi-omic cancer 

datasets from TCGA. Our analysis shows that MONET compares favorably with other 

multi-omic clustering methods. We demonstrate MONET's biological and clinical 

relevance by analyzing its results for Ovarian Serous Cystadenocarcinoma. We also show 

that MONET is robust to missing data, can cluster genes in multi-omic dataset, and reveal 

modules of cell types in single-cell multi-omic data. Our work shows that MONET is a 

valuable tool that can provide complementary results to those provided by existent 

algorithms for multi-omic analysis. 

 

5. Single cell Hi-C identifies plastic chromosome conformations underlying the 

gastrulation enhancer landscape 

Nimrod Rappoport*, Elad Chomsky*, Takashi Nagano, Charlie Seibert, Yaniv Lubling, 

Yael Baran, Aviezer Lifshitz, Wing Leung, Zohar Mukamel, Ron Shamir, Peter Fraser, 

Amos Tanay. * denotes equal contribution. 

Accepted to Nature Communications. 

 

Embryonic development involves massive proliferation and differentiation of cell 

lineages. This must be supported by chromosome replication and epigenetic 

reprogramming, but how proliferation and cell fate acquisition are balanced in this 

process is not well understood. Here we use single cell Hi-C to map chromosomal 

conformations in post-gastrulation mouse embryo cells and study their distributions 

and correlations with matching embryonic transcriptional atlases. We find that 

embryonic chromosomes show a remarkably strong cell cycle signature. Despite that, 

replication timing, chromosome compartment structure, topological associated 

domains (TADs) and promoter-enhancer contacts are shown to be variable between 

distinct epigenetic states. About 10% of the nuclei are identified as primitive 

erythrocytes, showing exceptionally compact and organized compartment structure. 

The remaining cells are broadly associated with ectoderm and mesoderm identities, 

showing only mild differentiation of TADs and compartment structures, but more 

specific localized contacts in hundreds of ectoderm and mesoderm promoter-enhancer 

pairs. The data suggest that while fully committed embryonic lineages can rapidly 

acquire specific chromosomal conformations, most embryonic cells are showing plastic 

signatures driven by complex and intermixed enhancer landscapes. 
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ABSTRACT

Recent high throughput experimental methods have
been used to collect large biomedical omics
datasets. Clustering of single omic datasets has
proven invaluable for biological and medical re-
search. The decreasing cost and development of ad-
ditional high throughput methods now enable mea-
surement of multi-omic data. Clustering multi-omic
data has the potential to reveal further systems-
level insights, but raises computational and biologi-
cal challenges. Here, we review algorithms for multi-
omics clustering, and discuss key issues in applying
these algorithms. Our review covers methods devel-
oped specifically for omic data as well as generic
multi-view methods developed in the machine learn-
ing community for joint clustering of multiple data
types. In addition, using cancer data from TCGA, we
perform an extensive benchmark spanning ten differ-
ent cancer types, providing the first systematic com-
parison of leading multi-omics and multi-view clus-
tering algorithms. The results highlight key issues
regarding the use of single- versus multi-omics, the
choice of clustering strategy, the power of generic
multi-view methods and the use of approximated p-
values for gauging solution quality. Due to the grow-
ing use of multi-omics data, we expect these issues
to be important for future progress in the field.

INTRODUCTION

Deep sequencing and other high throughput methods mea-
sure a large number of molecular parameters in a single ex-
periment. The measured parameters include DNA genome
sequence (1), RNA expression (2,3), DNA methylation (4)
etc. Each such kind of data is termed ‘omic’ (genomics,
transcriptomics, methylomics, respectively). As costs de-

crease and technologies mature, larger and more diverse
omic datasets are available.

Computational methods are imperative for analyzing
such data. One fundamental analysis is clustering - find-
ing coherent groups of samples in the data, such that sam-
ples within a group are similar, and samples in different
groups are dissimilar (5). This analysis is often the first step
done in data exploration. Clustering has many applications
for biomedical research, such as discovering modules of
co-regulated genes and finding subtypes of diseases in the
context of precision medicine (6). Clustering is a highly re-
searched computational problem, investigated by multiple
scientific communities, and a myriad algorithms exist for
this task.

While clustering each omic separately reveals patterns in
the data, integrative clustering using several omics for the
same set of samples has the potential to expose more fine-
tuned structures that are not revealed by examining only a
single data type. For example, cancer subtypes can be de-
fined based on both gene expression and DNA methylation
together. There are several reasons why a clustering based
on multiple omics is desirable. First, Multi-omics clustering
can reduce the effect of experimental and biological noise
in the data. Second, different omics can reveal different cel-
lular aspects, such as effects manifest at the genomic and
epigenomic levels. Third, even within the same molecular
aspect, each omic can contain data that are not present
in other omics (e.g. mutation and copy number). Fourth,
omics can represent data from different organismal levels,
such as gene expression together with microbiome compo-
sition.

A problem akin to multi-omics clustering was investi-
gated independently by the machine learning community,
and is termed ‘multi-view clustering’ (see (7) and ‘A Sur-
vey on Multi-View Clustering’). Multi-view clustering algo-
rithms can be used to perform clustering of multi-omic data.
In the past, methods developed within the machine learning
community have proven useful in the analysis of biomedical
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datasets. However, by and large, multi-view clustering have
not penetrated bioinformatics yet.

In this paper, we review methods for multi-omics clus-
tering, and benchmark them on real cancer data. The data
source is TCGA (The Cancer Genome Atlas) (8)––a large
multi-omic repository of data on thousands of cancer pa-
tients. We survey both multi-omics and multi-view methods,
with the goal of exposing computational biologists to these
algorithms. Throughout this review, we use the terms view
and multi-view instead of omic and multi-omics in the con-
text of Machine Learning algorithms.

Several recent reviews discussed multi-omics integration.
(9–11) review methods for multi-omics integration, and (12)
review multi-omics clustering for cancer application. These
reviews do not include a benchmark, and do not focus on
multi-view clustering. (13) reviews only dimension reduc-
tion multi-omics methods. To the best of our knowledge,
(14) is the only benchmark performed for multi-omics clus-
tering, but it does not include machine learning methods.
Furthermore, we believe the methods tested in the bench-
mark do not represent the current state of the art for multi
omics clustering. Finally, (7) is a thorough review of multi-
view methods, directed to the Machine Learning commu-
nity. It does not discuss algorithms developed by the bioin-
formatics community, and does not cover biological appli-
cations.

REVIEW OF MULTI-OMICS CLUSTERING METHODS

We divide the methods into several categories based on their
algorithmic approach. Early integration is the most sim-
ple approach. It concatenates omic matrices to form a sin-
gle matrix with features from multiple omics, and applies
single-omic clustering algorithms on that matrix. In late in-
tegration, each omic is clustered separately and the cluster-
ing solutions are integrated to obtain a single clustering so-
lution. Other approaches try to build a model that incorpo-
rates all omics, and are collectively termed intermediate in-
tegration. Those include: (i) methods that integrate sample
similarities, (ii) methods that use joint dimension reduction
for the different omics datasets and (iii) methods that use
statistical modeling of the data.

The categories we present here are not clear-cut, and
some of the algorithms presented fit into more than one cat-
egory. For example, iCluster (15) is an early integration ap-
proach that also uses probabilistic modeling to project the
data to a lower dimension. The algorithms are described in
the categories where we consider them to fit most.

Multi-omics clustering algorithms can also be distin-
guishable by the set of omics that they support. General
algorithms support any kind of omics data, and are there-
fore easily extendible to novel future omics. Omic specific
algorithms are tailored to a specific combination of data
types, and can therefore utilize known biological relation-
ships (e.g. the correlation between copy number and expres-
sion). A mixture of these two approaches is to perform fea-
ture learning in an omic specific way, but then cluster those
features using general algorithms. For example, one can re-
place a gene expression omic with an omic that scores ex-
pression in cellular pathways, and thus take advantage of
existing biological knowledge.

Throughout this review, we use the following notation:
a multi-omic dataset contains M omics. n is the number of
samples (or patients for medical datasets), pm is the number
of features in the m’th omics, and Xm is the n x pm matrix
with measurements from the m’th omic. Xm

i j is therefore the
value of the j’th feature for the i’th patient in the m’th omic.
p = �M

m=1 pm is the total number of features, and X is the n
× p matrix formed by the concatenation of all Xm matrices.
Throughout the paper, for a matrix A, we use At to desig-
nate its transpose, and consistently with the Xm notation,
we use Am for matrix indexing (and not for matrix power-
ing). Additional notation is chosen to follow the original
publications and common conventions.

Figure 1 summarizes pictorially the different approaches
to multi-omics clustering. A summary table of the methods
reviewed here is given in Table 1.

Early integration

Early integration is an approach that first concatenates all
omic matrices, and then applies single-omic clustering al-
gorithms on that concatenated matrix. It therefore enables
the use of existing clustering algorithms. However, this ap-
proach has several drawbacks. First, without proper nor-
malization, it may give more weight to omics with more fea-
tures. Second, it does not consider the different distribution
of data in the different omics. Finally, it increases the data
dimension (the number of features), which is a challenge
even in some single-omic datasets. When applying early in-
tegration algorithms designed specifically for multi-omics
data, or when running single-omic methods on a concate-
nated matrix, these drawbacks must be addressed. Normal-
ization of the features in different omics can assist in han-
dling the different distributions, and feature selection can be
used to decrease the dimension and to give different omics
an equal prior opportunity to affect the results.

An additional way to handle the high dimension of the
data is by using regularization, i.e. adding additional con-
straints to a problem to avoid overfitting (76). Specifically,
LASSO (Least Absolute Shrinkage and Selection Operator)
regularization creates models where the number of features
with non-zero effect on the model is low (77), and regu-
larization of the nuclear norm is often used to induce data
sparsity. Indeed, LASSO regularization is used by iCluster
(15) (reviewed in a later section), and LRACluster uses nu-
clear norm regularization (reviewed in this section). While
any clustering algorithm can be applied using early integra-
tion, we highlight here algorithms that were specifically de-
veloped for this task.

LRACluster (16) uses a probabilistic model, where nu-
meric, count and binary features have distributions deter-
mined by a latent representation of the samples �. For ex-
ample, Xm

i j is distributed ∝ exp(− 1
2 (Xm

i j − �m
i j )

2), where �m

is of the same dimensions as Xm. The latent representation
matrix is encouraged to be of low rank, by adding a regular-
ization on its nuclear norm. The objective function for the
algorithm is −log (model’slikelihood) + � · |�|* where � is
the concatenation of all �m matrices, and | · |* is the nuclear
norm. This objective is convex and provides a global op-
timal solution, which is found using a fast gradient-ascent
algorithm. � is subsequently clustered using k-means. This
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Table 1. Multi-omic clustering methods

Method Description Refs. Implementation

Early integration
LRAcluster• Data originate from low rank matrix, omic data

distributions modeled based on it
(16) R

Structured sparsity Linear transformation projects data into a cluster
membership orthogonal matrix

(17) Matlab

Alternate optimization
MV k-means, MV EM Alternating k-means and EM. Each iteration is done

w.r.t. a different view
(18) NA

Late integration
COCA Per omic clustering solutions integrated with

hierarchical clustering
(19) NA

Late fusion using latent
models

Per omic clustering solutions integrated with PLSA (20) NA

PINS• Integration of co-clustering patterns in different
omics. The clusterings are based on perturbations to
the data

(21) R

Similarity-based methods
Spectral clustering
generalizations

Generalizations of similarity based spectral
clustering to multi-omics data

(22–25) Matlab

Spectral clustering with
random walks

Generalizations of spectral clustering by random
walks across similarity graphs

(26,27) NA

SNF• Integration of similarity networks by message passing (28,29) R, Matlab
rMKL-LPP• DR using multiple kernel learning; similarities

maintained in lower dimension
(30) **

Dimension reduction
General DR framework General framework for integration with DR (31) NA
JIVE Variation in data partitioned into joint and

omic-specific
(32) Matlab,R (33)

CCA• DR to axes of max correlation between datasets.
Generalizations: Bayesian, kernels, >2 omics, sparse
solutions, deep learning, count data

(34–43), CCA for
count data

R, two omics (44), R,
multiple omics

PLS DR to axes of max covariance between datasets.
Generalizations: kernels, >2 omics, sparse solutions,
partition into omic-specific and joint variation

(45–52) R, two omics, Matlab,
multiple omics

MCIA DR to axes of max covariance between multi-omic
datasets

(53) R

NMF generalizations• DR using generalizations of NMF to multi-omic data (54–57),
EquiNMF, (58,59)

MultiNMF (Matlab)

Matrix tri- factorization DR. Each omic describes the relationship between
two entities

(60) NA

Convex methods DR with convex objective functions, allowing unique
optimum and efficient computation

(16,61,62) Matlab

Low-rank tensor MV
clustering

Factorization based on low-rank tensors (63) Matlab

Statistical methods
iCluster/Plus/Bayes• Data originate from low dimensional representation,

which determines the distribution of the observed
data

(15,64,65) R

PARADIGM Probabilistic model of cellular pathways using factor
graphs

(66) REST API

Disagreement between
clusters

Methods based mainly on hierarchical Dirichlet
processes; clustering in different omics need not agree

(67–71) BCC (R)

Survival-based Probabilistic model; patient survival data used in the
clustering process

(72,73) SBC (R)

Deep learning
Deep learning methods Neural networks used for integration. A variant of

CCA, early integration and middle integration
approaches

(37,74,75) DeepCCA (Python)

DR: dimension reduction; EM: expectation maximization; MV: multi-view; PLSA: Probabilistic Latent Semantic Analysis; CCA: Canonical Correlation
Analysis; PLS: Partial Least Squares; NMF: non-negative matrix factorization. •Methods included in the benchmark. Single-omic k-means and spectral
clustering were also included in the benchmark. ** Available from the authors upon request.
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Figure 1. Overview of multi-omics clustering approaches.

method was used to analyze pan-cancer TCGA data from
eleven cancer types using four different omics, and to fur-
ther find subtypes within these cancer types.

In (17), all omics are concatenated to a matrix X and
the algorithm minimizes the following objective: ||XW +
1nbt − F ||22 + γ ||W||G1 . W is a p x k projection matrix, F
is an n x k cluster indicator matrix such that FtF = Ik, 1n
is a column vector of length n of 1’s, b is an intercept col-
umn vector of dimension k and � is a scalar. The algorithm
therefore seeks a linear transformation such the projected
data are as close to a cluster indicator matrix as possible.
That indicator matrix is subsequently used for clustering.
The regularization term uses the G1 norm, which is the l2
norm for W entries associated with a specific cluster and
view, summed over all views and clusters. Therefore, fea-
tures that do not contribute to the structure of a cluster will
be assigned with low coefficients in W.

Alternate optimization

Early research for integration of two views was performed
in (78). This work improved classification accuracy for semi-
supervised data with two views using an approach termed
co-training, and inspired others to analyze multi-view data.
One of the first attempts to perform multi-view clustering
was (18). In this work, EM (expectation maximization) and
k-means, which are widely used single-omic clustering al-
gorithms, were adapted for multi-view clustering. Both EM
and k-means are iterative algorithms, where each iteration
improves the objective function value. The suggested multi-
view versions perform optimization in each iteration with
respect to a different omic in an alternating manner. This
approach loses theoretical guarantees for convergence, but
was found to outperform algorithms that use each view sep-
arately, and also naive early integration methods that clus-
ter the concatenated matrix of the two views. Interestingly,
(18) report improved results using the multi-view cluster-
ing algorithms on single-view datasets that were randomly

split to simulate multi-view data. This was the first evidence
for improved clustering using multiple views, and for the
utility of a multi-view algorithm in clustering single-view
data. While this work was very influential, other prelimi-
nary multi-view clustering methods (e.g. (22,31)) were since
shown to achieve better results on datasets where the gold
standard is known.

Late integration

Late integration is an approach that allows to use exist-
ing single-omic clustering algorithms on single-omic data.
First, each omic is clustered separately using a single-omic
algorithm. Different algorithms can be used for each omic.
Then, the different clusterings are integrated. The strength
of late integration lies in that any clustering algorithm can
be used for each omic. Algorithms that are known to work
well on a particular omic can therefore be used, without
having to create a model that unifies all of these algorithms.
However, by utilizing only clustering solutions in the inte-
gration phase we can lose signals that are weak in each omic
separately.

COCA (19) was applied to pan-cancer TCGA data, to
investigate how tumors from different tissues cluster, and
whether the obtained clusters match the tissue of origin.
The algorithm first clusters each omic separately, such that
the m’th omic has cm clusters. The clustering of sample i
for omic m is encoded in a binary vector vim of length cm,
where vim(j) = 1 if i belongs to cluster j and 0 otherwise. The
concatenation of the vim vectors across all omics results in a
binary cluster indicator vector for sample i. The n × c bi-
nary matrix B of these indicator vectors, where c = �M

i=1cm,
is used as input to consensus clustering (79) to obtain the fi-
nal clustering of the samples. Alternatively, in (20) a model
based on Probabilistic Latent Semantic Analysis (80) was
proposed for clustering B. These two methods allow any
clustering algorithm to be used on each single omic, and
therefore have an advantage when a method is known to
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perform well for a particular omic. Additionally, they can be
used given the clustering solution only when the raw omic
data are unavailable.

PINS (21) integrates clusters by examining their connec-
tivity matrices for the different omics. Each such matrix Sm

is a binary n x n matrix, where Sm
i j = 1 if patients i and j

are clustered together in omic m, and 0 otherwise. These Sm

matrices are averaged to obtain a single connectivity ma-
trix, which is then clustered using different methods based
on whether the different Sm matrices highly agree with each
other or not. The obtained clusters are tested if they can be
further split into smaller clusters. To determine the number
of clusters for each omic and for the integrated clustering,
perturbations are performed on the data by adding Gaus-
sian noise to it, and the number of clusters is chosen such
that the resulting clustering is robust to the perturbations.
Unlike the previously presented late integration methods,
PINS requires the original data and not only the clustering
of each omic, since it performs perturbations to the data.

Several methods for ensemble clustering were developed
over the years, and are reviewed in (81). While these were
not originally developed for this purpose, they can be used
for late multi-omics clustering as well.

Similarity-based methods

Similarity-based methods use similarities or distances be-
tween samples in order to cluster data. These methods com-
pute the similarities between samples in each omic sepa-
rately, and vary in the way these similarities are integrated.
The integration step uses only similarity values. Since in cur-
rent multi-omic datasets, the number of samples is much
smaller than the number of features, these algorithms are
usually faster than methods that consider all features while
performing integration. However, in such methods it may be
more difficult to interpret the output in terms of the orig-
inal features. An additional advantage of similarity-based
methods is that they can easily support diverse omic types,
including categorical and ordinal data. Each omic only re-
quires a definition of a similarity measure.

Spectral clustering generalizations. Spectral clustering (82)
is a widely used similarity-based method for clustering
single-view data. The objective function for single-view
spectral clustering is maxUtrace(UtLU) s.t. UtU = I, where
L is the Laplacian (83) of the similarity matrix of dimension
n × n, and U is of dimension n × k, where k is the num-
ber of clusters in the data. Intuitively, it means that sam-
ples that are similar to one another have similar row vectors
in U. This problem is solved by taking the k first eigenvec-
tors of L (details vary between versions that use the normal-
ized and the unnormalized graph Laplacian), and clustering
them with a simple algorithm such as k-means. The spectral
clustering objective was shown to be a relaxation of the dis-
crete normalized cut in a graph, providing an intuitive ex-
planation for the clustering. Several multi-view clustering
algorithms are generalizations of spectral clustering.

An early extension to two views performs clustering by
computing a new similarity matrix, using the two views’
similarities (22). Denote by W1 and W2 the similarity ma-
trices for the two views. Then the integrated similarity, W,

is defined as W1W2. Spectral clustering is performed on the
block matrix [

0 W
Wt 0

]
Note that each eigenvector for this matrix is of length 2n.
Either half of the vector or an average of the two halves are
used instead of the whole eigenvectors for clustering using
k-means. Note that this method is limited in that it only sup-
ports two views.

(23) generalizes spectral clustering for more than two
views. Instead of finding a global U matrix, a matrix Um

is defined for each omic. The optimization problem is:

maxU1,...,U M�mtrace(Umt LmUm)

+λ · Reg s.t. ∀m UmtUm = I.

Lm is the graph Laplacian for omic m and Reg is a regu-
larization term equal to either �m1 �=m2U

m1Um1 tUm2Um2 t or
�mUmUmtU*U*t with the additional constraint that U* is
an n x k matrix such that U*tU* = I.

Chikhi (24) uses a different formulation, which does not
require a different Um for each omic, but instead uses the
same U for all matrices. The following objective function is
used:

maxU�mtrace(Ut LmU) s.t. UtU = I

This is equivalent to performing spectral clustering on the
Laplacian �mLm. The obtained clusters are then further im-
proved in a greedy manner, by changing the assignment of
samples to clusters, while looking directly at the discrete
normalized cut objective, rather than the continuous spec-
tral clustering objective.

Li (25) suggests a runtime improvement over (23). In-
stead of looking at the similarity matrix for all the samples,
a small set of ‘representative’ vectors, termed salient points,
are calculated by running k-means on the concatenation of
all omics and selecting the cluster centers. A similarity ma-
trix is then computed between all these samples in the data
and their s nearest salient points. Denote this similarity ma-
trix for the m’th omic by Wm, and let Zm be its normaliza-
tion such that rows sum to 1. These matrices are of dimen-
sion n × the number of salient points. Next, the matrices[

0 Zm

Zmt 0

]
are given as input to an algorithm with the same objective
as (24). This way, similarities are not computed between all
pairs of samples.

The methods above differ in several ways. (23) allows each
omic to have a different low dimensional representation,
and has a parameter that controls the trade-off between
how similar these representations are, and how similarities
in the original data are maintained in Um. Therefore, it al-
lows to express cases where the omics are not assumed to
have the same similarity structure (e.g., two samples can be
similar in one omic but different in another). On the other
hand, Chikhi (24) assumes the same similarity structure,
and its greedy optimization step can result in an improved
solution in such cases. (25) can be used when the number of
samples is exceptionally large.
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Zhou and Burges (26) views similarity matrices as net-
works, and examines random walks on these networks.
Random walks define a stationary distribution on each net-
work, which captures its similarity patterns (84). Since that
stationary distribution is less noisy than the original similar-
ity measures, Zhou and Burges (26) uses them instead to in-
tegrate the networks. Xia (27) also examines random walks
on the networks, but argues that the stationary distribution
in each network can still be noisy. Instead, the authors com-
pute a consensus transition matrix, that has minimum total
distance to the per-omic transition matrices and is of mini-
mal rank. Random walks are highly related to spectral clus-
tering; using a normalized variant of the graph’s Laplacian
in spectral clustering results in a solution in which random
walks seldom cross between clusters (82). These random
walk-based methods are currently competitive with other
spectral clustering methods.

Similarity Network Fusion. SNF (Similarity Network Fu-
sion) first constructs a similarity network for every omic
separately (28,29). In each such network, the nodes are sam-
ples, and the edge weights measure the sample similarity.
The networks are then fused together using an iterative pro-
cedure based on message passing (85). The similarity be-
tween samples is propagated between each node and its k
nearest neighbors.

More formally, denote by W(m) the similarity matrix for
the m’th omic. Initially a transition probability matrix be-
tween all samples is defined by:

P(m)
1 (i, j ) =

{
W(m)(i, j )

2�k�=i W(m)(i,k) , j �= i
1
2 , j = i

and a transition porbability matrix between nearest neigh-
bors is defined by:

S(m)(i, j ) =
{

W(m)(i, j )
�k�=i W(m)(i,k) , j ∈ Ni

0, otherwise

where Ni are i’s k nearest neighbors in the input Xm matrices.
The P matrices are updated iteratively using message pass-

ing between the nearest neighbors: P(m)
q+1 = S(m) �k�=m P(k)

q

M−1 S(m)q

where P(m)
q is the matrix for omic m at iteration q. This pro-

cess converges to a single similarity network, summarizing
the similarity between samples across all omics. This net-
work is partitioned using spectral clustering.

In (29), SNF is used on gene expression, methylation and
miRNA expression data for several cancer subtypes from
TCGA. In addition to partitioning the graph to obtain can-
cer sutbypes, the authors show that the fused network can
be used for other computational tasks. For example, they
show how to fit Cox proportional hazards (86), a model that
predicts prognosis of patients, with a constraint such that
similar patients in the integrated network will have similar
predicted prognosis.

rMKL-LPP. Kernel functions implicitly map samples to
a high (possibly infinite) dimension, and can efficiently mea-
sure similarity between the samples in that dimension. Mul-
tiple kernel learning uses several kernels (similarity mea-
sures), usually by linearly combining them, and is often used

in supervised analysis. (30) developed rMKL-LPP (regu-
larized Multiple Kernel Learning with Locality Preserving
Projections), which uses multiple kernel learning in unsu-
pervised settings. The algorithm performs dimension reduc-
tion on the input omics such that similarities (defined us-
ing multiple kernels) between each sample and its nearest
neighbors are maintained in low dimension. This represen-
tation is subsequently clustered with k-means. rMKL-LPP
allows the use of diverse kernel functions, and even multi-
ple kernels per omic. A regularization term is added to the
optimization problem to avoid overfitting. The authors run
the algorithm on five cancer types from TCGA, and show
that using multiple kernels per omic improves the prognos-
tic value of the clustering, and that regularization improves
robustness.

Dimension reduction-based methods

Dimension reduction-based methods assume the data have
an intrinsic low dimensional representation, with that low
dimension often corresponding to the number of clusters.
The views that we observe are all transformations of that
low dimensional data to a higher dimension, and the pa-
rameters for the transformation differ between views. This
general formulation was proposed by (31), which suggest to
minimize �M

m=1wml(Xm, fm(B)), where B is a matrix of di-
mension n × p, fm are the parametrized transformations,
and wm are weights for the different views, and l is a loss
function. The work further provides an optimization al-
gorithm when the fm transformations are given by matrix
multiplication. That is, fm(B) = BPm, and l is the squared
Frobenius norm applied to Xm − BPm. Once B is calcu-
lated, single-omic clustering algorithm can be applied to it.
This general framework is widely used. Since the transfor-
mation is often assumed to be linear, many of the dimen-
sion reduction methods are based on matrix factorization.
Dimension reduction methods work with real-valued data.
Applying these methods to discrete binary or count data is
technically possible but often inappropriate.

An advantage of linear dimension reduction methods is
that they provide some interpretation for the dominant fea-
tures in each cluster. For example, in the general framework
just presented, each entry in the Pm matrix can be consid-
ered as the weight of a feature in a cluster. Such interpre-
tation is missing from similarity-based methods, which ig-
nore the original features once the similarities between sam-
ples were calculated. Therefore, dimension reduction meth-
ods may be useful when an association between clusters and
features is needed.

JIVE. (32) assumes that the variation in each omic can
be partitioned to a variation that is joint between all omics,
and an omic-specific variation: Xmt = Jm + Am + Em where
Em are error terms. Let J and A be the concatenated Jm and
Am matrices, respectively. The model assumes that JAt = 0,
that is, the joint and omic specific variations are uncorre-
lated, and that rank(J) = r and rank(Ai) = ri for each omic,
so that the structure of each omic and the total joint vari-
ation are of low rank. In order for the weight of the dif-
ferent omics to be equal, the input omic matrices are nor-
malized to have equal Frobenius norm. A penalty term is
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added to encourage variable sparsity. This method was ap-
plied to gene expression and miRNA data of Glioblastoma
Multiforme brain tumors, and identified the joint variation
between these omics.

Correlation and covariance-based. Two of the most widely
used dimension reduction methods are Canonical Correla-
tion Analysis (CCA) (34) and Partial Least Squares (PLS)
(45). Given two omics X1 and X2, in CCA the goal is to find
two projection vectors u1 and u2 of dimensions p1 and p2,
such that the projected data has maximum correlation:

argmaxu1,u2 corr (X1u1, X2u2)

These projections are called the first canonical variates, and
are the axis with maximal correlation between the omics.
The k’th pair of canonical variates, u1

k and u2
k are found such

that correlation between X1u1
k and X2u2

k is maximal, given
that the new pair is uncorrelated (that is, orthogonal) to the
previous canonical variates. Chaudhuri et al. (87) proved
and showed empirically that if the data originate from nor-
mal or log concave distributions, the canonical variates can
be used to cluster the data. CCA was formulated in a prob-
abilistic framework such that the optimization solutions are
maximum likelihood estimates (88), and further extended to
a Bayesian framework (35). An additional expansion to per-
form CCA in high dimension is Kernel CCA (36). A deep-
learning based CCA method, DeepCCA, was recently de-
veloped (37). Rather than maximize the correlation between
linear projections of the data, the projections are taken to
be functions of the data calculated using neural networks,
and the optimization process optimizes the parameters for
these networks.

Solving CCA requires inversion of the covariance matrix
for the two omics. Omics data usually have a higher number
of features than samples, and these matrices are therefore
not invertible. To apply CCA to omics data, and to increase
the interpretability of CCA’s results, sparsity regularization
was added (38,39).

CCA supports only two views. Several works extend it to
more than two views, including MCCA (39) which maxi-
mizes the sum of pairwise correlations between projections
and CCA-RLS (40). Luo et al. (41) generalize CCA to ten-
sors in order to support more than two views.

Another line of work on CCA, with high relevance for
omics data, investigated relationships between the features
while performing the dimension reduction. ssCCA (struc-
ture constrained sparse CCA) allows to incorporate into the
model known relationships between features in one of the
input omics, and force entries in the ui vector for that view
to be close for similar features. This model has been devel-
oped by (42) and utilized microbiome’s phylogenies as the
feature structure. Another model that considers relation-
ship between features was developed in (43). In this work,
rather than defining similarities between features, they are
partitioned into groups. Regularization is performed such
that both irrelevant groups and irrelevant features within
relevant groups are removed from the model. Finally, Po-
dosinnikova et. al, in ‘Beyond CCA: Moment matching for
multi-view models’, extended CCA to support count data,
which are common in biological datasets.

PLS also follows a linear dimension reduction model, but
maximizes the covariance between the projections, rather
than the correlation. More formally, given two omics X1

and X2, PLS computes a sequence of vectors u1
k and u2

k for
k = 1, 2, . . . such that cov(X1u1

k, X2u2
k) is maximal, given

that u1
k

t
u1

k = 1, u2
k

t
u2

k = 1, and cor (X1u1
k, X1u1

l ) = 0 for l <
k. That is, new projections are not correlated with previous
ones. PLS can be applied to data with more features than
samples even without sparsity constraints. A sparse solu-
tion is nonetheless desirable, and one was developed (46,47).
O2-PLS increases the interpretability of PLS by partition-
ing the variation in the datasets into joint variation between
them, and variations that are specific for each dataset and
that are not correlated with one another (48). While PLS
and O2-PLS were originally developed for chemometrics,
they were recently used for omics data as well (89,90). PLS
was also extended to use the kernel framework (49), and a
combined version of kernel PLS and O2 PLS was developed
(50).

Like CCA, PLS was developed for two omics. MBPLS
(Multi Block PLS) extends the model to more than two
omics (91), and sMBPLS adds sparsity constraints. sMB-
PLS was developed specifically for omics data (51). It
looks for a linear combination of projections of non-gene-
expression omics that has maximal correlation with a pro-
jection of gene expression omic. An extension of O2PLS
also exists for multi-view datasets (52).

Both CCA and PLS can be used in cases where high in-
terpretability is wanted. The different u1

k and u2
k vector pairs

are those along which the correlation (or covariance) be-
tween patients is maximal. They can therefore be used to
associate between features from the different views.

An additional method that is based on maximizing co-
variance in low dimension is MCIA (53), an extension of
co-inertia analysis to more than two omics (92). It aims
to find projections for all the omics such that the sum of
squared covariances with a global variation axis is maxi-
mal: maxum,v�

M
m=1cov2(Xmum, v). The projections of differ-

ent omics can be used to evaluate the agreement between
the different omics (the distance between projections reflects
the level of disagreement between omics). Each of the pro-
jections can be used as a representation for clustering.

Non-negative Matrix Factorization. Non-negative Matrix
Factorization (NMF) assumes that the data have an intrin-
sic low dimensional non-negative representation, and that a
nonnegative matrix projects it to the observed omic (93). It
is therefore only suitable for non-negative data. For a single
omic, denote by k the low dimension. The formulation is X
≈ WH, where X is the n × p observed omic matrix, W is n
× k and H is k × p. The objective function is ||X − WH||22,
and it is minimized by updating W and H in an alternating
manner, using multiplicative update rules, such that solu-
tions remain non negative after each update (94). The low
dimension representation W can be clustered using a sim-
ple single-omic algorithm. Like other dimension reduction
methods, the W and H matrices can be used to better under-
stand the weight of each feature in each cluster. The non-
negativity constraint makes this weight more interpretable.
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Several methods generalize this model to multi-omic
data. MultiNMF (54) uses the following generaliza-
tion: Each omic Xm is factorized into WmHm. This
model is equivalent to performing NMF on each omic
separately. Integration between the omics is done by
adding a constraint that the Wm matrices are close
to a ‘consensus’ matrix W*. The objective function
is therefore: �M

m=1||Xm − Wm Hm||22 + λ�M
m=1||Wm − W∗||22.

Kalayeh et al. (55) generalizes this method to support
weights for features’ and samples’ similarity. (56) extend
MultiNMF by further requiring that the low dimensional
representation W* maintains similarities between samples
(samples that are close in the original dimension must be
close in W*). This approach combines factorization and
similarity-based methods.

Joint NMF (57) uses a different formulation, where a
sample has the same low dimensional representation for all
omics: Xm ≈ WHm. Note that by writing X = WH where
X and H are obtained by matrix concatenation, this model
is equivalent to early integration. Joint NMF is not directly
used for clustering. Rather, the data are reduced to a large
dimension (k = 200) and high values in W and Hm are used
to associate samples and features with modules that are
termed ‘md-modules’. The authors applied Joint NMF on
miRNA, gene expression and methylation data from ovar-
ian cancer patients, and showed that functional enrichment
among features that are associated with md-modules that
is more significant than the enrichment obtained in single-
omic modules. In addition, patients in certain modules have
significantly different prognosis compared to the rest of the
patients. Much like (56) extends multiNMF, EquiNMF ex-
tends Joint NMF such that similarities in the original omics
are maintained in lower dimension. (58) extends NMF to
the case where different views can contain different samples,
but constrains certain samples from different views to be-
long to the same cluster based on prior knowledge. Finally,
PVC (59) performs partial multi-view clustering. In this set-
ting, not all samples necessarily have measurements for all
views.

The difference between MultiNMf and Joint NMF
resembles the difference described previously between
similarity-based methods. MultiNMF allows for different
omics to have different representations, where the similarity
between them is controlled by a parameter. It can therefore
be used in cases where the different omics are not expected
to have the same low dimensional representation.

Matrix tri-factorization. An alternative factorization ap-
proach presented in (60) is tri-matrix factorization. In this
framework, each input omic is viewed as describing a re-
lationship between two entities, which are its rows and
columns. For example, in a dataset with two omics, gene ex-
pression and DNA methylation of patients, there are three
entities which are the patients, the genes and the CpG loci.
The gene expression matrix describes a relationship between
patients and genes, while the methylation matrix describes
a relationship between patients and CpG loci.

Each omic matrix Rij of dimension ni × nj that describes
the relationship between entities i and j is factorized as
Ri j = Gi Si j Gt

j , where Gi and Gj provide a low dimensional
representation for entities i and j respectively and are of di-

mensions ni × ki and nj × kj, and Sij is an omic-specific
matrix of dimension ki × kj. As in NMF, the Gi matrices
are non-negative. The same Gi matrix is used in all omics
with entity i, and in this way data integration is achieved.
In the above example, both the gene expression and DNA
methylation omics will use the same G matrix to represent
patients, but different matrices to represent genes and CpG
loci. In this model, an additional matrix describing the rela-
tionship between genes and CpGs could optionally be used.
This is a major advantage of matrix tri-factorization, as it
allows to incorporate prior known relations between differ-
ent entities, without changing the input omic matrices. (60)
adds constraints to the formulation that can encourage en-
tities to have similar representations. This framework was
applied to diverse problems in bioinformatics, including in
supervised settings: It was used to perform gene function
prediction (60), and for patient survival regression (95).

Convex formulations. A drawback of most factorization-
based methods is that their objective functions are not con-
vex, and therefore optimization procedures do not neces-
sarily reach a global optimum, and highly depend on ini-
tialization. One solution to this issue is by formulating di-
mension reduction as a convex problem. White et al. (61)
relaxes CCA’s conditions and defines a convex variant of
it. Performance was assessed on reducing noise in images,
but the method can also be used for clustering. However,
like CCA, the method only supports two views. Guo (62)
presents a different convex formulation for dimension re-
duction, for the general factorization framework presented
earlier, which minimizes �M

m=1||Xm − BPm||2F + γ ||B||2,1. ||
· ||2, 1 is the l2, 1 norm, namely the sum of the Euclidean
norms of the matrix rows. This relaxation therefore sup-
ports multiple views. LRAcluster (16) also uses matrix fac-
torization and has a convex objective function.

Tensor-based methods. A natural extension of factoriza-
tion methods for multi-omic data is to use tensors, which
are higher order matrices. One such method is developed in
(63). This method writes each omic matrix as Xm = ZmXm

+ Em, diag(Zm) = 0, where Zm is an n x n matrix and Em are
error matrices. The idea is that each sample in each omic
can be represented as a linear combination of other sam-
ples (hence the diag(Zm) = 0 constraint), and that its repre-
sentation in that base (Zm) can then be used for clustering.
To integrate the different views, the different Zm matrices
are merged to a third-order tensor, Z. The objective func-
tion encourages Z to be sparse, and the Em error matrices
to have a small norm.

Statistical methods

Statistical methods model the probabilistic distribution of
the data. Some of these methods view samples as originat-
ing from different clusters, where each cluster defines a dis-
tribution for the data, while other methods do not explic-
itly use the cluster structure in the model. An advantage
of the statistical approach is that it allows to include bio-
logical knowledge as part of the model when determining
the distribution functions. This can be done either using
Bayesian priors or by choosing probabilistic functions, e.g.
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using normal distribution for gene expression data. An ad-
ditional advantage of statistical frameworks is their ability
to make ‘soft’, probabilistic decisions. For example, a sta-
tistical method can not only assign a sample to a cluster,
but can also determine the probability that the sample be-
longs to the cluster. For most formulations, parameter esti-
mation is computationally hard, and different heuristics are
used. Several models under the Bayesian framework allow
for samples to belong to different clusters in different omics.

iCluster and iCluster+. iCluster (15) assumes that the data
originate from a low dimension representation, which deter-
mines the cluster membership for each sample: Xmt = WmZ
+ �m, where Z is a k x n matrix, Wm is an omic specific pm x k
matrix, k is the number of clusters and �m is a normally dis-
tributed noise matrix. This model resembles other dimen-
sion reduction models, but here the distribution of noise
is made explicit. Under this model iCluster maximizes the
likelihood of the observed data with an additional regular-
ization for sparse Wm matrices. Optimization is performed
using an EM-like algorithm, and subsequently k-means is
run on the lower dimension representation of the data Z
to get the final clustering assignments. iCluster was applied
to breast and lung cancer, using gene expression and copy
number variations. iCluster was also recently used to cluster
more than ten thousand tumors from 33 cancers in a pan-
cancer analysis (96). Note that by concatenating all Wm ma-
trices to a single W matrix, and rewriting the model as Xt

= WZ + �, iCluster can be viewed as an early integration
approach.

iCluster’s runtime grows fast with the number of features,
and therefore feature selection is essential before using it, as
was shown in (29). Shen et al. (15) only use genes located on
one or two chromosomes in their analysis.

Since iCluster’s model uses matrix multiplication, it re-
quires real-values features. An extension called iCluster+
(64) includes different models for numeric, categorical and
count data, but maintains the idea that data originate from
a low dimension matrix Z. For categorical data, iCluster+
assumes the following model:

Pr (Xm
i j = c|zi ) = exp(α jcm + β jcm · zi )

�l exp(α j lm + β j lm · zi )

while for numeric data the model remains linear with nor-
mal error:

xi jm = γ jm + δ jm · zi + εi jm, εi jm ∼ N(0, σ 2
jm)

A regularization term encouraging sparse solution is added
to the likelihood, and a Monte-Carlo Newton–Raphson
algorithm is used to estimate parameters. The Z matrix
is used as in iCluster for the clustering. The latest exten-
sion of iCluster, which builds on iCluster+, is iClusterBayes
(65). This method replaces the regularization in iCluster+
with full Bayesian regularization. This replacement results
in faster execution, since the algorithm no longer needs to
fine tune parameters for iCluster+’s regularization.

PARADIGM. PARADIGM (66) is the most explicit ap-
proach to modeling cellular processes and the relations
among different omics. For each sample and each cellular

pathway, a factor graph that represents the state of differ-
ent entities within that pathway is created. As a degener-
ate example, a pathway may include nodes representing the
mRNA levels of each gene in that pathway, and nodes rep-
resenting those genes’ copy number. Each node in the factor
graph can be either activated, nominal or deactivated, and
the factor graph structure defines a distribution over these
activation levels. For example, if a gene has high copy num-
ber it is more likely that it will be highly expressed. However,
if a repressor for that gene is highly expressed, that gene is
more likely to be deactivated. PARADIGM infers the activ-
ity of non-measured cellular entities to maximize the likeli-
hood of the factor graph, and outputs an activity score for
each entity per patient. These scores are used to cluster can-
cer patients from several tissues.

PARADIGM’s model can be used for more than cluster-
ing. For example, PARADIGM-shift (97) predicts loss-of-
function and gain-of-function mutations, by finding genes
whose expression value as predicted based on upstream
entities in the factor graph is different from their pre-
dicted expression value using downstream entities. How-
ever, PARADIGM relies heavily on known interactions,
and requires specific modeling for each omic. It is also quite
limited to the cellular level; For example, it is not clear how
to incorporate into the model an omic describing the micro-
biome composition of each patient.

Combining omic-specific and global clustering. All the
methods discussed so far assume that there exists a consis-
tent clustering structure across the different omics, and that
analyzing the clusters in an integrative way will reveal this
structure more accurately than analyzing each omic sepa-
rately. However, this is not necessarily the case for biomedi-
cal datasets. For example, it is not clear that the methylation
and expression profiles of cancer tumors really represent the
same underlying cluster structure. Rather, it is possible that
each omic represents a somewhat different cluster structure.
Several methods take this view point using Bayesian statis-
tics.

Savage et al. (67) define a hierarchical Dirichlet process
model, which supports clustering on two omics. Each sam-
ple can be either fused or unfused. Fused samples belong
to the same cluster in both omics, while unfused samples
can belong to different clusters in different omics. Patterns
of fused and unfused samples reveal the concordance be-
tween the two datasets. This model is extended in PSDF
(68) to include feature selection. Savage et al. (67) apply
the model to cluster genes using gene expression and ChIP-
chip data, while (68) clusters cancer patients using expres-
sion and copy number data.

In MDI (69) each sample can have different cluster as-
signments in different omics. However, a prior is given such
that the stronger an association between two omics is, the
more likely a sample will belong to the same cluster in these
two omics. This association strength adjusts the prior clus-
tering agreement between two omics. In addition to these
priors, MDI’s model uses Dirichlet mixture model, and ex-
plicitly represents the distribution of the data within each
cluster and omic. Since samples can belong to different clus-
ters in different omics, no global clustering solution is re-
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turned by the algorithm. Instead, the algorithm outputs sets
of samples that tend to belong to the same cluster.

A different Bayesian formulation is given by BCC (70).
Like MDI, BCC assumes a Dirichlet mixture model, where
the data originate from a mixture of distributions. However,
BCC does assume a global clustering solution, where each
sample maps to a single cluster. Given that a sample belongs
to a global cluster, its probability to belong to that cluster in
each omic is high, but it can also belong to a different clus-
ter in that omic. Parameters are estimated using Gibbs sam-
pling (98). BCC was used on gene expression, DNA methy-
lation, miRNA expression and RPPA data for breast cancer
from TCGA.

Like MDI and BCC, Clusternomics (71) uses a Dirich-
let mixture model. Clusternomics suggests two different
formulations. In the first, each omic has a different clus-
tering solution, and the global clusters are represented as
the Cartesian product of clusters from each omic. This
approach does not perform integration of the multi-omic
datasets. In the second formulation, global clusters are ex-
plicitly mapped to omic-specific clusters. That way, not all
possible combinations of clusters from different omics are
considered as global clusters.

Survival-based clustering. One of the areas multi-omics
clustering is widely used for is discovering disease subtypes.
In this context, we may expect different disease subtypes to
have a different prognosis, and this criterion is often used
to assess clustering solutions. Ahmad and Fröhlich (72) de-
velop a Bayesian model for multi-omics clustering that con-
siders patient prognosis while clustering the data. Patients
within a cluster have both similar feature distribution and
similar prognosis. This approach is not entirely unsuper-
vised, as it considers patient survival data, which are also
used to assess the solutions. Coretto et al. (73) also develop
a probabilistic clustering method that considers survival,
and that supports a large number of features compared to
(72), which only uses a few dozen features. As the survival
data are used as input to the model, it is not surprising that
this approach gives clusters with more significantly different
survival than other approaches. This was demonstrated on
Glioblastoma Multiforme data by (72) and for data from
several cancer types by (73), both from TCGA.

Deep multi-view methods

A recent development in machine learning is the advent of
deep learning algorithms (99). These algorithms use multi-
layered neural networks to perform diverse computational
tasks, and were found to improve performance in several
fields such as image recognition (100) and text translation
(101). Neural networks and deep learning have also proven
useful for multi-view applications (102), including unsu-
pervised feature learning (37), (103). Learned features can
be used for clustering, as described earlier for DeepCCA.
Deep learning is already used extensively for biomedical
data analysis (104).

Recent deep learning uses for multi-omics data include
(74) and (75). Chaudhary et al. (74) use an autoencoder,
which is a deep learning method for dimension reduction.
The authors ran it on RNA-seq, methylation and miRNA-

seq data in order to cluster Hapatocellular Carcinoma pa-
tients. The architecture implements an early integration ap-
proach, concatenating the features from the different omics.
The autoencoder outputs a representation for each patient.
Features from this representation are tested for association
with survival, and significantly associated features are used
to cluster the patients. The clusters obtained have signifi-
cantly different survival. This result is compared to a simi-
lar analysis using the original features, and features learned
with PCA (Principal Component Analysis) rather than au-
toencoders. However, the analysis in this work is not un-
supervised, since the feature selection is based on patient
survival.

Liang et al. (75) use a different approach. They ana-
lyze expression, methylation and miRNA ovarian cancer
data using Deep Belief Networks (105) which explicitly con-
sider the multi-omic structure of the data. The architecture
contains separate hidden layers, each having inputs from
one omic, followed by layers that receive input from all
the single-omic hidden layers, thus integrating the differ-
ent omics. A 3D representation over {0, 1} is learned for
each patient, partitioning the patients into 23 = 8 clusters.
The clustering results are compared to k-means clustering
on the concatenation of all omics, but not to other multi-
omics clustering methods.

Deep learning algorithms usually require many samples
and few features. They use a large number of parameters,
which makes them prone to overfitting. Current multi-omic
datasets have the opposite characteristics––they have many
features and at least one order of magnitude less samples.
The works presented here use only a few layers in their ar-
chitectures to overcome this limitation, in comparison to
the dozens of layers used by state-of-the-art architectures
for imaging datasets. As the number of biomedical samples
increases, deep multi-view learning algorithms might prove
more beneficial for biomedical datasets.

BENCHMARK

In order to test the performance of multi-omics clustering
methods, we compared nine algorithms on ten cancer types
available from TCGA. We also compared the performance
of the algorithms on each one of the single-omic datasets
that make up the multi-omic datasets, for algorithms that
are applicable to single-omic data. The nine algorithms were
chosen to represent diverse approaches to multi-omics clus-
tering. Within each approach, we chose methods with avail-
able software and clear usage guidelines (e.g. we chose PINS
over COCA as a late integration method since COCA does
not explicitly state how each single omic should be clus-
tered), and that are widely used, so that a comparison of
these methods will be most informative to the community.
Three algorithms are early integration methods: LRAclus-
ter, and k-means and spectral clustering on the omics con-
catenated into a single matrix. For similarity-based algo-
rithms we used SNF and rMKL-LPP. For dimension reduc-
tion we used MCCA (39) and MultiNMF. We chose iClus-
terBayes as a statistical method, and PINS as a late integra-
tion approach.

The ten datasets contain cancer tumor multi-omics data,
where each dataset is a different cancer type. All datasets
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contain three omics: gene expression, DNA methylation
and miRNA expression. The number of patients range from
170 for AML to 621 for BIC. Full details on the datasets and
cancer type acronyms appear in Supplementary File 2.

To assess the performance of a clustering solution, we
used three metrics. First, we measured differential survival
between the obtained clusters using the logrank test (106).
Using this test as a metric assumes that if clusters of pa-
tients have significantly different survival, they are differ-
ent in a biologically meaningful way. Second, we tested for
the enrichment of clinical labels in the clusters. We chose
six clinical labels for which we tested enrichment: gender,
age at diagnosis, pathologic T, pathologic M, pathologic N
and pathologic stage. The four latter parameters are discrete
pathological parameters, measuring the progression of the
tumor (T), metastases (M) and cancer in lymph nodes (N),
and the total progression (pathologic stage). Enrichment
for discrete parameters was calculated using the � 2 test for
independence, and for numeric parameters using Kruskal-
Wallis test. Not all clinical parameters were available for all
cancer types, so a total of 41 clinical parameters were avail-
able for testing. Finally, we recorded the runtime of each
method. We did not consider in the assessment computa-
tional measures for clustering quality, such as heterogene-
ity, homogeneity or the silhouette score (107), since the dif-
ferent methods perform different normalization on the fea-
tures (and some even perform feature selection). Full details
about the survival and phenotype data appear in Supple-
mentary File 2.

To derive a p-value for the logrank test, the � 2 test for
independence, and the Kruskal-Wallis test, the statistic for
these three tests is assumed to have � 2 distribution. How-
ever, for the logrank test and � 2 test this approximation is
not accurate for small sample sizes and unbalanced clus-
ter sizes, especially for large values of the test statistic (this
was shown for example in (108) for the logrank test in the
case of two clusters). The p-values we report here are there-
fore estimated using permutation tests (i.e., we permuted the
cluster labels between samples and used the test statistic to
obtain an empirical p-value). We indeed observed large dif-
ferences between the p-values based on permutation test-
ing and based on the approximation, for both the logrank
test and enrichment of clinical parameters. More details on
the permutation tests appear in Supplementary File 1. After
permutation testing, the p-values for the clinical labels were
corrected for multiple hypotheses (since several labels were
tested) using Bonferroni correction for each cancer type and
method at significance level 0.05. Results for the statistical
analyses are in Supplementary File 3.

We applied all nine methods to the ten multi-omics
datasets, and to the thirty single-omic matrices comprising
them. The only exceptions were MCCA, which we could
not apply to single-omic data, and PINS, which crashed
consistently on all BIC datasets* . All methods were run

* Correction after publication: We performed all the benchmarks on a 64-bit
computer, using the 32-bit version of R. In later tests we observed that PINS
did not crash on 64-bit R, and it only crashed on 32-bit R due to insufficient
memory. The clustering that PINS obtained on the breast cancer dataset had 4
enriched clinical parameters, and the p-value for the logrank test on that clus-
tering was 0.05.).

on a Windows machine, except for iCluster which was run
on a Linux cluster utilizing up to 15 nodes in parallel. In
general, we chose parameters for the methods as suggested
by the authors. In case the authors suggested a parame-
ter search, such search was performed, and the best so-
lution was chosen as suggested by the authors, without
considering the survival and clinical parameters that are
used for assessment. The runtime we report for the meth-
ods includes the parameter search. The rationale is that
the benchmark aims to record how a user would run the
methods in terms of both results quality and total run-
time. Details on hardware, data preprocessing and appli-
cation of the methods appear in Supplementary File 1.
Full clustering results appear in Supplementary File 4. All
the processed raw data are available at http://acgt.cs.tau.ac.
il/multi omic benchmark/download.html, and all software
scripts used are available at https://github.com/Shamir-Lab/
Multi-Omics-Cancer-Benchmark/.

Figure 2 depicts the performance of the benchmarked
methods on the different cancer datasets, and Figures 3
and 4 summarize the performance for multi-omics data and
for each single-omic separately across all cancer types. No
algorithm consistently outperformed all others in either dif-
ferential survival or enriched clinical parameters. With re-
spect to survival, MCCA had the total best prognostic value
(sum of -log10 p-values = 17.53), while MultiNMF was sec-
ond (16.07) and LRACluster third (15.72). The sum of p-
values can be biased due to outliers, so we also counted the
number of datasets for which a method’s solution obtains
significantly different survival. These results are reported in
Table 2. Here, with the exception of iClusterBayes, all meth-
ods that were developed for multi-omics or multi-view data
had at least four cancer types with significantly different sur-
vival. MCCA and LRACluster had five. These cancer types
are not identical for all the algorithms.

rMKL-LPP achieved the highest total number of signifi-
cant clinical parameters, with 16 parameters. Spectral clus-
tering came second with 14 and LRAcluster had 13. MCCA
and MultiNMF, which had good results with respect to sur-
vival, had only 12 and 10 enriched parameters, respectively.
rMKL-LPP did not outperform all other methods for all
cancer types. For example, it had one enriched parameter
for SKCM, while several other methods had two or three.
We also considered the number of cancer types for which an
algorithm had at least one enriched clinical label (Table 2).
rMKL-LPP, spectral clustering, LRACluster and MCCA
had enrichment in 8 cancer types, despite MCCA having a
total of only 12 enriched parameters. Overall, rMKL-LPP
outperformed all methods except MCCA, LRACluster and
multiNMF with respect to both survival and clinical en-
richment. MCCA, LRACluster and multiNMF had better
prognostic value, but found less enriched clinical labels.

Each method determines the number of clusters for each
dataset. These numbers are presented in Table 3. The num-
bers vary drastically among methods, from 2 or 3 (iClus-
ter and MultiNMF) to more than 10 on average (MCCA).
MCCA, LRACluster and rMKL-LPP partitioned the data
into a relatively high number of clusters (average of 10.6,
9.4 and 6.7 respectively), and had good performance, which
may indicate that clustering cancer patients into more clus-
ters improves prognostic value and clinical significance. The
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Figure 2. Performance of the algorithms on ten multi-omics cancer datasets. For each plot, the x-axis measures the differential survival between clusters
(–log10 of logrank’s test P-value), and the y-axis is the number of clinical parameters enriched in the clusters. Red vertical lines indicate the threshold for
significantly different survival (P-value ≤ 0.05)

Table 2. Cancer types with significant results per algorithm

k-means Spectral LRAcluster PINS SNF rMKL-LPP MCCA MultiNMF iClusterBayes

Significantly different survival 2 3 5 4 4 4 5 4 2
Significant clinical enrichment 7 8 8 6 7 8 8 6 5

For each benchmarked algorithm, the number of cancer subtypes for which its clustering had significantly different prognosis (first row) and had at least
one enriched clinical label (second row) are shown.

Figure 3. Mean performance of the algorithms on ten multi-omics can-
cer datasets. The x-axis measures the differential survival between clusters
(mean –log10 of logrank’s test P-value), and the y-axis is the mean number
of clinical parameters enriched in the clusters.

higher number of clusters is controlled in the logrank and
clinical enrichment tests by having more degrees of freedom
for its � 2 statistic.

The runtime of the different methods is reported in Ta-
ble 4. Note that as mentioned earlier, iClusterBayes was run

on a cluster, while the other methods were run on a desktop
computer. All methods except for LRAcluster and iClus-
ter took less than ten minutes per dataset on average. LR-
Acluster and iClusterBayes took about 56 and 72 minutes
per dataset, respectively.

Figure 4 also shows the performance of the benchmarked
methods for single-omic data. While several methods had
worse performance on single-omic datasets, some achieved
better performance. For example, the highest number of en-
riched clinical parameters for both single and multi-omic
datasets (18) was achieved by rMKL-LPP on gene expres-
sion. The gene expression solution also had better prognos-
tic value than the multi-omic solution.

To further test how analysis of single-omic datasets com-
pares to multi-omic datasets, we chose for each dataset and
method the single omic that gave the best results for survival
and clinical enrichment. In this analysis, rMKL-LPP had
both the highest total number of enriched clinical parame-
ters (21), and the highest total survival significance (21.86).
The runtime, number of clusters, and survival and clinical
enrichment analysis for single-omic datasets appear in Sup-
plementary Files 1 and 3. These results suggest that anal-
ysis of multi-omics data does not consistently provide bet-
ter prognostic value and clinical significance compared to
analysis of single-omic data alone, especially when different
single-omics are used for each cancer types.
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Figure 4. Summarized performance of the algorithms across ten cancer datasets. For each plot, the x-axis measures the total differential prognosis between
clusters (sum across all datasets of –log10 of logrank’s test P-value), and the y-axis is the total number of clinical parameters enriched in the clusters across
all cancer types. (A–C) Results for single-omic datasets. (D) Results when each method uses the single omic that achieves the highest significance in survival.
(E) Same with respect to enrichment of clinical labels.

Table 3. Number of clusters chosen by the benchmarked algorithms on ten multi-omics cancer datasets

AML BIC COAD GBM KIRC LIHC LUSC SKCM OV SARC Means

K-means 5 2 2 5 2 2 2 2 2 2 2.6
Spectral 9 3 2 5 2 2 2 2 4 2 3.3
LRAcluster 7 7 5 11 3 12 12 15 9 13 9.4
PINS 4 NA 4 2 2 5 4 15 2 3 4.6
SNF 4 2 3 2 4 2 2 3 3 3 2.8
rMKL-LPP 6 7 6 6 11 6 6 7 6 6 6.7
MCCA 11 14 2 11 15 15 12 2 9 15 10.6
MultiNMF 2 2 2 3 2 3 2 2 2 2 2.2
iClusterBayes 2 3 2 2 2 3 2 2 2 2 2.2

The right column is the average number of clusters across all cancer types.

Table 4. Runtime in seconds of the algorithms on ten multi-omics cancer datasets

AML BIC COAD GBM KIRC LIHC LUSC SKCM OV SARC Means

K-means 96 1306 153 212 102 407 444 723 303 191 394
Spectral 3 8 3 3 3 5 5 6 4 4 4
LRAcluster 957 11655 1405 1370 991 3959 3353 5892 2299 2004 3388
PINS 41 NA 112 115 59 125 228 317 214 113 147
SNF 5 42 7 7 6 14 13 21 9 8 13
rMKL-LPP 222 192 205 221 191 255 213 333 263 238 233
MCCA 12 43 12 13 13 26 25 25 19 16 20
MultiNMF 19 51 25 19 17 35 27 45 21 23 28
iClusterBayes* 2628 7832 3213 2569 2756 5195 4682 6077 4057 3969 4298

The right column is the average runtime across all cancer types. *For iClusterBayes numbers are elapsed time on a multi-core platform.
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DISCUSSION

We have reviewed methods for multi-omics and multi-
view clustering. In our tests on 10 cancer datasets, overall,
rMKL-LPP performed best in terms of clinical enrichment,
and outperformed all methods except MCCA and Mult-
iNMF with respect to survival. The high performance of
MCCA and MultiNMF is remarkable, as these are multi-
view methods that were not specifically developed for omics
data (though MCCA was applied to it).

Throughout this review we provided guidelines about the
advantages and disadvantages of different approaches and
algorithms. In the benchmark, no single method consis-
tently outperformed all others on any of the assessment cri-
teria. While some methods were shown to do well, we can-
not conclude from this that they should be always preferred.
We also could not identify one ‘best’ integration approach,
but it is interesting to note that the top two performers with
respect to survival were dimension reduction methods.

Careful consideration should be given when applying
multi-view clustering methods to multi-omic data, since
these data have characteristics that multi-view methods do
not necessarily consider. The most prominent of these char-
acteristics is the large number of features relative to the
number of samples. For example, CCA inverts the covari-
ance matrix of each omic. This matrix is not invertible when
there are more features than samples, and sparsity regular-
ization is necessary. Another feature of multi-omic data is
the dependencies between features in different omics, but
several multi-view algorithms assume conditional indepen-
dence of the omics given the clustering structure. This de-
pendency is rarely considered, since it greatly increases the
complexity of models. An additional characteristic of cur-
rent omic data types is that due to cellular regulation, they
have an intrinsic lower dimensional representation. The
characteristic is utilized by many methods.

In our benchmark, single-omic data alone sometimes
gave better results than multi-omics data. This was intensi-
fied when for each algorithm the ‘best’ single-omic for each
cancer type was chosen. These results question the current
assumptions underlying multi-omics analysis in general and
multi-omics clustering in particular.

Several approaches may lead to improved results for
multi-omics analysis. First, methods that suggest different
clusterings in different omics were developed and reviewed
here, but were not included in the benchmark, since it is
not clear how to compare algorithms that do not output
a global clustering solution to those that do. These meth-
ods may be more sensitive to strong signals appearing in
only some of the omics. Second, future algorithms can per-
form omic selection in the same manner that algorithms
today perform feature selection. In the benchmark, we let
each method choose a single-omic for each cancer type
given the results of the analysis, which are usually not avail-
able for real data. Methods that filter omics with contra-
dicting signals might obtain a clearer clustering. Finally,
while some methods for multi-omics clustering incorpo-
rate prior biological knowledge, few of them incorporate
knowledge regarding the relationship between omics, or be-
tween features in different omics. Several statistical meth-
ods include some form of biological modeling by describ-

ing the distribution of the omics, and MDI tunes the sim-
ilarity of clustering solutions in different omics based on
the omics similarity. However, these methods do not model
the biological relationships between omics. A notable ex-
ception is PARADIGM, which formulates the relationships
between different omics. However, it also requires accurate
prior knowledge about biochemical consequences of inter-
actions, which is often unavailable. Methods that model re-
lations between omics might benefit from additional bio-
logical knowledge, even without modeling whole pathways.
For example, one can incorporate in a model the fact that
promoter methylation is anti-correlated with gene expres-
sion. As far as we know, such methods were only developed
for copy-number variation and gene expression data (e.g.
(109)), and not in the context of clustering.

We detected large differences between the p-values de-
rived from the � 2 approximation compared to the P-values
derived from the permutation tests in the statistical tests
we used. The differences were especially large due to the
small sample size, small cluster sizes (in solutions with a
high number of clusters) and due to a low number of events
(high survival) for the logrank test. These p-values are used
by single and multi-omic methods to assess their perfor-
mance, and the logrank p-value is often the main argument
for an algorithm’s merit. The large differences between the
P-values question the validity of analyses that are based on
the � 2 approximation, at least for TCGA data. Future work
must use exact or permutation-based calculations of the P-
value in datasets with similar characteristics to those used
here for the benchmark.

The benchmark we performed is not without limitations.
Gauging performance using patient survival is somewhat
biased to known cancer subtypes, which may have been used
in treatment decisions. Additionally, cancer subtypes that
are biologically different may have similar survival. This is
also true for enrichment of clinical parameters, although we
attempted to choose parameters that would not lead to this
bias. However, these measures are widely used for clustering
assessment, including in the papers describing some of the
benchmarked methods. Another limitation of the bench-
mark is that it only examines clustering, while some of the
methods have additional goals and output. For example, in
dimension reduction algorithms, the low dimensional data
can be used to analyze features, and not only patients, e.g. by
calculating axes of variation common to several omics. With
respect to feature analysis, multi-omic algorithms can have
an advantage over single-omic algorithms that we did not
test. Finally, though we selected the parameters of each
benchmarked method according to the guidelines given by
the authors, judicious fine-tuning of the parameters may im-
prove results.
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52. Löfstedt,T. and Trygg,J. (2011) OnPLS-a novel multiblock method
for the modelling of predictive and orthogonal variation. J.
Chemometrics, 25, 441–455.

53. Meng,C., Kuster,B., Culhane,A.C. and Gholami,A. (2014) A
multivariate approach to the integration of multi-omics datasets.
BMC Bioinformatics, 15, 162.

54. Liu,J., Wang,C., Gao,J. and Han,J. (2013) Multi-View Clustering via
Joint Nonnegative Matrix Factorization. In: Proc. ICDM ’13.
Society for Industrial and Applied Mathematics, Philadelphia, PA,
pp. 252–260.

55. Kalayeh,M.M., Idrees,H. and Shah,M. (2014) NMF-KNN: Image
annotation using weighted multi-view non-negative matrix
factorization. In: 2014 IEEE Conference on Computer Vision and
Pattern Recognition. pp. 184–191.

56. Huang,J., Nie,F., Huang,H. and Ding,C. (2014) Robust Manifold
Nonnegative Matrix Factorization. ACM Trans. Knowledge Discov.
Data, 8, 1–21.

57. Zhang,S., Liu,C.-C., Li,W., Shen,H., Laird,P.W. and Zhou,X.J.
(2012) Discovery of multi-dimensional modules by integrative
analysis of cancer genomic data. Nucleic Acids Res., 40, 9379–9391.

58. Zhang,X., Zong,L., Liu,X. and Yu,H. (2015) Constrained
NMF-based multi-view clustering on unmapped data. In: Proc.
AAAI ’15. Vol. 4, pp. 3174–3180.

59. Li,S.-Y., Jiang,Y. and Zhou,Z.-H. (2014) Partial multi-view
clustering. In: Proc. AAAI ’14. AAAI Press, pp. 1968–1974.
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Abstract

Motivation: Cancer subtypes were usually defined based on molecular characterization of single

omic data. Increasingly, measurements of multiple omic profiles for the same cohort are available.

Defining cancer subtypes using multi-omic data may improve our understanding of cancer, and

suggest more precise treatment for patients.

Results: We present NEMO (NEighborhood based Multi-Omics clustering), a novel algorithm for

multi-omics clustering. Importantly, NEMO can be applied to partial datasets in which some

patients have data for only a subset of the omics, without performing data imputation. In extensive

testing on ten cancer datasets spanning 3168 patients, NEMO achieved results comparable to the

best of nine state-of-the-art multi-omics clustering algorithms on full data and showed an improve-

ment on partial data. On some of the partial data tests, PVC, a multi-view algorithm, performed bet-

ter, but it is limited to two omics and to positive partial data. Finally, we demonstrate the advantage

of NEMO in detailed analysis of partial data of AML patients. NEMO is fast and much simpler than

existing multi-omics clustering algorithms, and avoids iterative optimization.

Availability and implementation: Code for NEMO and for reproducing all NEMO results in this

paper is in github: https://github.com/Shamir-Lab/NEMO.

Contact: rshamir@tau.ac.il

Supplementary information: Supplementary data are available at Bioinformatics online.

1 Introduction

Recent technological advances have facilitated the production of

multiple genome-wide high throughput biological data types, col-

lectively termed ‘omics’. These include genomics, transcriptomics,

proteomics and many more. Analysis of omics datasets was proven

invaluable for basic biological research and for medicine. Until re-

cently, research in computational biology has focused on analyzing

a single omic type. While such inquiry provides insights on its own,

methods for integrative analysis of multiple omic types may reveal

more holistic, systems-level insights.

Omic profiles of large cohorts collected in recent years can help

to better characterize human disease, facilitating more personalized

treatment of patients. In oncology, analysis of large datasets has led

to the discovery of novel cancer subtypes. The classification of

tumors into these subtypes is now used in treatment decisions

(Parker et al., 2009; Prasad et al., 2016). However, these subtypes

are usually defined based on a single omic (e.g. gene expression), ra-

ther than through an integrative analysis of multiple data types. The

large international projects like TCGA (McLendon et al., 2008) and

ICGC (Zhang et al., 2011) now provide multi-omic cohort data, but

better methods for their integrated analysis are needed. Novel,

improved methods that employ multiple data types for cancer sub-

typing can allow us to better understand cancer biology, and to sug-

gest more effective and precise therapy (Kumar-Sinha and

Chinnaiyan, 2018; Senft et al., 2017).

1.1 Multi-Omics clustering approaches
There are several approaches to multi-omics clustering (see the

reviews by Huang et al., 2017; Rappoport and Shamir, 2018; Wang

and Gu, 2016). The simplest approach, termed early integration,
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concatenates all omic matrices and applies single-omic clustering on

the resulting matrix. LRAcluster (Wu et al., 2015) is an example of

such a method, which probabilistically models the distribution of

numeric, count and discrete features. Early integration increases the

dimensionality of the data, and ignores the different distributions of

values in different omics.

Late integration methods cluster each omic separately, and then

integrate the clustering results, for example using consensus cluster-

ing (Monti et al., 2003). PINS (Nguyen et al., 2017) is a late integra-

tion method that defines connectivity matrices as describing the

co-clustering of different samples within an omic, and integrates

these matrices. Late integration ignores interactions that are weak

but consistent across omics.

Middle integration approaches build a single model that

accounts for all omics. These models include joint dimension reduc-

tion of omic matrices and similarity (kernel) based analyses.

Dimension reduction approaches include jNMF, MultiNMF (Liu

et al., 2013; Zhang et al., 2012), iCluster (Shen et al., 2009), and its

extensions iClusterPlus and iClusterBayes (Mo et al., 2013, 2018).

CCA is a classic dimension reduction algorithm (Hotelling, 1936),

which linearly projects two omics to a lower dimension such that

the correlation between the projections is maximal. MCCA (Witten

and Tibshirani, 2009) generalizes CCA to more than two omics.

Because of the high number of features and the complexity of di-

mension reduction algorithms, feature selection is required.

Similarity based methods handle these shortcomings by working

with inter-patient-similarities. These methods have improved run-

time, and are less reliant on feature selection. Examples are SNF

(Wang et al., 2014) and rMKL-LPP (Speicher and Pfeifer, 2015).

SNF builds a similarity network of patients per omic, and iteratively

updates these networks to increase their similarity until they con-

verge to a single network, which is then partitioned using spectral

clustering. rMKL-LPP uses dimension reduction, such that similar-

ities between neighboring samples is maintained in lower dimension.

For that purpose, it employs multiple kernel learning, using several

different kernels per omic, and providing flexibility in the choice of

the kernels. All the middle integration methods above use iterative

optimization algorithms, and in some cases guarantee only conver-

gence to local optimum.

To the best of our knowledge, to date, all middle integration

methods for multi-omics clustering developed within the bioinfor-

matics community assume full datasets, i.e. data from all omics

were measured for each patient. However, in real experimental set-

tings, often for some patients only a subset of the omics were meas-

ured. We call these partial datasets in the rest of the paper. This

phenomenon is already prevalent in existing multi-omic datasets,

such as TCGA (McLendon et al., 2008), and will increase as cohorts

grow. Being able to analyze partial data is of paramount import-

ance, due to the high cost of experiments, and the unequal cost for

acquiring data for different omics. Naive solutions like using only

those patients with all omics measured or imputation have obvious

disadvantages.

A close problem to multi-omics clustering was researched in the

machine learning community. In the area of ‘multi-view learning’

(reviewed in Zhao et al., 2017), methods for multi-view clustering

actually solve the multi-omic clustering problem. PVC (Li et al.,

2014) is such a method for clustering in the presence of partial data,

which is based on joint nonnegative matrix factorization, such that

the objective function only considers observed values. This method

has not been previously applied on multi-omic data.

1.2 Our contribution
We present NEMO (NEighborhood based Multi-Omics clustering),

a simple algorithm for multi-omics clustering. NEMO does not re-

quire iterative optimization and is faster than prior art. NEMO is

inspired and bulids on prior similarity-based multi-omics clustering

methods such as SNF and rMKL-LPP. NEMO’s novelty lies in its

simplicity, and in its support of partial data. Its implementation, as

well as code to reproduce the results in this paper, are available in

github: https://github.com/Shamir-Lab/NEMO.

We evaluated the performance of NEMO by comparing it to a

wide range of multi-omics clustering methods on several cancer data

types. On full datasets, despite its simplicity, NEMO performed

comparably to leading multi-omics clustering algorithms. In order

to evaluate performance on partial multi-omic data, we compared

NEMO to PVC and to data imputation followed by clustering using

several methods. In most tests on synthetic data and on real cancer

data, NEMO had clear advantage. Finally, we analyzed NEMO’s

clustering solution for Acute Myeloid Leukemia, and showed the

merit of using multiple omics with partial data.

2 Materials and methods

NEMO works in three phases. First, an inter-patient similarity ma-

trix is built for each omic. Next, the matrices of different omics are

integrated into one matrix. Finally, that network is clustered.

2.1 NEMO – full omics datasets
The input to NEMO is a set of data matrices of n subjects (samples

or patients). Given L omics, let Xl denote the data matrix for omic l.

Xl has dimensions pl � n, where pl is the number of features for

omic l. P ¼ Rlpl is the total number of features.

Denote by xli the profile of sample i in omic l (column i in Xl).

Let gli denote its k nearest neighbors within omic l, where Euclidean

distance is used to measure profile closeness. For omic l, an n � n

similarity matrix Sl is defined as follows:

Slði; jÞ ¼
1ffiffiffiffiffiffi

2p
p

rijl

exp �
jjxli � xljjj2

2 � r2
ijl

 !
(1)

where r2
ijl is defined by:

r2
ijl ¼

1

3
� 1

k

X
r2gli

jjxli � xlrjj2 þ
1

k

X
r2glj

jjxlj � xlrjj2 þ jjxli � xljjj2
 !

(2)

This similarity measure is based on the radial basis function ker-

nel (Buhmann, 2003). r2
ijl is a normalizing factor, which controls for

the density of samples by averaging the squared distance of the ith

and jth samples to their nearest neighbors and the squared distance

between these two samples (Wang et al., 2012, 2014; Yang et al.,

2008).

Next, we define the relative similarity matrix, RSl, for each

omic:

RSlði; jÞ ¼
Slði; jÞP

r2gli
Slði; rÞ

� Iðj 2 gliÞ þ
Slði; jÞP

r2glj
Slðr; jÞ

� Iði 2 gljÞ (3)

where I is the indicator function. RSlði; jÞ measures the similarity be-

tween i and j relative to i’s k nearest neighbors and to j’s k nearest

neighbors. Since different omics have different data distributions,

the relative similarity is more comparable between omics than the

original similarity matrix S.
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In the next step, NEMO calculates the n � n average relative

similarity matrix ARS as:

ARS ¼ 1

L

X
l

RSl (4)

RSl can be viewed as defining a transition probability between

samples, such that the probability to move between samples is pro-

portional to their similarity. Such transition distributions are widely

used to describe random walks on graphs (Lo Asz, 1993). ARS is

therefore a mixture of these distributions (Zhou and Burges, 2007).

Given ARS, the clusters are calculated by performing spectral

clustering on ARS (von Luxburg, 2007). We use the spectral cluster-

ing variant that is based on the eigenvectors of the normalized

Laplacian, developed by Ng et al. (2001).

To determine the number of clusters, we use a modified eigengap

method (von Luxburg, 2007). The number of clusters is set to

argmaxiðkiþ1 � kiÞ � i, where k are ARS eigenvalues. Intuitively, this

objective maintains the idea of the eigengap while encouraging the

solution to have a higher number of clusters. This is desired since we

observed that often some increase in the number of clusters com-

pared to that prescribed by the eigengap method improved the prog-

nostic value for cancer data. The number of clusters determined by

this method is at least as high as the number determined using the

eigengap method.

As suggested by Wang et al. (2014), we set the number of neigh-

bors in each omic to be k ¼ #samples

#clusters
in case the number of clusters is

known. When the number of clusters is not known, we use

k ¼ #samples
6 , using 6 as a crude estimate for the number of clusters

observed in cancer datasets. We show NEMO’s robustness to that

parameter.

2.2 NEMO – partial datasets
NEMO can handle samples that were measured on only a subset of

omics. Specifically, we require that each pair of samples has at least

one omic on which they were both measured. Note that this holds in

particular if there is an omic for which all samples have measure-

ments, which is often the case for gene expression data. Under these

conditions, RSl is computed as in the full-data scenario, but ARS is

now only averaged on the observed values. Denote by JM(i, j) the

omic types available for both samples. Then:

ARSði; jÞ ¼ 1

jJMði; jÞj
X

l2JMði;jÞ
RSlði; jÞ (5)

Note that we require that all samples that have measurements

for some omic, have measurements for the same set of features in

that omic, such that even in the partial data settings each Xl is a full

matrix, albeit with fewer rows. For example, the expression of the

same set of genes is measured for all patients with RNA-seq data.

When patients have different sets of measured features in the same

omic, either intersection of the features or imputation of missing val-

ues is required.

On partial datasets, each omic l may have a different number of

samples #samplesðlÞ. The number k of nearest neighbors is chosen

per omic. Generalizing the full data setting, for omic l we set

k ¼ #samplesðlÞ
6 .

2.3 Time complexity
Computing the distance between a pair of patients in omic l takes

OðplÞ, so calculating the distance between all patients in all omics

takes Oðn2 � PÞ. The k nearest neighbors of each patient and its aver-

age distance to them in a specific omic can be computed in time

O(n) per patient (Blum et al., 1973), for a total of Oðn2 � LÞ. Given

the distances, the nearest neighbors, and the average distance to

them, each r2
ijl can be computed in O(k) time. Each entry in RSl is

also calculated in O(k). ARS calculation therefore requires

Oðn2 � PÞ, and spectral clustering takes Oðn3Þ, so the total time is

Oðn2 � Pþ n3Þ.
Other similarity-based methods such as SNF and rMKL-LPP

need the same Oðn2 � PÞ time to calculate the distances. However,

the iterative procedure in both SNF and rMKL-LPP requires Oðn3Þ
per iteration.

2.4 Clustering assessment
In datasets where the true clustering is known, to gauge the agree-

ment between a clustering solution and the correct cluster structure,

we used the adjusted Rand index (ARI) (Hubert and Arabie, 1985).

To assess clustering solutions for real cancer samples, we used

survival data and clinical parameters reported in TCGA. We used

the logrank test for survival (Hosmer et al., 2008) and enrichment

tests for clinical parameters. We used the v2 test for independence to

calculate enrichment of discrete clinical parameters, and Kruskal-

Wallis test for numerical parameters. It was previously observed

that the v2 approximation for the statistic of these tests produces

biased P-values that overestimate the significance (Rappoport and

Shamir, 2018; Vandin et al., 2015). In order to better approximate

the real P-values, we performed permutation tests on the clustering

solution, and reported the fraction of permutations for which the

test statistic was greater or equal to that of the original clustering so-

lution as the empirical P-value. Full details on the permutation test-

ing appear in Rappoport and Shamir (2018).

3 Results

We applied NEMO in several settings. First, we compared it to nine

multi-omics clustering algorithms on ten full cancer datasets. We

next compared NEMO to several methods on simulated partial

data, on multi-view image data and on real cancer datasets with

parts of the data artificially removed. Finally, we used NEMO on a

real partial cancer dataset.

3.1 Full datasets
We applied NEMO to ten TCGA datasets spanning 3168 patients.

The datasets are for the following cancer types: Acute Myeloid

Leukemia (AML), Breast Invasive Carcinoma (BIC), Colon

Adenocarcinoma (COAD), Glioblastoma Multiforme (GBM),

Kidney Renal Clear Cell Carcinoma (KIRC), Liver Hepatocellular

Carcinoma (LIHC), Lung Squamous Cell Carcinoma (LUSC), Skim

Cutaneous Melanoma (SKCM), Ovarian serous cystadenocarci-

noma (OV) and Sarcoma (SARC). For each dataset, we analyzed

three omics: gene expression, methylation and miRNA expression.

When some of the patients lacked measurements for some of the

omics, we included only those patients that had data from all omics.

We have previously used these datasets to benchmark multi-omics

clustering methods (Rappoport and Shamir, 2018). Datasets sizes

varied between 170 and 621 samples. See Rappoport and Shamir

(2018) for full details and preprocessing. Results for the execution

of all methods on all datasets appear in Supplementary, Tables 1–4.

Clustering results for NEMO on all datasets are in Supplementary

File S2.
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We compared NEMO on each dataset to nine different multi-

omics clustering methods. As early integration methods we used

LRAcluster, and k-means and spectral clustering on the concaten-

ation of all omic matrices. For late integration we used PINS. We

used MCCA, MultiNMF and iClusterBayes as joint dimension re-

duction methods. Finally, SNF and rMKL-LPP represented

similarity-based integration. We set k, the number of neighbors in

NEMO to k ¼ #samples
6 . For all methods, we chose the number of

clusters in the range 2-15 using the methods recommended by the

authors. The results of the nine methods were taken from our bench-

mark study (Rappoport and Shamir, 2018), where full details on the

execution of all methods are available. (For MCCA, LRAcluster and

k-means the results are slightly different, since here we increased the

number of k-means repeats they perform in order to increase their

stability.)

To assess the clustering solutions we compared the survival

curves of different clusters, and performed enrichment analysis on

clinical labels (see Section 2). To avoid biases, we chose the same set

of clinical parameters for all cancers: age at initial diagnosis, gender

and four discrete clinical pathological parameters. These parameters

quantify the progression of the tumor (pathologic T), cancer in

lymph nodes (pathologic N), metastases (pathologic M) and total

progression (pathologic stage). In each cancer type we tested the en-

richment of each parameter that was available for it.

Table 1, Figure 1 and Table 2 summarize the performance of the

ten algorithms on the ten datasets. NEMO found a clustering with

significant difference in survival for six out of ten cancer types, while

all other methods found at most five. None of the methods found a

clustering with significantly different survival for the COAD, LUSC

and OV datasets. The P-value for KIRC, the only other dataset for

which NEMO did not reach significance, was 0.063. NEMO had an

average logrank P-value of 1.64, second after MCCA (1.75).

NEMO found at least one enriched clinical parameter in eight of the

ten datasets, the highest number found and tied with spectral clus-

tering, LRACluster, rMKL-LPP, PINS and MCCA. The average

number of enriched clinical parameters for NEMO was 1.5, second

only to rMKL-LPP with 1.6. Standard deviations across the different

datasets for Figure 1 appear in Supplementary Figure S1.

Compared to the other methods, NEMO tended to choose an

intermediate number of clusters per dataset (average 4.5, see

Table 1). This number of clusters is small enough so that the clusters

will be highly interpretable, but still capture the heterogeneity

among cancer subtypes.

Table 1. Aggregate statistics of the tested multi-omics clustering methods across ten cancer datasets

K-means Spectral LRAcluster PINS SNF rMKL-LPP MCCA MultiNMF iClusterBayes NEMO

Significantly different survival 2 3 5 5 4 4 5 4 2 6

Significant clinical enrichment 7 8 8 7 7 8 8 6 5 8

Number of clusters 2.6 (1.3) 3.3 (2.3) 9.4 (3.8) 4.6 (3.8) 2.8 (0.8) 6.7 (1.6) 10.6 (5.0) 2.2 (0.4) 2.2 (0.4) 4.5 (2.8)

Runtime (s) 394 (374) 4 (2) 3388 (3295) 449 (958) 13 (11) 233 (43) 20 (10) 28 (12) 4298 (1703) 10 (4)

Note: First row: number of datasets with significantly different survival. Second row: number of datasets with at least one enriched clinical label. Third row:

mean number of clusters. Fourth row: mean runtime. Best performers in each category are marked in bold. The numbers in parentheses are one standard

deviation.

Table 2. Results of applying the ten algorithms on cancer datasets

Alg/Cancer AML BIC COAD GBM KIRC LIHC LUSC SKCM OV SARC Means #sig

kmeans 1/2.9 0/0.6 0/0 2/2.3 0/0.2 1/0.2 1/0.2 2/0.6 1/0.1 2/1.3 1/0.8 7/2

spectral 1/1.7 2/1.6 0/0.2 2/2.2 0/0.3 2/0.4 2/0.3 2/0.9 1/0.8 2/1.3 1.4/1 8/3

lracluster 1/2 4/1.3 0/0.5 1/1.4 1/4.6 0/0.8 1/0.9 2/2.7 1/0.6 2/1 1.3/1.6 8/5

pins 1/1.2 4/1.3 0/0 1/3.6 0/1.8 2/2 1/0.1 2/2.8 0/0 2/1.2 0.9/1.3 7/5

snf 1/2.9 2/1 0/0.2 1/4.1 1/2.1 2/0.2 0/0.6 1/0.6 0/0.2 2/2.1 1/1.4 7/4

mkl 1/2.4 5/0.6 0/0.5 2/3 1/1.1 3/1 0/0.3 1/2.6 1/0.1 2/2.5 1.6/1.4 8/4

mcca 1/1.4 0/3.2 1/0.3 2/1.8 1/3.9 2/0.9 0/0.4 2/4.3 1/0.7 2/0.6 1.2/1.8 8/5

nmf 0/1.3 0/1.3 0/0.3 1/2.1 1/1.9 3/2.9 1/0.3 2/4.5 0/0.3 2/1.1 1/1.6 6/4

iCluster 0/1 3/0.2 0/0.2 0/1 0/2 2/1 2/0.6 3/4.4 0/0 2/0.8 1.2/1.1 5/2

nemo 1/2.1 3/1.4 0/0.2 1/2 1/1.2 3/3.3 0/0.4 3/3.9 1/0.1 2/1.8 1.5/1.6 8/6

Note: The first number in each cell is the number of significant clinical parameters detected, and the second number is the �log10 P-value for survival, with

bold numbers indicating significant results. Means are algorithm averages. #sig is the number of datasets with significant clinical/survival results. We use 0.05 as

the threshold for significance.

Fig. 1. Mean performance of the ten algorithms on ten cancer datasets. Y

axis: average significance of the difference in survival among clusters

(�log10 logrank test’s P-values). X axis: average number of enriched clinical

parameters in the clusters. The dotted lines highlight NEMO’s performance
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NEMO had the the second fastest average runtime after spectral

clustering of the concatenated omics matrix. (The same was true for

the geometric mean runtime, see Supplementary Table S5). All

methods except for LRAcluster and iClusterBayes took only a few

minutes to run on datasets with hundreds of samples and tens of

thousands of features. However, due to NEMO’s simple integration

step, it was the fastest of all non-trivial integration methods, includ-

ing other similarity-based methods (SNF and rMKL-LPP). The run-

time improvement over SNF was minor for most datasets in the

experiment, and was mainly seen in the largest dataset (BRCA),

where SNF took 43 s and NEMO 19. For rMKL-LPP, the time

reported does not include the similarity computation, as this code

was not provided by the authors, but was implemented by us, so its

total runtime is higher. Details regarding the hardware used appear

in Supplementary File S1. We note that since NEMO’s integrated

network is sparse, its spectral clustering step can be further

improved using methods for spectral clustering of sparse graphs (e.g.

Lanczos, 1950). This advantage in runtime, and NEMO’s improved

asymptotic runtime compared to other similarity-based methods

(see Section 2) will become more important as the number of

patients in medical datasets increases.

3.2 Simulated partial datasets
We next evaluated NEMO’s performance on simulated partial data-

sets. We tested two scenarios. In the first we created two clusters

using multivariate normal noise around the clusters’ centers, and

then created two omics by adding to these data different normal

noise for each omic (see Supplementary File S1). The simulation is

therefore designed such that both omics share the same underlying

clustering structure. In the second scenario, we added a third omic

that does not distinguish between the clusters. To simulate partial

data, we removed the second omic data in an increasing fraction,

which we denote h, of randomly chosen samples, for h ranging be-

tween 0 and 0.8. We generated 10 different full datasets, and for

each dataset and for each value of h we performed ten repeats. Here

we report the average ARI between the computed and the correct

clustering for each h.

We compared NEMO’s performance to PVC, and also to

MCCA and rMKL-LPP, the top performers on the full real data. To

run PVC on the dataset, we subtracted the minimal observed value

from each omic, making all values non-negative, and set PVC’s k

parameter to 0.01. Since PVC’s implementation supports only two

omics, we ran it only in the first scenario. To run rMKL-LPP and

MCCA on partial data, we completed the missing values using KNN

imputation on the concatenated omics matrix. We used KNN im-

putation since it was shown to perform well in omic data

(Troyanskaya et al., 2001). We ran the procedure on the concaten-

ated matrix because it allows imputation of values for samples that

lack one of the omics, using the similarity of a sample to other sam-

ples in other omics, and assuming that the different omics are corre-

lated. As the number of clusters in the simulated data was known to

be 2, we set NEMO’s parameter k to half the number of samples as

described in the Section 2. Full details about PVC’s execution appear

in Supplementary File S1. MCCA was applied twice, using two low

dimensional representations (See Supplementary File S1 for details).

Figure 2 shows that NEMO outperformed other methods in

both simulations. Furthermore, NEMO performed better on data

that were not imputed than on data that were imputed. This shows

the advantage of using NEMO directly on partial datasets, rather

than performing imputation. In both scenarios, the performance of

all methods deteriorated as the fraction of missing data increased. A

notable exception was MCCA when using the low dimensional rep-

resentation of the first omic. We believe this representation was

barely affected by the second omic. Interestingly, adding a third

omic that contributes no information to the clustering solution

decreased the performance, but this decrease was minor for all

methods.

PVC performed poorly compared to NEMO in the two-omics

simulation. In fact, PVC with all data for both omics performed

worse than NEMO with 80% missing data in the second omic. We

suspect that since PVC is based on linear dimension reduction, it

does not capture the spheric structure of the clusters. Since PVC’s

implementation supports only two omics, we could not test it in the

second scenario.

3.3 Image dataset
To further test NEMO’s performance in a complicated dataset

where the true clustering is known, we ran the different methods on

Handwritten, an image dataset which contains 2000 images of the

digits 0–9, with 200 images of each digit. This dataset is widely used

by the machine learning community to benchmark multi-view meth-

ods (Zhao et al., 2017). We used two ‘omics’ for this dataset. The

first contains 240 pixel averages for windows of size 2 � 3. The se-

cond contains 76 Fourier coefficients of the images. For perform-

ance reasons, we used only 500 randomly sampled images. We

simulated partial data by randomly removing data for half the

Fig. 2. Performance on simulated partial data. We executed the algorithms with an increasing fraction of samples missing data in one of the omics, and compared

the resulting clustering to the ground truth using ARI. The left plot uses two omics, and the right plot uses three omics where the third one contains only noise
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samples from the second omic. Like in the simulated data, NEMO

was compared to the methods with best performance on the full can-

cer datasets. Data for methods other than NEMO and PVC was

imputed using KNN, and the data were clustered assuming ten clus-

ters. We repeated this clustering process ten times, each time select-

ing at random the samples that were removed in the second omic.

Supplementary Table S6 contains the mean ARI between the

obtained clusters and the true clustering. On this dataset, with full

data, rMKL-LPP and NEMO were comparable, and they both great-

ly ourperformed the other methods. On partial data, NEMO was

best.

3.4 Partial cancer datasets
We next compared NEMO to other methods on partial cancer data-

sets, by simulating data loss on the ten full TCGA datasets analyzed

above. We tested two scenarios, (i) using three omics for all sub-

types, and (ii) using only two omics, to allow comparison with PVC.

We randomly sampled a fraction h of the patients and removed their

second omic data. The other omic(s) data were kept full. The h val-

ues tested were between 0 and 0.7. In all datasets, the first omic was

DNA methylation, and the second (from which samples were

removed) was gene expression. In the three-omic scenario, the last

omic was miRNA expression. We repeated each test five times, and

the P-values reported here are the geometric averages of the

observed P-values.

Full details on how each method was executed are in

Supplementary File S1. We set the number of clusters in PVC to be

the same as determined by NEMO, since no method to determine

the number of clusters was suggested for PVC. We used survival

analysis and enrichment of clinical labels to assess the quality of the

clustering solutions. Full results for this analysis are in

Supplementary File S3.

Figure 3 shows the mean results on three omics across all ten

cancer types. NEMO performed best with respect to survival, fol-

lowed by NEMO with imputation. rMKL-LPP performed best with

respect to clinical parameters, followed by NEMO with and without

imputation.

Note that in contrast to simulated data, here the performance of

the methods did not consistently deteriorate as more data were

removed. This is somewhat surprising, as gene expression (the omic

that was partially removed) is believed to be the most informative

omic. While on average performance across the cancer types was

not consistent, we did see a decrease in performance on some of the

datasets. The difference between the performance of MCCA for full

data here (h¼0) and its previous results (Fig. 1) is due to the fact

that MCCA optimizes its objective with respect to one omic at a

time, which makes the solution sensitive to the order of the omics.

We also ran MCCA using the original omic order (see

Supplementary Fig. S8). Still, NEMO outperformed MCCA with re-

spect to survival in all runs except on full data with all three omics

(the setting for the original full data experiments).

In the second scenario, out of the datasets that had statistically

significant survival results, NEMO was best performer for AML,

GBM and SARC, while PVC was best for BIC and SKCM

(Supplementary Fig. S4). PVC (using the number of clusters deter-

mined by NEMO) had best mean survival and clinical enrichment

across all datasets (Supplementary Fig. S6). This shows the merit of

PVC (and of NEMO’s method to determine the number of clusters)

in datasets with two omics. Interestingly, for both NEMO and PVC,

the mean performance across all ten full two-omics datasets was bet-

ter than the performance of all methods on full three-omics datasets

in terms of survival (Fig. 3 and Supplementary Fig. S6; see also

Supplementary Fig. S7 for MCCA with the reverse omic order).

Performing imputation increases the runtime of the algorithms.

For example, the average time (across 5 runs) to perform imputation

for the BIC dataset with methylation and mRNA expression omics,

when h ¼ 0:5, was 560 s. This is a necessary preprocessing step for

methods that do not directly support missing data. In contrast, not

only do NEMO and PVC not require imputation, but they also run

faster as the fraction of missing data increases. The runtime of

NEMO on the same two-omic BIC dataset decreased from 42 s with

full data to 21 s with h ¼ 0:7. PVC was slower than NEMO, and its

runtime decreased from 92 to 27 s.

3.5 Robustness analysis
We sought to assess NEMO’s robustness with respect to the param-

eter k, the number of neighbors, and with respect to the number of

clusters. We first tested robustness on the simulated data. We exe-

cuted NEMO on the three-omic simulated data described previous-

ly. We used k ¼ 10; 20; . . . ;200 and compared the obtained

clustering to the known clustering using the Adjusted Rand Index.

Supplementary Figure S9 shows that in that setting, NEMO was

highly robust to the choice of k, except for low values.

We next performed clustering on the ten cancer datasets using

k ¼ 25;35; . . . ; 105, a range that includes all k values we used in the

full and partial data analyses. Supplementary Figure S10 shows the

P-values for logrank test for each value of k. Generally, the perform-

ance of NEMO was robust with respect to k. In a few cases, such as

the GBM, SKCM and SARC datasets, the results varied more de-

pending on k. This is partially explained by the different number of

clusters NEMO chose for different values of k (see Supplementary

Fig. S12). We conclude that usually changing k has little effect on

Fig. 3. Performance on partial cancer datasets as a function of the fraction of samples missing data in one of the omics. Left: survival analysis. Right: clinical

parameters. Results are averages across ten three-omics cancer datasets
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the number of clusters and on the significance. In those cases where

significance changed with k, it was usually a result of change in the

number of clusters chosen (compare Supplementary Figs S10, S11

and S12). We next clustered the ten datasets using a number of clus-

ters ranging from 2 to 15. Supplementary Figures S13 and S14 show

the effect of the different number of clusters on the survival analysis

and number of enriched clinical parameters. We note that NEMO is

less robust to the number of clusters chosen than to k.

3.6 Acute myeloid leukemia analysis
We applied NEMO to an AML cohort of 197 patients from TCGA.

This is a partial dataset, containing 173 patients with gene expres-

sion profiles, 194 with methylation and 188 with miRNA profiles.

As it is partial, the dataset cannot be directly clustered using other

algorithms for multi-omics clustering. To apply these methods, one

must limit analysis to a sub-cohort of 170 patients that have full

data, or perform imputation. NEMO suggested five clusters for this

dataset; their sizes appear in Figure 4. When plotting survival curves

of the clusters (Fig. 4), we found them to be significantly different

(P-value ¼ 3.5e�4). The significance was higher than obtained by

all other nine clustering methods on the full data subcohort (lowest

P-value 1.3e�3 using k-means). This shows the higher significance

gained from analyzing more samples, including partial data.

We compared the prognostic value of NEMO’s clusters to that

of the FAB (French-American-British) classification. FAB is a well-

accepted clinical classification for AML tumors (Bennett et al.,

1976), which is based on quantification of blood cells. We per-

formed logrank test using the FAB label as clustering solution, and

obtained a P-value 5.4e�2, which shows NEMO’s favorable prog-

nostic value. Executing NEMO using only a single omic, results for

gene expression, methylation and miRNA expression data had log-

rank P-values 3.4e�2, 3.4e�3 and 3.7e�3 respectively. These

results demonstrate the improved clustering obtained by NEMO

using multi-omic data.

We performed enrichment analysis for each NEMO cluster using

the PROMO tool, which allows systematic interrogation of all clin-

ical labels (Netanely et al., 2016). In addition to the significantly dif-

ferential survival, the clusters were found to be enriched in other

clinical labels. Cluster 1 had particularly young patients, and

showed favorable prognosis. Cluster 2 had poor prognosis, older

patients, and was enriched with FAB label ‘M0 undifferentiated’. 17

out of 19 patients with label ‘M0 undifferentiated’ appeared in this

cluster. This label corresponds to the undifferentiated acute myelo-

blastic AML subtype, which is known to have poor prognosis (Bene

et al., 2001). Cluster 3 showed favorable prognosis, and was

enriched with the M3 FAB label, which corresponds to the acute

promyelocytic leukemia (APL) subtype. All 19 patients in this cluster

were labeled with M3, and only one patient outside cluster 3 had

this label. APL is caused by a translocation between the genes

RARA on chromosome 17 and PML on chromosome 15, and is

known to have favorable prognosis (Wang and Chen, 2008). Cluster

4 was enriched with the M5 label, which corresponds to acute

monocytic leukemia. Indeed, it was also enriched with a high mono-

cyte count. Finally, cluster 5 was enriched with patients with no

known genetic aberrations. All the clustering results and enriched

clinical labels are included in Supplementary Files S4 and S5.

4 Discussion

We presented the NEMO algorithm for multi-omics clustering, and

tested it extensively on cancer datasets and in simulation. NEMO is

much simpler than existing multi-omics clustering algorithms, has

comparable performance on full datasets, improved performance on

partial datasets without requiring missing data imputation, and

faster execution.

The main insight NEMO uses is that the local neighborhood of

each sample best captures its similarity patterns in each omic. We

believe that NEMO’s performance stems largely from this insight.

Previous methods used local similarities, and NEMO suggests that

the performance of these methods was largely due to that use, rather

than to other steps performed by these algorithms.

NEMO’s simplicity makes it more flexible and more easily

adapted to different circumstances. It requires only the definition of

a distance between two samples within an omic, and can therefore

support additional omics, numerical, discrete and ordinal features,

as well as more complicated feature types, such as imaging, EMR

data and microbiome. In addition to enabling clustering, the net-

work produced by NEMO represents the similarity between samples

across all omics, and can thus be used for additional computational

tasks. Future work will test the usability of NEMO on discrete data

types, and of its output network for tasks other than clustering.

We showed that NEMO can be used to analyze partial multi-

omic datasets, i.e. ones in which some samples lack measurements

for all omics. Partial datasets are ubiquitous in biology and medi-

cine, and methods that analyze such datasets hold great potential.

This challenge is exacerbated by the high cost of high-throughput

experiments. While the price of some experiments is decreasing, it is

still high for other omics. Methods that analyze partial datasets may

affect experimental design and reduce costs, and, as we demon-

strated, they can outperform full-data methods applied only to the

subset of samples that have all omics. The demand for algorithms

that analyze partial datasets is likely to further increase, as more

high throughput methods become prevalent, and the number of

omics in biomedical datasets increases.

NEMO has several limitations. First, in partial data, each pair of

samples must have at least one omic in common. This assumption

holds if one omic was measured for all patients, which is often the

case for gene expression. Second, the choice of k, the number of

nearest neighbors, requires further study. NEMO currently chooses

Fig. 4. Kaplan-Meier plot for the five clusters obtained by NEMO on the AML

partial dataset (logrank P-value¼3.5e�4). The number of patients in each

cluster is shown in parentheses
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the same k for all samples, implicitly assuming that all cluster sizes

are equal. Choosing different k for different samples based on the

estimated size of their cluster may further improve NEMO’s results.

Third, unlike some dimension reduction methods, NEMO does not

readily provide insight on feature importance. Given a clustering so-

lution, importance of features to clusters can be computed using dif-

ferential analysis.

We compared NEMO to PVC in the context of missing data.

PVC was developed within the machine learning community for the

task of partial multi-view clustering, and has not been applied to

omic data previously. Remarkably, on average, in terms of survival

analysis, PVC (using the number of clusters of NEMO) outper-

formed all other methods on the partial cancer datasets with two

omics, while NEMO was better on the simulated partial datasets. As

PVC is limited to two omics, extension of that NMF-based algo-

rithm to more omics and to include a mechanism for determining

the number of clusters is desirable.

In some of the cancer datasets the results obtained using only

mRNA expression and DNA methylation were superior to those

achieved when also considering miRNA expression. In addition, in

some of the datasets we did not observe a significant decrease in per-

formance when removing a fraction of the gene expression data for

cancer patients. This phenomenon suggests that multi-omics cluster-

ing does not necessarily improve with more omics (see also

Rappoport and Shamir, 2018). A possible explanation is that the

different omics are highly correlated, such that additional omics do

not add signal. At least for some of the cancer types, this was not the

case. Alternatively, it is possible that omics contain contradicting or

independent signals, such that removal of data from one omics

strengthens the overall structure of the data. While NEMO per-

formed well with an additional omic that contains no signal, future

work is needed to deal with omics that contain independent or con-

tradicting signals.

5 Conclusion

Clustering cancer patients into subgroups has the potential to define

new disease subtypes that can be used for personalized diagnosis

and therapy. The increasing diversity of omics data as well as their

reduced cost creates an opportunity to use multi-omic data to dis-

cover such subgroups. NEMO’s simplicity, efficiency and efficacy

on both full and partial datasets make it a valuable method for this

challenge.
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C omparing survival patterns between

groups of individuals is ubiquitous

in biomedical research. A significant

difference in survival can show the efficacy

of a drug or the biological relevance of a

biomarker. In cancer research, clustering of

patient profiles is used to discover disease

subtypes (Prasad et al, 2016), and a significant

difference in survival between clusters is

usually considered a strong indication for a

clustering algorithm’s merit (Gabasova et al,

2017; Argelaguet et al, 2018). In these settings,

the standard means to compare survival

between groups of patients is the log-rank test

(Hosmer et al, 2008). We refer here to the

conditional version of the test (see Appendix).

The log-rank test is very broadly used. A

Google Scholar search for “logrank test

statistic” identifies > 22,000 citations, and a

PubMed search in titles or abstracts for

“logrank” or “log-rank” identifies > 30,000

papers, and 3,357 published in 2018 alone.

The real number of studies that use this test

is likely even higher. The P-value of the log-

rank test statistic is commonly approximated

by the chi-square distribution. We show

here that in important contexts that approxi-

mation is poor and can be misleading.

The chi-square approximation provides a

good fit when there are a large number of

events in each patient group and the group

sizes are balanced. Heinze et al (2003) and

Wang et al (2010) developed exact permuta-

tion tests that condition on the observed

follow-up in each group. While they showed

that the asymptotic log-rank test is inaccu-

rate, the extent of this inaccuracy in prac-

tice, for real modern datasets that contain

hundreds of patients and more than two

clusters, is unclear.

We have recently benchmarked nine

methods for clustering multi-omic data

across ten cancer cohorts from TCGA (The

Cancer Genome Atlas Network, 2008;

Rappoport & Shamir, 2018). Since survival

information was available for the patients,

we used the log-rank test chi-square approx-

imation to evaluate each solution. In addi-

tion, we implemented the exact test

developed by Heinze et al (2003) for more

than two groups. We validated on simulated

data that the implementation preserves the

false-positive rate better than the asymptotic

version (see Appendix), and used the imple-

mentation to compute the exact test’s P-

value (EP) of the log-rank score for each

solution on each cancer cohort. The results

(Fig 1A) show large gaps between the EP

and asymptotic P-value (AP). In fact, the

APs for 48 out of the 90 clustering solutions

were not within their 95% confidence inter-

vals constructed using the permutation test.

This inaccuracy was exacerbated for small

P-values: 30 out of the 37 significant APs

(≤ 0.05) did not fall within their 95% confi-

dence intervals. In all these cases, the EPs

were higher (less significant). In 17 out of

the 37, the difference between the EP and

the AP was at least 2-fold. Three of the 37

cases reported as significant according to the

asymptotic approximation (8%) were actu-

ally not significant according to the permuta-

tion tests.

Some asymptotic results were rather

extreme. The MCCA method (Witten &

Tibshirani, 2009) on the KIRC cancer dataset

gave a clustering solution that obtained

AP < 2e-16, but EP = 6.8e-5. The distribu-

tion of the APs over one million permuta-

tions of the KIRC cluster labels is shown in

Fig 1B. By definition, that distribution

should be uniform under the null hypothe-

sis. However, 10.9% of the permutations

received an AP ≤ 0.05.

We performed an additional test using

the breast cancer dataset, which contains

621 patients. For each number k of clusters

from 2 to 20, we partitioned the samples at

random into k � 1 clusters of 10 patients

and one large cluster with all other patients,

and computed the APs. We repeated the

process for many random permutations of

the patient labels and calculated the fraction

of permutations with AP ≤ 0.05 (see

Appendix). The results are shown in Fig 1C.

In spite of the large size of the breast cancer

dataset, the probability to report a clustering

as significant was markedly higher than 0.05

and increased as the number of clusters k

increased. For k = 4, a common number of

clusters for breast cancer datasets, the prob-

ability for AP ≤ 0.05 was already > 0.08.

How common is the use of the asymp-

totics in software tools? The R “survival”

package, the Python “lifelines” package,

SPSS, SAS and Stata all use the asymptotic

test and report the same P-values. While

several packages do implement non-asymp-

totic tests (see Appendix), they are less

widely used. We conclude that the vast

majority of the studies that perform the log-

rank test use the asymptotic P-value.

A systematic search for cases where the

use of the asymptotic test led to wrong

conclusions is challenging: most studies do

not publish survival data, and these data

have no standard format. However, we were

able to find recent cases where the test led to

wrong or overstated reports. Joachim et al

(2018) reported that use of the chemothera-

peutic agent Topotecan resulted in a signifi-

cant survival benefit in a murine model of

endotoxemia. While the log-rank AP was

0.042 for the presented data, the EP was

actually 0.059. Gabasova et al (2017) devel-

oped a novel method for multi-omic
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clustering and used it to cluster breast cancer

data. The authors reported a P-value of

0.038. As the version of log-rank used was

not specified, and the clustering solution was

not provided, we could not calculate the EP.

Instead, we permuted the group labels a

large number of times, and for each permuta-

tion computed the AP of the conditional log-

rank, which is the more appropriate version

to use in this scenario (see Appendix). For

13.5% of the permutations, the computed AP

was ≤ 0.038, which shows that reporting the

AP is not sufficient in this case to show a

clustering solution’s merit. Hence, erroneous

significance conclusions due to the use of AP

occur both in biomedical research and in

algorithm development. Overstatement of

significance is likely even more common.

The difference between asymptotic and

exact tests is not unique to the log-rank test.

Rather, it is important for all statistical tests

that rely on asymptotics, when sample size is

small. In the log-rank test, inaccuracy is not

affected only by the sample size, but also by

the number of events within each group, and

by imbalance in the group sizes. In some other

statistical tests, there is higher community

awareness of inaccuracies. For example, the R

implementation of the chi-square test for inde-

pendence issues warnings when used with

small sample sizes. Such awareness should be

raised for all asymptotic statistical tests.

Aside from the inaccuracy caused by

using the asymptotic test, there are addi-

tional factors that one should consider when

using the log-rank test. The null hypothesis

for the test with multiple groups is that the

survival function is the same for all groups.

The test will therefore reject the null hypoth-

esis even in cases where only a single group

differs from the others. Another factor to

consider is that the test has low power when

the different survival functions cross one

another. Analysis of differential survival for a

clustering solution should therefore be accom-

panied by visualizing the Kaplan–Meier curve,

and not by solely reporting the log-rank

P-value, whether it is asymptotic or exact.

The log-rank test is widely used to compare

survival of different patient groups and to

assess disease subtyping. It is perhaps the

leading evaluation criterion that guides devel-

opment of new computational methods for

clustering patients. For large datasets with

many events in each group, the asymptotic

log-rank test computes an accurate P-value.

However, our results show that P-values based

on the chi-square approximation are highly

inaccurate in evaluating clustering solutions

of popular methods on real cancer datasets. It

is therefore essential that future analyses

compute and report P-values using exact tests.

Data and software availability

TCGA data after preprocessing for all cancer

types are available here: http://acgt.cs.ta

u.ac.il/multi_omic_benchmark/download.html.

Code to reproduce the analyses presented in

this paper, and our implementation of the

permutation-based log-rank test for more

than two groups, are available in GitHub:

https://github.com/Shamir-Lab/Logrank-

Inaccuracies/tree/master.

Expanded View for this article is available online.
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Abstract

Recent advances in experimental biology allow creation of datasets where several genome-

wide data types (called omics) are measured per sample. Integrative analysis of multi-omic

datasets in general, and clustering of samples in such datasets specifically, can improve our

understanding of biological processes and discover different disease subtypes. In this work

we present MONET (Multi Omic clustering by Non-Exhaustive Types), which presents a

unique approach to multi-omic clustering. MONET discovers modules of similar samples,

such that each module is allowed to have a clustering structure for only a subset of the

omics. This approach differs from most existent multi-omic clustering algorithms, which

assume a common structure across all omics, and from several recent algorithms that

model distinct cluster structures. We tested MONET extensively on simulated data, on an

image dataset, and on ten multi-omic cancer datasets from TCGA. Our analysis shows that

MONET compares favorably with other multi-omic clustering methods. We demonstrate

MONET’s biological and clinical relevance by analyzing its results for Ovarian Serous Cysta-

denocarcinoma. We also show that MONET is robust to missing data, can cluster genes in

multi-omic dataset, and reveal modules of cell types in single-cell multi-omic data. Our work

shows that MONET is a valuable tool that can provide complementary results to those pro-

vided by existent algorithms for multi-omic analysis.

This is a PLOS Computational Biology Methods paper.

Introduction

Modern experimental methods can measure a myriad of genome-wide molecular parameters

for a biological sample. Each type of such parameters is called "omic" and is measured by a dif-

ferent method. Analysis of omic data improved our understanding of biological processes and

human disease, and is now used in therapeutic decisions [1]. While each experiment usually

measures only one omic, several experiments can be performed on the same biological sample,

resulting in multi-omic datasets. Large consortia such as TCGA and ICGC collected multi-

omic data from tens of thousands of tumors [2,3]. Analysis of these data can further improve

our understanding of cancer biology and suggest novel treatments.
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Many algorithms have been developed in recent years to analyze multi-omic data, and most

prominently, to detect subtypes of cancer, a task termed multi-omic clustering [4,5]. The vast

majority of multi-omic clustering algorithms assume that a common underlying structure exists

across all omics, and use all omic datasets to reveal this structure. Among the algorithms devel-

oped under this assumption are SNF and NEMO [6,7], as well as matrix factorization based

methods such as MOFA+ [8], iClusterBayes [9] and MultiNMF [10]. However, this assump-

tion does not always hold. For example, expression and mutation data do not seem to share

the same structure. Even more closely related omics, such as expression and methylation, dif-

fer. This is demonstrated by the low agreement in clustering solutions that are produced based

on different omics [11,12], and was also shown in a number of recent papers [13,14]. More-

over, in a recent benchmark we performed, we observed that solutions based on single omics

can sometimes be more clinically relevant than solutions based on multiple omics [5]. Algo-

rithms that can cluster patients while accounting for the disagreement between omics are there-

fore required.

Several recent methods addressed the distinct structure in different omics by using Bayesian

statistics and modeling the different omics and their correlations. Savage et al. performed clus-

tering on two omics, while allowing samples to be fused or unfused [15]. A fused sample

belongs to a cluster spanning both omics, while unfused samples can belong to different clus-

ters in the two omics. PSDF extended this framework to support feature selection [16].

MDI supports more than two omics [17]. Each omic has its own clustering, but clusters in

different omics match each other. The probability that a sample will belong to matching clus-

ters in two different omics has a prior that is higher the more these two omics are similar. In

TWL [14], as in MDI, each omic also has its own clustering, and clusters in different omics

match each other. A prior is placed such that samples are more likely to belong to the same

cluster in different omics. BCC assumes a model with a global clustering and a clustering for

each omic separately, and the global clustering serves as a Bayesian prior for each omic-specific

clustering [18]. Clusternomics represents the global clustering as a Cartesian product of the

omic-specific clusters, and can also map several such clusters into the same global cluster [13].

These methods have several limitations. MDI and TWL include only omic specific clusters,

without providing a global clustering solution, and leave it to the user to choose between mul-

tiple clustering solutions. MDI, TWL and BCC further require that clusters in different omics

match each other. Clusternomics’ approach of representing global clusters as a Cartesian prod-

uct of omic-specific clusters is less suited to find signals that are weak but consistent across

many omics, and results in a high number of clusters. All methods except PSDF require a sam-

ple to belong to a coherent cluster in each of the omics, and PSDF is limited to only two omics.

Furthermore, all available methods are based on Bayesian statistics, which requires explicit

modeling of each omic, and is slow to optimize.

Here we present MONET (Multi Omic clustering by Non-Exhaustive Types), an algorithm

for detection of patient modules for multi-omic cancer data. MONET uses ideas from

MATISSE [19], an algorithm to detect gene modules, and generalizes its algorithmic approach

to multi-omic data. In MONET’s unique approach to multi-omic clustering, the goal is to

form patient modules, such that each module can use only a subset of the omics. Thus,

MONET can find patient modules with a common structure across some omics, and disregard

other omics in that module, allowing different omic subsets for different modules. Note that

this differs from ignoring an omic altogether, because an omic that is not used for one patient

module can be used for other modules. MONET’s solution allows outlier patients, who do not

belong to any module.

We show that MONET finds biologically and clinically relevant patient modules in several

datasets, giving results that compare favorably to those obtained from existent multi-omic
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clustering methods. Furthermore, we show that MONET is useful for other biomedical tasks,

as it successfully finds modules of genes, and of cells in single-cell data.

Methods

Overview

The input to MONET is a set of L omic matrices. Matrix l has n samples and pl features. The out-

put is a set of modules, where each module is a subset of the samples. Modules are disjoint, and

not all samples necessarily belong to a module. Samples not belonging to a module are called

lonely. Each module M is characterized by its samples, denoted samples(M), and by a set of omics

that it covers, denoted omics(M). Intuitively, samples(M) are similar to one another in omics(M).

MONET works in two phases. It first constructs an edge-weighted graph per omic, such

that nodes are samples and weights correspond to the similarity between samples in that omic.

In the second phase, it detects modules by looking for heavy subgraphs common to multiple

omic graphs.

Omic graphs

MONET constructs a graph Gl for each omic l separately. Gl is a full graph on n nodes. Denote

by siml(u, v) some similarity measure between samples u and v in omic l. The weight assigned

to edge (u, v) in omic l, denoted by wl(u, v), is given by a function of the similarity between

these two samples which we term "weighting scheme". This function is denoted f:

wlðu; vÞ ¼ fðsimlðu; vÞÞ

Fig 1. Actions performed by MONET when detecting heavy modules. Dots represent samples, and enclosing circles represent modules. The colors of

the enclosing circle represent the omics covered by the module. Panel E shows the current state–two modules, where the left module (α) is covered by two

omics and the right module (β) by one. An additional sample is lonely, i.e., does not belong to any module. Each other panel shows one action. B: the grey

sample is added to module α. C: the grey sample is removed from module α. F: the grey sample moves into module β. I: module β is split. H: an omic is

added to module β. G: an omic is removed from module α. D: modules α and β are merged. A: module α is discarded. In the shown case one of its samples

is added to module β, and the other two become lonely. Actions for splitting module with omic or by adding omic are not shown.

https://doi.org/10.1371/journal.pcbi.1008182.g001
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The weight of a module is defined as:

weightðMÞ ¼ Sl2omicsðMÞSu;v2samplesðMÞwlðu; vÞ

The optimization problem

MONET’s objective function is to find a disjoint set of modules M1,M2. . . maximizing

Siweight(Mi).

Importantly, we require that the weighting scheme returns values that are both positive and

negative. High positive values indicate that the two samples are similar and should belong to

the same module for omic l, while low negative values indicate the converse. A module with a

positive weight therefore contains samples that are on average highly similar in the omics cov-

ered by the module. If all edge weights are positive, modules will always improve their scores

by adding more samples and omics. Note that we present MONET here as a combinatorial

optimization problem, but for some weighting schemes, the weight of each edge has a probabi-

listic interpretation. In such cases, the weight of a module is interpreted as the score for a log-

likelihood ratio test for whether samples(M) form a module on omics(M), under the simplify-

ing assumption that modules and sample pairs are independent. More details on this probabi-

listic formulation are in the appendix.

To construct the omics graphs, any weighting scheme can be used. The scheme we used here is

as follows. We first apply NEMO [7], a multi-omic clustering algorithm we recently developed, to

each omic separately R times, each time on randomly selected 80% of the samples. We set cr
l ðu; vÞ

to 1 if samples u and v clustered together in the r’th run on omic l, and to 0 otherwise. Denote by

avgðcr
l Þ the average value of the cr

l matrix, and by R(u, v) the set of NEMO executions in which

both u and v were sampled. We set wlðu; vÞ ¼ meanr2Rðu;vÞðcr
l ðu; vÞ � avgðcr

l ÞÞ � C. The constant

C controls the balance between modules that cover one omic (higher C value) and modules that

cover multiple omics (lower C value). Here we used C = 0.2 and R = 100. For the classification

experiments we used a different weighting scheme, which is based on a Gaussian mixture model.

Its full details are in the appendix.

Heavy module detection

Given all the omic graphs, MONET now detects modules with high weight by maximizing the

objective function SMweight(M). There is no constraint on the number of modules, or an

upper bound on module sizes, so the weighting scheme must create both positive and negative

edges, otherwise the trivial optimal solution is a single module containing all patients and cov-

ering all omics. The problem of detecting heavy subgraphs in this setting is NP-hard even for

the case of a single graph [19]. We therefore developed an iterative greedy heuristic for detect-

ing heavy modules. The algorithm is initialized with a set of modules termed seeds. After seed

finding, at every iteration MONET considers several possible actions, described below, that

can increase the objective function. It then performs an action that provides the greatest

improvement.

◼ Seed finding: Seeds are found iteratively. The first seed is determined by constructing a

graph where edge weights are the sum of the edge weights in all individual omics, randomly

selecting a first sample, and constructing a module containing all omics, which contains the

first sample and its k neighbors with highest positive edge weights. All samples that were

assigned to a module are removed from the graph, and the next seed module is sought. The

procedure ends once S seeds were found. In this work we used S = 15 seeds for all datasets, and

k ¼ floor n
15

� �
.

PLOS COMPUTATIONAL BIOLOGY MONET: Multi-omic module discovery

PLOS Computational Biology | https://doi.org/10.1371/journal.pcbi.1008182 September 15, 2020 4 / 17

https://doi.org/10.1371/journal.pcbi.1008182


◼Optimization actions: Once a set of seeds is found, MONET improves the modules itera-

tively in a greedy manner. In each iteration, a module M0 is selected at random, and MONET

calculates the gain in the objective function from a set of possible actions concerning the mod-

ule. It then chooses the action with maximal gain. It stops when no action provides a gain in

any module. The actions considered are (see Fig 1):

- Add a sample to M0. All lonely samples are considered. Since we observed that this action

is commonly chosen in initial iterations when S and k are both small, we allowed up to 10 (or
n
50

if n>1000) samples to be added in a single action, to reduce the number of iterations.

- Remove a sample from M0.
- Move sample from module M0 to another module, or move a sample from another module

to M0. All possible samples and modules are considered. Similarly to adding samples, we allow

up to 10 (or n
50

if n>1000) sample switches in a single action.

- Add an additional omic to a module. All omics are considered.

- Remove an omic from a module. All the covered omics of the module are considered.

- Merge modules M0 and M@. The set of samples for the new module is samples(M0)[sam-
ples(M@). The omics for the new module are one of the following: 1. omics(M0)[omics(M@) 2.

omics(M0)\omics(M@) 3. omics(M0) 4. omics(M@). All four options are considered.

- Split M0 into two modules. For this action, a graph is constructed with nodes samples(M0),
and where the weight of the edge between u and v is Sl2omics(M0)wl(u, v). In this graph we find a

heavy subgraph M@, and create two modules, M@ and M\M@. The omics of both modules are

omics(M0).
- Discard M0. Each sample u in M0 is moved to the module M@ with the highest sum of

weights from u to M@ using omics(M@). If all these sums are negative, u is made lonely.

- Create a new module using all lonely samples. MONET finds a heavy subgraph in each

omic separately, and a module is created from the heaviest subgraph found.

- Split M0 by adding an omic. For every omic l=2omics(M0), MONET looks at the subgraph

induced by samples(M0) on Gl, denoted Gl[samples(M0)], and detects in it a heavy subgraph.

Denote the nodes of the heavy subgraph by U. We then split M0 into two modules. In one mod-

ule the nodes are U, and the omics are omics(M0)[{l}. In the second module the nodes are sam-
ples(M0)\U and the omics are omics(M0).

- Split M0 with an omic. As in the previous action, a heavy subgraph with nodes U is found

in Gl[samples(M0)], but here for every l2omics(M0). Two modules are constructed. In one the

nodes are samples(M0)\U and omics are omics(M0). In the other samples are U and the only

omic is l that produced the heavy subgraph.

MONET uses a parameter η for the minimum module size. Actions that reduce the number

of samples below η are not executed, and module splits are considered under this restriction.

Here we used Z ¼ max round n
30

� �
; 10

� �
.

To find a heavy subgraph in a graph, we use a heuristic based on Charikar’s 2-approxima-

tion to the problem of maximum density subgraph [20]. We iteratively find the node with low-

est (weighted) degree and remove it from the graph, until no node is left. We then choose the

heaviest of the sequence of subgraphs obtained during this process. The complexity of the heu-

ristic on an n-node weighted full graph is O(n2).

The MONET algorithm is guaranteed to converge to a local maximum, because the sum of

weights within all modules is increasing in each iteration. The algorithm stops when no action

on any module improves the objective.

In each iteration, all actions that do not involve finding heavy subgraphs consider each edge

in each of the omic graphs a constant number of times. The complexity of all these actions is

therefore O(Sl(n+|El|)), where El is the number of edges in Gl. The complexity of splitting a
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module and of creating a new module involves finding a heavy subgraph and is thus O(Sl(n+|

El|)+n2). For the last two actions, for the same reason, the same complexity is needed for each

omic considered for the split, and the overall complexity is O(L(Sl(n+|El|)+n2)), which is there-

fore the overall complexity of each iteration. For full graphs, this gives a worst case complexity

of O(L2n2). The space complexity is O(Ln2).

In a post-processing step we perform empirical significance testing to filter modules. Given

a module, we sample 500 modules of the same size and omics, and only keep the module if its

weight is in the highest 1%. In practice we only performed the testing for modules of minimal

size (η = 10 here), as we never found larger non-significant modules. Samples that do not

belong to any module after filtering are marked as lonely.

Since the algorithm for finding heavy modules is only guaranteed to converge to a local

maximum, the algorithm is repeated multiple times, and the best solution is returned. Unless

otherwise specified, we used 15 repeats for the analyses performed in this work.

Additional MONET features

◼Partial datasets: MONET can handle datasets where only a subset of the omics were mea-

sured for some samples. Such samples are added to all omic graphs, but in omics where these

samples were not measured their nodes have no edges. This way, omics in which no data were

measured for a sample do not affect the decision of assigning the sample to a module.

◼Sample classification after clustering: Once modules were calculated from the data,

MONET can naturally classify new samples into modules. For each module M, MONET calcu-

lates the gain in weight(M) from adding the new sample u to M: Sv2samples(M)wl(u, v), and clas-

sifies the sample to the module with maximal gain. If the gain is always negative, the sample is

not classified to any module. This computation takes O(nL) given that the edge weights were

already calculated.

Testing methodology

We applied MONET and several other algorithms to simulated, image and cancer datasets that

are described later. Here we outline the way we evaluated the results.

Clustering assessment. To assess a clustering solution where the true clustering of the

data is known, we used the Adjusted Rand Index (ARI) [21]. Note that the ARI can compare

solutions with different number of clusters and different cluster sizes. On cancer datasets from

TCGA we performed survival analysis to assess the distinction in survival between the different

groups of samples, and tested enrichment of known clinical parameters. For the survival analy-

sis we used a permutation-based approach to perform the log-rank test, since the widely used

asymptotical version of this test tends to overstate significance, and specifically for TCGA data

[22–24]. We also used permutation testing to assess the enrichment of clinical parameters [5].

The clinical parameters we considered were gender, age at diagnosis, pathological stage and

pathologic M, N and T. In addition we considered known subtype definitions—PAM50 for

breast cancer [25] and the French-American-British classification (FAB) for AML [26].

Partial datasets experiments. For cancer datasets, we sampled 40% of the patients, parti-

tioned them into three equal groups, and removed every group from one of the omics. For the

image dataset we removed 20% of the samples in each omic independently. We then applied

MONET to the data and calculated ARI with MONET’s solution on all data. We repeated this

experiment 10 times.

Classification experiments. to perform experiments on a dataset we first applied

MONET to it. Denote MONET’s solution by Solall. We then partitioned the samples in the

dataset into 10 equal folds. For every fold i, we applied MONET to all samples except those in
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the fold, and denote the solution by Soli. We define the stability of the fold to be ARI(Solall,Soli)
where the ARI is computed using only samples that appear in both Solall and Soli. We then clas-

sified the held out samples to the modules from Soli, and denote the solution after classification

by ^Soli . We define the Rand Index following classification (RFC) of the fold to be

ARIðSolall; ^SoliÞ, where the ARI is now measured across all samples. For datasets where the

ground truth is known we also measured ARI(ground_truth,Soli), and ARIðground truth; ^Soli),
and term them the pre-classification accuracy (preCA) and post-classification accuracy
(postCA) respectively.

Simulations. The simulations are described in the appendix.

Ovarian cancer analysis. To check the clustering solution for enrichment of clinical

parameters we used chi-squared test for discrete features (e.g. tumor stage) and Kruskal-Wallis

for numeric ones (e.g. age). We also used chi-square to test for enrichment of mutations and

used Benjamini-Hochberg to correct for multiple hypotheses. To find genes and miRNAs that

are highly expressed in a module, we performed a one sided t-test (with α = 0.05) comparing

the expression level in the module and the rest of the samples (after log normalization) and

corrected for multiple hypotheses with Benjamini-Hochberg. Survival analysis was performed

as described for the other TCGA datasets. To determine differential survival while controlling

for the age and stage, we fitted a Cox multivariate proportional hazard model.

Results

Simulated datasets

We first performed two simulations to test MONET’s approach to multi-omics clustering. In

the first, we simulated 300 samples from five equal-size modules in two omics. Module 1 cov-

ers only the first omic, module 2 only the second omic, and modules 3–5 cover both omics

(Fig A in S1 Appendix). We added five outlier samples that do not belong to any module.

MONET correctly identified the modules (ARI = 0.92) and their corresponding omics (Fig B

in S1 Appendix). In another experiment, we simulated 150 samples from five modules in

three omics (Fig C in S1 Appendix). Module 1 covers all omics. Modules 2–5 cover all omics,

are indistinguishable in omic 1, but belong to different clusters in omics 2 and 3. Only a small

number of features separate the modules in omic 2, so the signal in omic 2 is weak. When pre-

sented with only omics 1 and 2, MONET identified module 1 but chose to treat modules 2–5

as one module that only covers the first omic (Fig D in S1 Appendix). When faced with omic

3 as well, the ARI equaled 1, and MONET identified these samples as coming from different

modules that cover all omics (except for one module whose samples were very different in

omic 2, which does not cover that omic) (Fig E in S1 Appendix). These simulations highlight

MONET’s approach to multi-omic integration, where sample modules can cover only a subset

of the omics, based on the strength of the clustering structure in these omics. Full details on

the simulations are in the appendix.

Digits dataset

We next tested MONET in a dataset where the ground truth is known. The dataset [27] con-

tains six types of features ("omics") of 2000 images of the handwritten digits 0–9. For most

tests, we used 400 images. See additional details in the appendix.

We applied MONET and seven other methods to the data. We chose BCC, MDI, Cluster-

nomics and TWL, which model disagreement between omics. We also chose SNF and NEMO

to represent general multi-omic clustering methods. SNF is widely used, and we recently

showed NEMO’s high performance [7]. We also included MOFA+ [8], a widely used multi-
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omic dimension reduction method. While MOFA was not developed specifically to cluster

samples, its low dimensional representation can be used to cluster samples. Each method clus-

tered the data into 10 groups. Note that MONET cannot get as input the number of modules,

so we instead shifted the edge weights of the omic graphs to encourage about 10 modules (see

details in the appendix). Fig 2A shows that MONET outperformed the other methods that

model omic disagreement, and was comparable to SNF and NEMO. When ignoring lonely

samples, MONET was slightly better than SNF and NEMO. Several modules found by

MONET covered only a subset of the omics, suggesting a different structure in different omics

(Fig E in S1 Appendix). Methods modeling omic disagreement were much slower than SNF,

NEMO and MONET, which required a few seconds or minutes (Fig 2B).

In order to test MONET’s scalability to thousands of samples, we also executed MONET on

all 2000 images in the dataset. MONET took almost six hours to run, compared to less than

ten minutes on 400 images. This was mainly due to increased runtime per iteration, but also

because more iterations were required for convergence (Fig G in S1 Appendix). The perfor-

mance was largely unchanged, with the ARI decreasing from 0.79 to 0.78.

Cancer datasets

We next executed the same eight methods on real cancer datasets from TCGA, each containing

three omics: mRNA expression, DNA methylation and miRNA expression. We used ten cancer

types: Acute Myeloid Leukemia (AML), Breast Invasive Carcinoma (BIC), Colon Adenocarci-

noma, Glioblastoma Multiforme (GBM), Kidney Renal Clear Cell Carcinoma (KRCCC), Liver

Hepatocellular Carcinoma, Lung Squamous Cell Carcinoma (LUSC), Skin Cutaneous Mela-

noma, Ovarian serous cystadenocarcinoma and Sarcoma. Dataset sizes ranged from 170 to 621

patients. Full details on the datasets are available in our recent benchmark [5]. We used differ-

ential survival between clusters as an assessment criterion for the quality of a clustering solution

(see Methods). MONET’s modules for all cancer datasets are available in S1 Supporting Data.

As we can see in Fig 2C, MONET and NEMO had the highest number of cancer types with

significantly different survival (at significance level 0.05), with 6 such types. MDI came next

with 5, and the other methods had 3–4. Remarkably, in our recent benchmark, eight other

multi-omic clustering methods, including the factorization-based methods iClusterBayes and

MultiNMF, achieved significance for at most five cancer types. NEMO and MONET were also

the best performers in terms of the number of subtypes with enriched clinical parameters (Fig

2D). The cancer types for which MONET and NEMO obtained a significant difference in sur-

vival were not identical. While both had different survival in AML, GBM, liver hepatocellular

carcinoma and Sarcoma, NEMO found differential survival in BIC and melanoma, and

MONET in KRCCC and ovarian cancer. Such a difference was also evident in the clinical

parameters: NEMO found an enrichment in melanoma, while MONET found in LUSC. These

results suggest that NEMO and MONET can be used complementarily. In terms of runtime,

SNF and NEMO required seconds per dataset, MONET and MOFA+ a few minutes, and the

remaining methods were an order of magnitude slower (Fig 2E).

The number of clusters chosen varied considerably among algorithms (Fig H in S1 Appen-

dix). SNF had a mean of 2.8, TWL 3.4, NEMO, MONET and BCC 4–5, MOFA+ 5.7, MDI 8.9

and Clusternomics 26.5. The high numbers of MDI and Clusternomics are possibly due to

attempting to model clustering in each individual omic. The log-rank p-value, number of

enriched clinical labels, running time and number of clusters for each method and dataset are

presented in Tables A-D in S1 Appendix.

MONET discovered modules that use different combinations of omics (Fig 2F). Most of

the modules were based on only a single omic, and for several cancer types all modules covered
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only one omic. For some cancer types, this omic was the same for all modules, signifying a

strong clustering structure in that omic. In none of the cancer types the solution contained

only modules that covered all omics. These results suggest that different omics may have dif-

ferent structures, and that MONET reveals such differences. MONET also reported several

(between 0 and 14) lonely samples per cancer (Fig I in S1 Appendix).

Since MONET is only guaranteed to converge to a local optimum, we experimented with

using different numbers of restarts. In addition to the above results, which used 15 restarts, we

also executed MONET with 1 and 50 restarts. For both 1 and 50 restarts, 6 cancer datasets

were significantly associated with survival. The number of datasets with enriched clinical labels

was 8 for one restart, and increased from 8 to 9 for 50 restarts, suggesting that MONET may

benefit from more iterations. However, the clustering results of different restarts were gener-

ally similar to one another (Fig J in S1 Appendix).

Additional analysis of the cancer results

We examined in more detail the clustering solution of MONET on the 287-patient ovarian

cancer dataset. MONET found four modules in this dataset, with sizes 22, 63, 77 and 115,

named M1-M4, and identified 10 samples as outliers (see Fig K in S1 Appendix for the feature

heatmaps). While SNF and MDI seek to integrate structure across all omics (Fig 3A), MONET

chooses the omics covered by each module. In its solution all modules cover the gene expres-

sion omic, and M1 also covers miRNA expression (Fig 3B). To assess the clinical relevance of

MONET’s modules, we examined the distribution of different clinical parameters across the

modules. The modules showed significant differential survival (p = 0.036, Fig 3C), with M2

showing significantly better survival than the others (p = 4e-3). The modules showed differen-

tial survival even after correcting for age at diagnosis and clinical stage (p = 2e-4 using a Cox

proportional hazards model). None of the other clustering algorithms found a solution with a

significant difference in survival (Fig 3D). The modules were not significantly dependent of

the clinical stage (0.056, chi-square test, 0.08 for Kruskal-Wallis), and they were enriched for

Fig 2. Performance results. A-B: Digits dataset. A: ARI of methods for multi-omic clustering. B: Run time. C-F: Results on ten TCGA cancer datasets. C: Number of

cancer subtypes for which each method found a clustering with statistically different survival. D: Number of cancer subtypes for which each method found a clustering

with an enrichment of a known clinical label. E: Run time. F: Number of MONET modules that cover each subset of omics.

https://doi.org/10.1371/journal.pcbi.1008182.g002
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venous invasion status (8e-4, chi-square test, Table E in S1 Appendix) and for age at initial

diagnosis (p = 7e-3 by Kruskal-Wallis, Fig L in S1 Appendix). No module was enriched for

any mutation from a list of known driver mutations reported in TCGA’s analysis of ovarian

cancer [11] (see Table F in S1 Appendix).

We next characterized each module in more detail using clinical parameters and GO

enrichment analysis (performed with Gorilla [28]) of differentially expressed genes with high

module expression (see Methods). M1 had younger patients (p = 0.02, Wilcoxon test). It was

the only module that included the miRNA omic. We found 21 miRNAs that were highly differ-

entially expressed in M1’s patients (Fig 3E, Table G in S1 Appendix), including mir-514,

which was far higher on samples in M1 compared to all other samples (Fig 3F). It was recently

reported to regulate proliferation and cisplatin chemoresistance in ovarian cancer [29]. M2

had significantly better survival, and its highly expressed genes were enriched for immune

response. M3 was characterized by older samples (p = 4e-3, Wilcoxon test) without venous

invasion (p = 2e-4, chi-square), and upregulation of genes involved in microtubule-based pro-

cess (e.g. TUBB2B, TUBB4A). Finally, samples in M4 were enriched for venous invasion

(p = 0.02, chi-square) and high expression of immune response and extracellular matrix orga-

nization related genes (e.g. MMP9 and multiple collagen subunits).

To understand the differences between M2 and M4, we found genes differentially expressed

between them. M4 had higher expression of genes related to cell adhesion (e.g. collagen sub-

units), extracellular matrix (ECM) organization, and regulation of developmental process (e.g.

WNT7A, WNT7B). Both the extracellular matrix and WNT signaling were previously reported

to regulate ovarian cancer progression [30,31], and may explain the difference in venous inva-

sion and survival between the modules. The high expression of ECM proteins may link M4

with the previously reported Mesenchymal subtype [11].

We also executed NEMO and MONET on each individual omic in the ovarian cancer data.

MONET found a significant separation in survival for each omic individually (p-value 0.04–

Fig 3. Analysis of ovarian cancer. A. t-sne [32] visualization of the solutions obtained by SNF, MDI and MONET on the data. Samples are colored by their assigned

module. In MONET’s panels, lonely samples are black. B. Omics covered by each MONET module. Columns are omics and rows are modules. C. Kaplan-Meier plot for

the different MONET modules. D. p-value of the log-rank test for the clustering solutions of different methods. E. Comparison of miRNA expression for samples in

MONET’s Module 1 (x axis) and other samples (y axis). Genes that are significantly highly expressed in Module 1 are colored in red. F. Distribution of mir-514

expression in samples in Module 1 (red) and in other samples (black).

https://doi.org/10.1371/journal.pcbi.1008182.g003
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0.05 in all omics), while NEMO did not find such separation for any. This shows MONET’s

effectiveness as a single-omic clustering approach (in this setting it is very similar to Matisse).

We observed that in several cases MONET used omics that were especially relevant for a

specific dataset. For example, MONET’s solution on GBM used only methylation in all mod-

ules. We executed spectral clustering and NEMO on each GBM omic separately and both algo-

rithms found a solution with significant difference in survival only for the methylation dataset

(p-value < 0.001 in both cases). Note however that MONET’s solution often uses multiple

omics (see Fig 2F for all cancer datasets and Figs M-N in S1 Appendix for the solutions on

BIC and Sarcoma).

One of the main advantages of Bayesian methods is that they associate a posterior probabil-

ity for each sample to belong to each cluster. MONET also provides a quantitative measure for

the association between a sample and a module: the sum of weights between the sample and all

the module’s samples across all omics covered by the module. A similar association score can

also be calculated for each omic separately (see Fig O in S1 Appendix for the scores for the

ovarian cancer dataset). These scores can assist in better understanding of the data, on top of

the binary module memberships. For example, Fig O in S1 Appendix shows that M1 has a

weak structure in both the omics it covers, while the three other modules differ greatly in gene

expression. The score also suggests that M3 samples have some similarity in methylation, as is

also suggested by Fig K in S1 Appendix, though this level of similarity is not sufficient for M3

to cover the methylation omic. These observations appear consistent with the t-SNE plot for

the data (Fig 3A).

Partial datasets

Often in multi-omic datasets, some samples have measurements for only a subset of the omics.

Such datasets are called partial. MONET can address such datasets by assigning edge weight 0

to samples in the omics that were not measured. We tested this ability using the Sarcoma data-

set, which had modules covering all omics, and using the digits dataset. In each dataset we ran-

domly removed samples from some omics (see Methods), applied MONET, and compared its

solution to the solution using all samples, and to the ground truth in case of the digits dataset.

The results are presented in Fig 4A and Fig 4B.

MONET’s output on the digits dataset was quite robust, with only a slight deterioration in

performance. The Sarcoma results were stable as well, but the stability highly varied between

the omics from which samples were removed. Samples removed from the gene expression

omic had lower ARI compared to samples removed from other omics, possibly indicating that

MONET’s solution is highly affected by that omic for that dataset. The ARI slightly differed for

samples in the digits dataset as well depending on the omic from which they were removed

(Fig P in S1 Appendix). These results suggest that MONET can be robustly applied to partial

datasets.

Classification

Given a clustering solution, MONET supports classification of new samples into modules (see

Methods). We tested MONET’s robustness and classification on the Sarcoma and digits data-

sets. For each dataset we performed an unsupervised version of 10-fold cross validation. We

define the stability of a fold as the ARI between MONET’s solution on all samples and MON-

ET’s solution for the current fold (which excludes 10% of the samples). We define the Rand
Index following classification (RFC) of a fold as the ARI between MONET’s solution on all sam-

ples and its solution on the fold following the classification of the 10% held out samples (see

Methods). For the digits dataset, we also compared the result of every fold to the ground truth,
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with and without the 10% of held out samples, and term them the pre-classification accuracy
(preCA) and post-classification accuracy (postCA). Note that we used here the Gaussian mix-

ture weighting scheme (which is described in the appendix), as in order to perform classifica-

tion MONET calculates the edge weights for the new samples.

The results are presented in Fig 4C and Fig 4D. In the runs on the digits dataset, both the

stability and RFC are high. 45 (11%) of the images were not classified to a module, as no mod-

ule with positive classification score was found for them. In the runs on the Sarcoma dataset

the results are only moderately stable, but the RFC is as high as the stability. This suggests that

the classification is accurate, and that decrease in performance stems largely from the different

clustering structure that is obtained from sampling the datasets. All samples were classified in

this dataset. Overall, these results show that MONET’s framework can be used to perform clas-

sification given new samples.

Fig 4. Performance of MONET on partial datasets and in classification. A. ARI on a partial version of the digits dataset compared to

its solution on the full dataset and to the ground truth. B. ARI on a partial version of the Sarcoma dataset compared to its solution on

all samples. Shown is the ARI for samples that were dropped from each one of the omics (three left boxplots), and for all the samples in

the dataset (rightmost boxplot). C. Performance in classification experiments on the digits dataset. See Methods for the assessment

criteria. D. Performance in classification experiments on the Sarcoma dataset. All boxplots are distributions over 10 random runs.

https://doi.org/10.1371/journal.pcbi.1008182.g004
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Other biological tasks: Gene and single cell clustering

We next tested MONET on additional biological tasks. We used MONET to cluster 1532

genes measured by both RNA-seq and microarrays of the BIC TCGA dataset that exhibited

high variance in both these omics. We used BIC because of its large sample size, and to demon-

strate MONET’s utility for in-depth analysis on an additional cancer type. MONET reported

five main gene modules (Fig 5A, Fig Q in S1 Appendix). We used Gorilla [28] to perform

enrichment analysis for these gene modules. Reassuringly, we found enrichment of biological

processes that vary across breast cancer patients in several modules, including "mitotic cell

cycle process", "immune system process", and "extracellular matrix organization". As expected,

all gene modules covered both omics.

Finally, we applied MONET to single-cell data. Argelaguet et al. recently developed scNMT,

a method that measured gene expression, DNA methylation and DNA accessibility at single

cell resolution, and applied it to mouse embryos at embryonic days 4.5–7.5 [33]. We applied

MONET to the gene expression and promoter methylation data of 619 single cells (Fig 5B and

5C). The modules obtained were highly enriched for specific cell types and embryonic days of

development (Tables H-J in S1 Appendix). Several modules, across different cell types and

stages of development, covered both omics, reflecting the widespread changes in expression

and methylation during the onset of gastrulation [34,35]. Other modules used only gene

expression, suggesting an overall stronger distinction between cell types at the expression level.

One module covered only DNA methylation. This module comprised cells from different cell

Fig 5. Using MONET to cluster genes and single cells. A. Gene clustering. t-sne visualization of MONET’s gene modules on the BIC dataset. Genes are colored by

MONET’s output. Lonely samples are colored in black. B-C. Single cell clustering based on gene expression and DNA methylation of promoters, using the scNMT

mouse embryonic development dataset. B. Like A, for MONET’s solution on the dataset. C. Module omics identified by MONET. Rows represent modules and

columns correspond to omics. Colored panels indicate that the module covers the omic.

https://doi.org/10.1371/journal.pcbi.1008182.g005
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types at E7.5, including cells from all germ layers, again highlighting that while the transcrip-

tional signatures of different cell types differ at that stage, the promoter methylation profile of

the different germ layers is still quite similar [33]. Overall, these results demonstrate that

MONET can be applied and lead to insights in diverse biological scenarios.

Discussion

We presented MONET, a novel multi-omic clustering algorithm. MONET can identify mod-

ules with structures present in some of the omics, without imposing these structures on other

omics. MONET can also identify samples that do not fit any detected module. State-of-the-art

methods that seek clusters across all omics often perform quite well, and structures that span

all omics have been observed in many studies. We view these approaches as complementary to

MONET, and suggest using both for multi-omic analysis. That is, data analysis can benefit

from using both MONET as well as other algorithms that seek a common structure, and each

of these approaches will reveal different aspects of the data.

It is challenging to interpret omics data and its clustering in the face of disagreement

between omics. From a data analysis point of view, as we noted before, one can use different

tools for the analysis. Methods that assume agreement between omics can be used, together

with different formulations for omic disagreement: omic-specific clusters, omic-specific devia-

tions from a global clustering solution, or clusters that apply in only a subset of the omics.

From a biological point of view, a different structure between omics can reveal insight on bio-

logical regulation and disease. For example, for biological regulation, it is interesting to dis-

cover gene modules that are co-expressed but are not highly correlated on the protein level. As

another example, in disease, the GBM G-CIMP subtype is associated with IDH mutations and

a characteristic methylation phenotype, while its expression profile does not define the subtype

as distinctly [36].

The edge weighting in MONET’s omic graphs can be done by schemes tailored to the omic

and data, allowing flexibility in the analysis. The weighting schemes used here to cluster

patients, genes, and single-cells show MONET’s ability in different biomedical domains. The

weighting scheme can also shift the balance between modules with single or multiple omics, or

place more emphasis on one particular omic.

Most multi-omic analysis methods assume that samples are present in all omics. This is

rarely the case in datasets available today, such as TCGA. It is also likely that partial datasets

will be prevalent in single-cell analysis, where measuring multiple omics from a cell is just

beginning and is experimentally challenging. MONET’s ability to analyze partial datasets will

make it valuable in this setting.

MONET has several limitations. Using different weighting schemes allows flexibility, but it

can be challenging to choose one that balances finding omic-specific signals and signals rein-

forced by different omics. The optimization problem MONET solves is NP-hard, so the algo-

rithm is heuristic. Adding new actions to MONET’s heavy subgraph algorithm can improve its

output. While MONET is faster than methods modeling disagreement between omics and can

easily be run on today’s datasets, which contain hundreds of samples, it is currently not scal-

able to more than a few thousand samples. Future work can improve MONET’s runtime, for

example by removing edges in the omic graphs, or by discretizing the edge weights, which

allows a more efficient implementation of Charikar’s algorithm. The potential of MONET for

classification warrants further validation in the cancer context. Finally, as MONET does not

model the features in the dataset, understanding the molecular differences between modules

requires additional analysis.
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Code availability

Code for MONET and for reproducing all results in this paper is in Github: https://github.

com/Shamir-Lab/MONET.

Supporting information

S1 Appendix. Additional implementation details, and supporting figures and tables.

(DOCX)

S1 Supporting data MONET’s clustering results on the TCGA and scNMT datasets.

(ZIP)
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ABSTRACT 20 

Embryonic development involves massive proliferation and differentiation of cell lineages. This 

must be supported by chromosome replication and epigenetic reprogramming, but how 

proliferation and cell fate acquisition are balanced in this process is not well understood. Here 

we use single cell Hi-C to map chromosomal conformations in post-gastrulation mouse 

embryo cells and study their distributions and correlations with matching embryonic 25 

transcriptional atlases. We find that embryonic chromosomes show a remarkably strong cell 

cycle signature. Despite that, replication timing, chromosome compartment structure, 

topological associated domains (TADs) and promoter-enhancer contacts are shown to be 

variable between distinct epigenetic states. About 10% of the nuclei are identified as primitive 

erythrocytes, showing exceptionally compact and organized compartment structure. The 30 

remaining cells are broadly associated with ectoderm and mesoderm identities, showing only 

mild differentiation of TADs and compartment structures, but more specific localized contacts 

in hundreds of ectoderm and mesoderm promoter-enhancer pairs. The data suggest that while 

fully committed embryonic lineages can rapidly acquire specific chromosomal conformations, 

most embryonic cells are showing plastic signatures driven by complex and intermixed 35 

enhancer landscapes. 
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INTRODUCTION 

The organization of mammalian chromosomes1 must accommodate physical nuclear 

packaging constraints alongside three major sources of dynamics – transcription2, replication3 40 

and differentiation4–6. Recent advances in microscopy7, and different conformation capture 

technologies8 have provided improved understanding of the way chromosomes fold in 

general, leading to models for organization at multiple scales; from chromosomal territories 

and interchromosomal spaces9, through active and inactive (also known as A and B) intra-

chromosomal compartments, and cohesin/CTCF mediated loop structures10. These models 45 

explain observations on the distribution of chromosomal contacts and domain insulation that 

give rise to topological associated domains (TADs)11–14. Moreover, parallel advances in 

mapping the dynamics of genome replication show a high degree of linkage between 

chromosomal compartments, TADs, and genome replication time control15,16, highlighting 

genome replication as a key driver of the linkage between chromosomal structures and cellular 50 

proliferation. Quantification of the mitosis and replication cycle in chromosomes using 

synchronized cells17,18 and single cell Hi-C19,20 was used to combine the effects of mitotic 

compaction and genome replication into one model describing the effect of cellular 

proliferation on chromosomal structure. Overall, current data indicate that chromosomes are 

continuously being remodeled in all phases of the cell cycle - during exit from the mitotic state 55 

(M-G1 phase), while replicating (S-phase), and when re-entering the mitotic state (G2-M 

phase). 

 

A cycling dynamics of chromosome structure is therefore unavoidable for proliferating cell 

populations. This dynamics can be challenging if cells should combine proliferation with the 60 

acquisition of stable transcriptional and epigenetic identities.  A classical model for a process 

that must balance remarkable proliferation with rapid differentiation is embryonic development. 

Recent advances in single cell RNA-seq have provided unbiased and detailed maps of the 

earliest stages of transcriptional sorting during embryo gastrulation21. These data confirmed 

and refined the classical observations on the emergence of an epiblast cell population and its 65 

rapid diversification into the three germ-layers by embryonic day 7.5. It also showed that 

diversification within the germ-layer is rapid and almost immediate, including early expansion 

of embryonic blood and several distinct mesodermal lineages, the differentiation of basic 

ectodermal neuronal progenitors, and the emergence of endodermal precursors from  

primitive precursors and convergent extra-embryonic endoderm lineages22. Since these 70 

dramatic transcriptional events are occurring while cells are dividing at maximal rates (at least 

every 8 hours on average), the chromosomal structure underlying them must simultaneously 

support replication and cell-fate acquisition. But it is currently not understood if and when 



chromosome conformation/structure in embryonic lineages differentiates and stabilizes. It is 

unclear if cell-type specific chromosomal structures that were observed in-vitro23,24 or in 75 

mature tissues25,26 emerge before cells establish transcriptional identities, during (and in direct 

correlation with) transcriptional sorting, or only several cell cycles after cells commit to their 

fate transcriptionally.  

 

Here we use single cell Hi-C to explore the chromosomal organization of post-gastrulation 80 

embryonic cells. We developed algorithms that combine analysis of replication time traces 

with contact distributions to enable de-novo clustering of single cells in the embryo while 

minimizing bias by cell cycle signatures. This leads to two main observations on the timing 

and structure of the initial cell type specific chromosomal structures in the embryo. First, we 

discover that a highly distinct chromosomal conformation is characterizing primitive 85 

erythrocytes, showing that in principle, conformation can be specified and stabilized rapidly in 

differentiated cell types in the embryo. In contrast to this effect, most of the embryo nuclei 

show much milder conformational heterogeneity that is associated primarily with broad 

clustering into mesoderm and ectoderm architectures. We show that the overall conformations 

of single cell Hi-C clusters representing the mesoderm and ectoderm layers are remarkably 90 

similar at the level of compartments and TADs. Nevertheless, we show that promoter-

enhancer contacts that link ecto- or mesoderm specific promoter activity with specific 

enhancer markup are enriched for differential long-range contacts. Further analysis suggests 

that enhancers that are specific to diverse gastrulation lineages are interleaved within one 

group of TADs, while enhancers that are more accessible in the pluripotent epiblast state are 95 

demarcated from these genomic domains in a second group of TADs. Together the data 

suggest that while committed embryonic lineages may acquire specific chromosomal 

conformations rapidly, the majority of the embryonic lineages in gastrulation share a common 

and possibly more plastic chromosomal structure. 

 100 

RESULTS 

 

Cell cycle signatures dominate embryonic chromosome conformations 

We applied single-cell Hi-C to assay chromosomal conformation in three E9.5 C57BL/6J 

mouse embryos. We processed 3456 embryonic cells, out of which 87.15% passed quality 105 

control (QC) (Supplementary Fig 1A-J). We sequenced at a depth that allowed recovery of 

a median of 91K contacts per nucleus, with an overall low rate of trans-chromosomal contacts 

(median 7.85%), demonstrating high library quality (Fig 1A). Across all cells, we captured 

310M contacts, with 8% trans-chromosomal contacts. We initially phased nuclei along the cell 

cycle using our previously reported strategy19, observing high degree of similarity between the 110 



parameters of the cell cycle model originally inferred for mouse embryonic stem cells (mESCs) 

and the embryonic cells. For example, we observed that 6.2% of the nuclei are enriched (20% 

or more) for contacts in genomic distances ranging between 2-12 Mb (Fig 1B), defining a 

canonical mitotic cycle as previously observed for mESCs. Ordering embryo nuclei based on 

their distribution of contact distances as in Nagano et al.19 (Supplementary Fig 1K) 115 

recapitulated the cell cycle dynamics involving transition between a G1 conformation 

landscape defined by long range (>12Mb) contacts and the S-phase regime involving gradual 

increase in short range (<2Mb) contacts. To allow robust comparison of the replication time 

trends between ESC and Embryos we identified genomic regions that are constitutively 

replicating early or late in S-phase according to both datasets (defined as “strict early” and 120 

“strict late”, Methods, Supplementary Fig 2A-B). Analysis of the ratio between Hi-C coverage 

in these genomic regions in embryo cells showed partial consistency with the trend observed 

in ESC, where we observed increase in the ratio through mid-S phase and decrease toward 

G2 (Fig 1C). Interestingly, in the embryo this trend was perturbed by a population of nuclei 

with high early/late coverage ratios and atypically low fraction of short-range contacts in cells 125 

that were initially annotated as G1. These data reinforced our earlier observations on the 

dominance of cell cycle signatures in scHi-C, but also suggested the canonical signature may 

be shadowing additional conformational heterogeneity within the embryonic nuclei pool. 

 

Clustering scHi-C profiles using S-phase cluster seeding and RNA atlas projection. 130 

To enable de-novo clustering of scHi-C profiles with reduced cell-cycle bias, we developed a 

two-stage approach (denoted S-phase cluster seeding). We seeded scHi-C clusters using 

analysis of replication time trends in mid-S phase cells and expanded these seeds to clusters 

using A-compartment association scores (A-scores, Methods). We applied this approach to a 

combined data set of ESC and embryo cells (Supplementary Fig 2C-H), deriving a model 135 

defined by three main clusters, one involving a distinct group of embryo nuclei with non-

canonical cell cycle phasing (C3, Supplementary Fig 2I), and the other two representing 

clustering of the remaining embryo (C2) and ES (C1) nuclei. As expected, M-phase nuclei 

were poorly separated into clusters, but otherwise G1-S cell cycle variation was captured as 

intra-cluster structure (Fig 1D).  140 

 

To annotate nuclei clusters and explore their underlying gene regulatory programs, we 

acquired and sequenced single cell RNA from two E9.0 embryos and from ESCs using MARS-

seq and created a map of transcriptional states using Metacell27 (Supplementary Fig 3A-B). 

We identified differentially expressed genes and genomic bins encompassing them for each 145 

expression metacell and projected scHi-C clusters on the transcriptional maps by calculating 

relative A-scores on these genomic bins. Remarkably, this strategy associated unambiguously 



C3 conformations with primitive erythrocyte (pEry) expression (Supplementary Fig 3C), but 

showed that the remaining transcriptional landscape in the embryo could not be matched by 

strong conformation clusters within C2. This was further confirmed by re-analysis of a 150 

reference gastrulation scRNA-seq atlas (E6.5-8.25, Supplementary Fig 3D-E). Overall, 

despite the rich transcriptional embryonic space, C2 nuclei were reflecting variation that was 

approximately similar in extent to the transcriptionally homogeneous ESC states represented 

in the C1 cluster and only primitive erythrocytes stood out as a distinct conformation cluster. 

 155 

Differential contacts in pluripotent and embryonic nuclei 

Many genomic bins showed average transcriptional change in non-pEry embryo cells 

compared to ESCs (806 and 1289 bins with over 4-fold decrease and increase respectively, 

Fig 1E). Global comparison of A-scores in the ESC (C1) and embryo (C2) clusters (Fig 1F) 

showed however conservation of the A/B compartment structure, with 85% of the genomic 160 

bins showing less than 0.1 change in A-score, and only 0.2% showing over 0.3 change. 

Analysis of A-score in loci stratified according to expression levels (Fig 1G, excluding bins 

with differential expression) suggested a clear distinction between A-linked expressed and B-

linked non-expressed loci. Further analysis also indicated that bins containing genes over 

expressed in the ESC or embryo will have a higher A-score in that sample (Fig 1H, KS D=0.4, 165 

p<<0.01). This association was observed based on relatively small changes in A-score and 

despite the lack of loci showing major A-B compartment switches. We next compared embryo 

and ESC estimated replication time per genomic bin (defined as the early-score, methods). 

This suggested a similar trend of expression linkage (Fig 1I-K, KS=0.36, p<<0.01). Together 

these data show that despite the mild magnitude of compartment and replication-time 170 

remodeling in embryos compared to ESCs, it still reflects transcriptional regulation in these 

cells.  

 

We next searched for localized differential chromatin contacts in ESCs and embryo cells by 

pooling contacts from single cell clusters and performing Shaman28,29 normalization and 175 

enrichment analysis. Using a threshold of differential enrichment score of 50, we identified 

3267 pairs of loci losing contacts and 1914 pairs of loci gaining contacts in embryos compared 

to ESCs, suggesting many cases of local conformation remodeling. We observed that 

genomic bins with higher A score in ESCs are involved in significantly more differential 

contacts than loci with constitutively high A-score or loci gaining A-score in the embryo 180 

(Supplementary Fig 4A, two-sided Kolmogorov–Smirnov test). A screen for differential 

contacts at ESC-regulated TSSs highlighted cases of conformation changes with potential 

regulatory impact (Supplementary Data 1). For example, we observed specific contacts and 

insulation structure isolating the pluripotency genes Rex1/Zfp42, Tet2 and Dppa2/4 from 



surrounding B-compartment associated regions in ESC nuclei (Fig 1L, see Supplementary 185 

Fig 4B for conformation changes in loci conserving their A-association). These data 

suggested that specific contacts, with possible linkage to gene regulation and in particular to 

the repression of the pluripotency program, are observed in embryonic nuclei. This is occurring 

even when global structural features such as compartment, replication and insulation 

(Supplementary Fig 4C) are changing only mildly. 190 

 

Primitive Erythrocyte chromosomes show compact and highly organized folding. 

In contrast to the weak separation of scHi-C clusters C1 and C2, the pEry cluster C3 was 

defined by a well separated group of 264 single cells (reclassified using total A-scores per cell, 

Supplementary Fig 4D). This separation was supported by a large number of genomic bins 195 

with modified A-score in pEry compared to other embryo cells (Fig 2A, 4.8% with A-score 

delta > 0.3). We estimated mean expression in pEry and non-pEry E9 embryo metacells (Fig 

2B) and noted that in pEry, genomic bins bearing expressed genes at any level show 

remarkable alignment to the A-compartment (Fig 2C). Estimation of single cell early/late 

coverage ratios (Fig 2D), showed that cells classified as pEry are enriched in S-phase, but 200 

are also represented in other phases. Genome replication landscapes (quantified by early-

scores) were more conserved than A-scores (Fig 2E), but genomic bins containing expressed 

genes showed earlier replication, in concordance with their increased A-score (Fig 2F). 

Beyond its unique compartment structure, the pEry single cell cluster was also characterized 

by uniformly high fractions (30-60%) of contacts over > 2Mb (Fig 2G). The data also showed 205 

high variance for pEry long range contact distances, with no distance bin representing over 

6% of the contacts (Fig 2H). This property distinguishes the long-range contacts in pEry maps 

from those observed in embryonic or ESC G1 cells during exit from mitosis. Despite the higher 

rate of long range intra-chromosomal contacts, pEry nuclei show low rates of trans-

chromosomal contacts (Fig 2I). Together these observations indicate pEry chromosomes form 210 

compact and highly organized territory structures, with A/B compartments that are strongly 

demarcated and reflective of transcriptional activity patterns. 

 

pEry funnel-like A-compartment structures are anchored at TSSs and cryptic loci 

To understand further the sharp increase in pEry A-compartment association specificity, we 215 

identified 357 loci with the highest increase in pEry specific A-scores. Clustering of A-scores 

profiles over 400kb around such pEry A-specific loci showed that about 50% of the sites (Fig 

2J, clusters A1-A3) involved sharp A-linked pEry hotspots that reside in the B compartment in 

non-pEry embryo cells. The remaining sites typically represented increase in A-score for a 

larger domain bounded by the identified pEry A-linked peak (clusters A4-A8). Projection of 220 

differential TSS expression on the clustered genomic interval confirmed that the majority 



(92%) of pEry A-peaks were associated with an expressed TSS (Fig 2K). Interestingly it also 

suggested many hotspots of A-association could not be explained by any known localized 

transcriptional driver. We then computed the mean pEry and non-pEry contact enrichment 

patterns for the loci clusters (Fig 2L). In pErys, this revealed an unexpected trend involving a 225 

funnel-like structure representing aligned contacts around the focal A-compartment contact 

hotspot. Contact enrichment maps around the same loci in non-pEry nuclei showed these 

sites are located within embryo insulators and between two loop structures (Fig 2L - right). 

We visualized individual loci showing major funnel-like conformational remodeling around key 

genes (Fig 2M) and multi-peak loci (Supplementary Fig 4E), but also in hotspots that 230 

represented uncharacterized regulatory effects (Fig 2M, bottom). This suggested that strong 

A-compartment alignment in pEry is not driven solely by transcription, and must therefore also 

involve some other trans-acting factors (e.g., we observed enrichment for erythrocyte TF 

binding, Supplementary Fig 4F-G). For control, we clustered profiles of 272 loci with top non-

pEry A-score increase, indicating lack of similar funnel-like effects in the embryo conformation 235 

cluster (Supplementary Fig 4H). To validate that the highly specific conformations in C3 

nuclei are indeed representing primitive erythrocytes in a non-biased fashion, we sorted 

directly 118 primitive erythrocytes cells from E10.5 embryos and generated new single cell Hi-

C profiles from them (Supplementary Fig 5A-D). The data confirmed that sorted pEry cells 

represent the same sharp A/B compartment structure as the one characterized in non-sorted 240 

cells and reconfirmed the presence of remarkable funnel-like structures in these cells 

(Supplementary Fig 5E-F). Of note, Guo et al. recently reported a similar funnel structure in 

thymocytes and B cells, which they termed “chromatin jets”, suggesting its prevalence in 

hematopoietic cells30.  

 245 

Refined embryo clustering by model-based analysis of replication dynamics 

Since embryo transcriptional states are highly heterogeneous at E9, we made several 

attempts to enhance resolution within cluster C2, searching for conformation variation that can 

be linked with differentiating cell types on the background of massive proliferation signatures. 

Direct clustering of single cell coverage profiles in S-phase cells and UMAP visualization of 250 

these cells (Fig 3A) suggested cell-to-cell variation may be present in the data, but showed 

that it is superimposed over strong cell-cycle gradients, even when restricting analysis to 

replicating cells alone. We therefore developed a sensitive algorithm that considers both the 

replication cycle and the potential cell-type structure explicitly and quantitatively 

(Supplementary Fig 6A-B). The algorithm infers a probabilistic mixture model in which each 255 

cell is associated with a cluster and a latent replication timing variable defined as the s-score. 

Each cluster specifies the replication timing of each genomic bin, such that once a cell’s s-

score is inferred, the algorithm can compare its observed bins read coverage to the values 



predicted by a linear replication process that is timed in a bin-specific way (Methods). The 

algorithm tries to fit the observed data by clustering cells de-novo while simultaneously 260 

inferring their s-scores and the cluster-specific replication timing parameters. We used cross-

validation to tune model parameters and verify the algorithm robustness (Supplementary Fig 

6C-I). This resulted in good matching of observed and modeled replication regimes 

(Supplementary Fig 6J) for a model including 3 clusters denoted C2.1, C2.2 and C2.3. 

Importantly, the model's inferred s-scores facilitate normalization of the coverage statistics for 265 

each cell. UMAP projection of such normalized profiles show a clear, cell-cycle independent 

cluster structure (Fig 3B). Analysis of the observed cluster structure suggested C2.1 and C2.3 

are distributed homogeneously along the replication cycle (Fig 3C). Cluster C2.2 showed 

skewed distribution enriched for late-S profiles and additional analysis indicated cells within 

the cluster are of lower coverage and potentially lower quality (Supplementary Fig 7A). We 270 

note that we could not derive robust results using alternative methods for clustering scHi-C 

data, which are based on differential compartment structure and are lacking explicit cell cycle 

modelling31,32 (Supplementary Fig 7B-C). 

 

Ectoderm and mesoderm/endoderm scHi-C clusters 275 

We estimated replication time per genomic bin (early-score) in the C2.1-3 clusters to facilitate 

their further annotation. These estimations were consistent for C2.1 and C2.3 (Fig 3D), but 

showed C2.2 cells are skewed to high and low coverage values (as expected by their bias to 

mid to late-S phase, Fig 3E). We identified groups of genomic bins with C2.1 or C2.3-specific 

early replication, showing that pooling coverage on these groups provided replication-time 280 

dependent separation of the clusters (Fig 3F). Moreover, mean A-score over the same 

genomic bin groups showed matching separation of single cells (i.e. early replicating loci in 

C2.1 were also more A-associated in C2.1 and conversely for C2.3, Fig 3G). This allowed 

expansion of our clustering to additional S phase cells (Fig 3H). A similar approach was not 

applicable to G1 cells (Supplementary Fig 7D). Overall this strategy yielded a total of 431 285 

C2.1 cells and 504 C2.3 cells for further analysis. We searched for cluster-specific replication 

time in groups of loci representing correlated gene modules inferred from scRNA-seq data 

(Fig 3I-K, Supplementary Fig 7E-G). This unambiguously associated cells in cluster C2.1 

with ectoderm gene expression programs and cells in C2.3 with mesoderm or endoderm 

programs. Cells in C2.2 were not associated with any gene expression program. The 290 

annotation of clusters C2.1 and C2.3 was supported by comparing their compartments to data 

from Neural progenitor cells and hematopoietic cells from E14.5 embryos (Supplementary 

Fig 7H-J)24,33.  

 

Lineage-specific scHi-C conformation differences are weak 295 



To test the potential for detecting additional cell type structure given the limited breadth and 

depth of our scHI-C sample, we performed simulations with downsampled data. These 

experiments show that the data and algorithms are sufficiently sensitive to allow detection of 

clusters similar to C2.1 and C2.3 even when these involved as little as 50-75 cells (~5-10% of 

the modeled cells, Supplementary Fig 8A-B). This suggests that other possible chromosomal 300 

differences between cell types are weaker, or are present in scarcer cell populations. Further 

analysis suggested that even for the mesoderm and ectoderm clusters, contact landscapes 

could be remarkably similar, even around loci that support dramatic transcriptional regulation 

(e.g., Igf2 or Crabp2, Fig 3L). Quantitatively, only 1% of the genome (divided into 40kb bins) 

show A-score different of 0.2 or more between the clusters, compared to 3.6% in a comparison 305 

of the E14.5 NPC and HSC maps (Supplementary Fig 8C). 

 

Consistent with their overall similarity in conformation landscapes, further dissection of the 

mesoderm or ectoderm into cell types using our mixture model approach (Supplementary 

Fig 8D-E) was deriving only cell-cycle dependent refinements of the C2.1 and C2.3 clusters. 310 

To improve on this, we used inferred replication time parameters to normalize coverage 

profiles per cell in each cluster (Supplementary Fig 9A-B). Hierarchical clustering of the 

resulted data did identify an intra-mesoderm lineage structure, including a small cluster 

strongly matching the endothelial transcriptional state (Supplementary Fig 9C-D). It can 

therefore be hypothesized that replication time and compartment structure of refined 315 

embryonic lineages may be detected using sensitive algorithms and deeper single cell 

sampling. But the data strongly suggest that the magnitude of conformational changes 

between such refined lineages will remain small, in particular compared to the highly distinct 

pEry state we described above. 

 320 

Three-way identification of regulated long-range interactions 

Pooling contacts in ectoderm and mesoderm scHi-C clusters provided us with a strategy for 

identifying germ-layer specific chromatin interactions. We first identified 256 and 236 loci with 

higher ectoderm or mesoderm/endoderm A-score respectively. Annotation of these sites 

(Supplementary Data 2) revealed several important regulatory genes, for example the 325 

mesoderm TF Twist1, and the epiblast/ectoderm TF Sox2 (Fig 4A-B). Comparative analysis 

of contact maps in these loci showed again a very high degree of consistency between the 

global conformation of the two clusters. Nevertheless, we could identify refined alteration in 

contact distributions of the promoter of Twist1 with a putative regulatory element (shown by 

virtual 4C, Fig 4B). To generalize this observation, we used published histone modification 330 

maps from ectoderm (hind-, mid- and forebrain) and mesoderm (heart, limb) tissues, and 

identified cell type specific putative enhancers (Methods, Supplementary Fig 10A-B). We 



also screened for identified genes with germ-layer specific expression, and combined them 

with the epigenomic maps by mapping each enhancer to its closest promoter. Proximal pairs 

of enhancers and promoters with matching ecto- or mesoendo- specific activity could then be 335 

defined (Fig 4C). To complete a three-way integrative screen on putatively interacting pairs, 

we next computed the contact enrichment in the C2.1 and C2.3 contact maps for each of the 

matching promoter-enhancer pairs. We observed significant contact enrichment in the 

ectoderm scHi-C cluster for ectoderm specific promoter-enhancer pairs, and mesoderm 

contact enrichment in the mesoderm pairs (Fig 4D). We also implemented a direct statistical 340 

test for contact frequency around putative ectoderm and mesoderm hotspots (Supplementary 

Fig 10C-D), which supported a similar observation. We note that the two methods differ in 

their normalization strategy and power, and their identified hits are only partly overlapping. 

When using Shaman comparison, we detected 173 and 338 promoter-enhancer pairing with 

3-way support for ecto- and mesoderm regulatory activity respectively (Supplementary Data 345 

3), including many examples linked with key regulators of cell type specific transcriptional 

programs (See examples in Fig 4E). These putative interactions should be interpreted 

carefully. First, while we believe comparisons using Shaman scores are more sensitive, these 

cannot be fully controlled statistically. Second, we note that only 1.5% of the highest intensity 

(Shaman score difference > 40) differential ectoderm-mesoderm contacts were annotated 350 

within one of our enhancer-promoter pairs, illustrating that the complex conformational 

landscape in these clusters involves many uncharacterized contacts despite showing only 

weak compartment and TAD differences. 

 

Polycomb markup and ectoderm specific long-range contacts in the Tbx3-5 locus  355 

Our 3-way analysis of regulated promoter-enhancer pairs suggested contact enrichment is 

positively linked with lineage-specific gene activation in most cases. It is however possible 

that contact enrichment will be associated with gene repression, as postulated previously for 

polycomb domains34–36. We therefore screened for ectoderm/mesoderm differential 

H3K27me3 loci (using hind-, mid- and forebrain / heart and limb) with proximal anti-correlated 360 

promoter expression pattern (Supplementary Fig 10E-G). This screen yielded several 

candidate locus pairs showing high H3K27me3 occupancy in correlation with proximal gene 

repression and low contact intensity (Supplementary Data 4), where most of these cases 

were of lower specificity than the positive interactions observed for activated genes. A 

reciprocal effect was detected in the Tbx3-Tbx5 locus, where polycomb marks and gene 365 

repression were associated with increased rather than decreased contact intensity. This locus 

codes for two transcription factors with sophisticated transcriptional control, where Tbx3 is 

expressed in the epiblast and most mesodermal tissues, and Tbx5 is specific to pharyngeal 

mesoderm and cardiomyocytes (Supplementary Fig 10H). In the mesoderm cluster, 



consistently with previous reports37, we observed two TAD structures (contacts over L1 and 370 

L2, Fig 4F, Supplementary Fig 10I) physically separating the two TFs. In the ectoderm, 

however, the near-complete repression of both genes is correlated with the emergence of a 

new Tbx3-Tbx5 contact (L3), and severe attenuation of the L1 contact. The internal structure 

at Tbx5 (L2.1) is unperturbed. While we have not observed other repressive chromatin 

structures of similar intensity, this example suggests that de-novo establishment of chromatin 375 

interactions may be facilitated in the context of either the polycomb or some other 

uncharacterized repressive machinery. 

 

Gastrulation cell-type specific accessibility hotspots are intertwined within TADs 

We reasoned that the linkage between extensive transcriptional diversification in gastrulation 380 

and the rather rudimentary observed chromosomal conformation diversity must involve the 

chromosomal and genomic distribution of active regulatory elements and promoters. Using 

single-cell ATAC/RNA-seq multiomics data38, we derived clusters of cell type specific 

chromosome accessibility peaks with specific distributions over the key gastrulating cell types 

(Fig 5A, Supplementary Fig 10J). We then tested the A-score distribution of the loci in each 385 

cluster of peaks. Comparing ESC and embryo A-scores (Fig 5B) we discovered stronger A-

linkage in ESC for cluster 27, 37 and 38, which are enriched for accessibility in extraembryonic 

tissues and early gastrulation state (e.g. Epiblast).  Comparing embryo and pEry A-scores 

(Fig 5C) showed strong pEry A-linkage in clusters 8, 9 and 5, which represent erythrocyte or 

combined hematoendothelial peak specificity. Importantly, the extent of A-association 390 

differential for pEry clusters was significantly higher than that observed between ESCs and 

embryo cells. Comparison of mesoderm and ectoderm A-scores (Fig 5D) showed several 

clusters with compatible A-score and accessibility preferences including clusters 69, 75 and 

76 for the ectoderm, and clusters 95, 98, 99 and 117 for the mesoderm. This analysis also 

highlighted more complex combinatorics such as the one observed for cluster 73 (accessible 395 

in both ectoderm and endoderm). 

 

The compartment association analysis of the ATAC peak clusters confirmed that we can 

observe strikingly cell-type specific accessibility hotspots in loci with very mild compartment 

association differences. Since chromosomal organization is observed at scales of at least 10s 400 

of kilobases and TADs are typically organizing hundreds of kilobases into looped units, we 

reasoned that this effect could be explained if accessible hotspots with differential cell type 

activity were intertwined within large chromosomal units rather than demarcated into cell type 

specific domains. To test this idea, we computed log enrichment ratios for genomic proximity 

between clustered ATAC peaks. These values are positive if ATAC peaks from one cluster 405 

are more likely than expected by chance to be localized within 200kb of peaks from another 



cluster in the same TAD. Negative values represent under-representation of pairs from the 

same cluster at <200kb distance and within the same TAD. As shown in Fig 5E, this analysis 

showed that peaks clusters with activity in embryonic cell types but not extra-embryonic types 

(P2), or peaks clusters with strong embryonic cell type specific accessibility (P3) are overall 410 

demarcated from constitutively accessible sites (P1) or loci that are active specifically in the 

extra embryonic or early embryonic states (P4). While there are additional proximity 

relationships within the embryonic peak clusters, the primary organizational principle seems 

to package the thousands of regulatory elements driving gastrulation in relative proximity, 

while isolating them from pluripotency or constitutive regulatory elements.  415 

 

DISCUSSION 

In order to characterize how chromosome conformations are reorganized immediately 

following gastrulation, we generated single cell Hi-C maps from more than 3000 mouse E9.5 

embryo cells. We modeled the derived maps along two major axes: first, we aimed to account 420 

for the conformation changes occurring during the replication and mitotic cycle; second, we 

searched for clusters of conformations that can be associated with the rich transcriptional 

landscape in the embryo at this stage. Separating these two simultaneous dynamics in the 

embryo (or other tissues) remains a major analytical challenge. Identification of cell types in 

cells approaching mitosis or exiting it is not realistic at this stage. But new algorithms we 425 

introduce here can use robust changes in genome replication time to cluster mid S-phase cells 

and then derive contact matrix-based (in particular differential A-compartment association) 

signatures from S-phase clusters. Based on these signatures, cells from nearly all parts of the 

cell cycle can be classified into balanced models of cell types. Once a cluster structure is 

inferred, we can pool contacts from single cells into conformation maps and explore cluster-430 

specific differential compartments, long-range contacts and putative promoter-enhancer 

interactions at high resolution. 

 

Our analysis of Hi-C maps in mouse post-gastrulation highlights several aspects of the 

relationship between chromosome conformation and embryonic differentiation. First, while the 435 

genome organization of ES cells compared to the embryo reflects changes in regulation of 

key pluripotency genes, the organization within the embryo is largely homogeneous. This 

suggests that differences in chromosomal conformation between ES cells and E9.5 cells are 

greater than those between different cell types immediately after gastrulation and at the onset 

of organogenesis. The exceptions to this homogeneity within the embryo are the distinctively 440 

folded primitive erythrocytes. Erythrocytes are unexpected positive controls for the ability to 

precisely detect a cell type specific conformation when it exists. The unique, compact and 

highly organized structure of pEry chromosomes cannot be explained by gene expression 



alone. In contrast to other differentiating embryonic tissues that continuously respond to 

signals from neighboring cells and tissue contexts, erythrocytes are fully committed to their 445 

functional fate, which may explain their highly distinct (and potentially less plastic) 

conformation. It is unclear if the erythrocyte chromosome condensation and enucleation 

program39 is related to the conformation we observe at E9.5, since definitive erythrocytes only 

appear several days after. Similar effect could be expected in other terminally differentiated 

cell types, such as cardiomyocytes or endothelium. But our analysis could not detect a 450 

cardiomyocyte conformation cluster, and the small cluster that we linked with endothelial 

programs could not be associated with a highly distinctive conformation, but was clustered as 

part of the mesoderm state. It is possible that the reason for this is that these cell states are 

differentiating much later than pEry cells. 

  455 

Within the embryo-proper we detected two clusters that match broad ectoderm and 

mesoderm/endoderm genome regulatory programs. The considerable transcriptional diversity 

within the mesoderm (and to a lesser extent the ectoderm and endoderm at E9) at this stage 

was correlated very weakly with conformation sub-clusters within these two clusters. Our 

current scHi-C data is limited in its depth and number of cells, in particular compared to 460 

scRNA-seq or scATAC modern datasets and our analysis suggests that sampling more 

embryonic cells may lead to characterization of additional statistically significant conformation 

clusters. But subsampling and in-depth analysis show that such potential additional 

conformation clusters are unlikely to represent high intensity differential conformation features 

(as those we detected for pEry cells). The differences between the clusters in terms of 465 

replication time regime and compartment structure were small and we had to use sensitive 

algorithms to deconvolve them from the more apparent cell cycle signature. Interestingly, on 

the background of such homogeneous conformation landscape we detected hundreds of 

lineage specific promoter-enhancer contacts that showed matching expression and epigenetic 

markup in the respective tissues. This argues for an important role for localized embryonic 470 

contacts within an initially homogeneous TAD and compartment structure in the embryo. 

However, the epigenetic stability of such local contacts and the existence of factors regulating 

them (in addition to the known TFs binding the relevant enhancers) are still unclear. 

Furthermore, only a small fraction of differential contacts could be explained by enhancer-

promoter interactions. It also remains to be seen how specific localized contacts and their 475 

higher order structures29,40,41 contribute to later emergence of broader contact structures, as 

previously observed in the brain and other tissues. Conversely, since we showed in the case 

of erythrocytes that chromosomes can in principle be reprogrammed quickly, it will be 

interesting to understand how conformation in the embryo remains relatively homogeneous 

despite the activity of specific gene regulatory program, which epigenetic factors may facilitate 480 



the maintenance of such flexible conformation and whether this is linked with the retained 

developmental plasticity of most embryonic cells at this stage. 

 

  



METHODS 485 

 

1. Experimental methods 

Cell extraction, fixation and permeabilization 

Pregnant C57BL/6 mice were sacrificed at day 9.5 post-coitum and three embryos 

were dissected under a microscope, in accordance with the Babraham Institute Animal 490 

Welfare and Ethical Review Body. The yolk sack was mechanically removed from 

each embryo, leaving the embryo proper only, and the embryos’ morphology was 

validated to match that of a wildtype E9.5 embryo. To create single-cells suspension, 

each embryo was moved to a 1.5ml tube containing 200µl of trypsin-EDTA (0.05% 

trypsin, 0.02% EDTA) and incubated at 37ºC for 5 minutes. 800µl of cold MEF medium 495 

was then added to each tube to inactivate the trypsin. 

To fix the cells, the cell suspensions of all three embryos were combined and MEF 

medium at room temperature was added to a final volume of 21ml. 3ml of 16% 

formaldehyde were added (2% formaldehyde final concentration) and the mixture was 

incubated for 10 minutes at room temperature, followed by quenching with 127mM 500 

glycine for 5 minutes on ice and washing with cold PBS + 0.001% BSA. Cells were 

then permeabilized in 10 mM Tris-Cl pH 8, 10 mM NaCl, 0.2% IGEPAL CA-630 and 

cOmplete EDTA-free protease inhibitor cocktail (Roche) for 30 min on ice with 

intermittent agitation, and spun to collect a nuclei pellet. 

 505 

Single-cell Hi-C library preparation 

scHi-C libraries were prepared in a fashion similar to the one previously described19. 

Briefly, the nuclei were washed with 1.24x NEBuffer 3 (New England Biolabs) and 

suspended in 400µl of that buffer. 6µl of 20% SDS and then 40µl of 20% Triton X-100 

were added to the suspension, with an incubation of 60 minutes at 37ºC with constant 510 

agitation following the addition of each of these detergents. Next 50µl of 25U/µl MboI 

(New England Biolabs) was added and the suspension incubated at 37ºC overnight 

with constant agitation. 

To label the digested DNA ends, dCTP, dGTP, dTTP and biotin-14-dATP (Thermo 

fisher) were added to the suspension (final concentration of 28.36µM per nucleoside 515 

triphosphate) along with DNA polymerase I, large (Klenow) fragment (New England 

Biolabs, final concentration 0.095U/µl) and the sample incubated at 37ºC for 60 

minutes with occasional mixing. The sample was then spun and the supernatant 



partially removed, leaving a volume of 50µl, followed by the addition of 100µl 10x T4 

DNA ligase reaction buffer (New England Biolabs), 10µl 100x BSA (New England 520 

Biolabs), 10µl of 1U/µl T4 DNA ligase (Thermo Fisher) and water to a final volume of 

1 ml, and incubated at 16ºC overnight. Finally, the nuclei were filtered through a 30µm 

cell strainer and single nuclei were sorted into individual empty wells in 384 well plates 

using an BD Influx cell sorter. The plates were sealed and stored at -80ºC until further 

processing. 525 

To prepare single-cell Hi-C libraries from single nuclei in plate wells, 2.5µl of PBS was 

added to each well and the plate was sealed and incubated at 65ºC overnight. DNA 

was then tagmented using the Nextera XT kit (Illumina) by adding 5µl of TD and 2.5µl 

of ATM per well and incubating at 55ºC for 5 minutes, followed by cooling to 10ºC and 

adding of 2.5µl of NT per well. Hi-C ligation junctions were then captured by 530 

Dynabeads M-280 streptavidin beads (Thermo Fisher; 10µl of original suspension per 

well). Beads were prepared by washing with 1x BW buffer (5mM Tris-Cl pH 7.5, 0.5 

mM EDTA, 1M NaCl), resuspended in 4x BW buffer (20mM Tris-Cl pH 7.5, 2mM 

EDTA, 4M NaCl; 4µl per sample), and then mixed with the 12.5µl per-well sample and 

incubated at room temperature overnight with gentle agitation. The beads were then 535 

washed four times with 40µl of 1x BW buffer, washed twice with 40µl of 10mM Tris-Cl 

pH 7.5 and resuspended in 12.5µl of 10mM Tris-Cl pH 7.5. Single-cell Hi-C libraries 

were amplified from the beads by adding 7.5µl of Nextera PCR Master Mix, 2.5µl of 

Index 1 primer and 2.5µl of Index 2 primer (a different combination of index 1 and 

index 2 per well) followed by 12 PCR cycles. The beads were then magnetically 540 

removed and the supernatant from all 384 wells combined. The combined supernatant 

was purified using AMPure XP beads (Beckman Coulter; 0.6 times volume of the 

supernatant) according to the manufacturer's instructions and resuspended in 100µl 

of 10mM Tris-Cl pH 7.5. Finally, the sample was purified again using AMPure XP 

beads (1.0 times volume of supernatant) and resuspended in 11µl of 10mM Tris-Cl pH 545 

7.5. 

 

Embryo dissection and collection of primitive erythrocytes 

Pregnant females were anesthetized with isoflurane using the open-drop system, 

followed by decapitation in accordance with a protocol approved by the Florida State 550 

University Animal Care and Use Committee (ACUC). Uterine horns were removed, 

rinsed in room temperature PBS and embryos were isolated and transferred to a 



droplet of DMEM-high glucose, 10% FBS, 2mM L-glutamine, 1X MEM-Eagle non-

essential amino acids and 12ug/mL heparin (Sigma #H31493). Placenta and 

extraembryonic tissues were removed, embryos were decapitated and circulating 555 

peripheral blood was allowed to flow into the droplet of the room temperature media 

from the severed vitelline and umbilical veins. Media was collected, pooled, and 

brought to a volume of 21.875mL with room temperature media. Cells were fixed by 

adding a final concentration of 2% paraformaldehyde for ten minutes. Fixation was 

quenched by bringing the solution to a final concentration of 0.127M glycine, then 560 

incubating on ice for 5 minutes. Cells were pelleted, washed with PBS and pelleted. 

Cells were flash-frozen and kept at -80C. Cells were thawed and stained for CD71 and 

TER119. Cells were first blocked with 1mL of PBS-FT (5% FBS, 0.1% Tween-20) for 

1 hour, then stained with 1:200 anti-CD71-PE (Invitrogen, 12-0711-82) and 1:200 anti-

TER119-APC (Invitrogen, 17-5921-82) for 2 hours at room temperature. Cells were 565 

washed and resuspended in 500uL PBS-F (2% FBS) and Hoechst (15ug/mL) and 

subjected to FACS by Aria (BD Biosciences). Primitive erythrocytes (CD71+, 

TER119+) were collected and pooled into a 50mL falcon for scHi-C processing 

following the established protocol (Nagano et al., 2017). 

 570 

MARS-seq  

MARS-seq on E9.0 embryos was performed as previously described42 sorting 15 

plates from 2 129S4/SvJae embryos and sequencing a total of 5760 cells, out of which 

we retained for analysis 4781 cells with at least 1000 unique molecular identifiers 

(UMIs) each (median coverage 4574 UMIs). The experiment was performed in 575 

accordance with the institutional animal care and use guidelines of the Weizmann 

Institute of Science. 

 

2. Sequencing and basic computational analysis 

scHi-C sequence processing, quality control and cell cycle phasing 580 

We processed the scHi-C data as described previously19. Briefly, paired-end reads 

were demultiplexed to single cells using cell specific barcodes. Reads were broken to 

segments using matches to MboI recognition site (GATC), and segments were 

mapped to the genome using Bowtie2. Duplicate contacts were discarded.  

We next performed quality control (QC) on each single cell. Cells were filtered based 585 

on their coverage (total number of reads), fraction of non-digested contacts, maximal 



chromosomal coverage aberration, and the contact distance bin with highest number 

of contacts.  

To partition cells into different phases of the cell cycle, and order the cells within the 

phases, we calculated for each cell the fraction of "near" reads (with distance < 2Mb), 590 

the fraction of mitotic reads (with distance 2-12Mb), mean contact distance for 

distances at least 4.5 Mb, and the fraction of contacts from a predefined set of early 

replicating regions. These statistics were used to phase cells into post-mitotic, G1, 

early to mid-S, mid-S to G2 and pre-mitotic phases, and to order cells within each 

phase. We note that this approach to phasing was only used as a preliminary stage 595 

for the algorithms described below.  

 

Metacell analysis 

We applied the Metacell algorithm27 to organize E9 single cell profiles in 77 metacells 

(excluding 69 outlier cells), that we summarized into quantitative expression profiles 600 

and visualized as previously described27. We also downloaded published single cell 

profiles from the mouse gastrulation atlas21 and generated 1306 atlas metacells on 

110,291 QC-positive cells. Atlas metacells were annotated by majority voting on the 

published annotations of their cells, defining for each metacell 𝑚, the function 

atlas. type(𝑚). Each atlas metacell i defined a gene expression distribution 𝑒𝑔𝑖
atlas over 605 

the set of the 2237 feature genes g used while constructing the metacell graph. For 

annotation of the E9 map, we identified for each E9 single cell profile the atlas metacell 

with maximal correlations ann𝑗 = atlas. type(argmax𝑖[cor(log(𝑢𝑔 + 1) , log(𝜖 +

𝑒𝑔𝑖
atlas)]), where 𝑢𝑔 is the UMI vector for the E9 cell and 𝜖 = 10−5 is a regularization 

factor. We then annotated each E9 metacell with the atlas annotation atlas. typethat 610 

was linked with most of its cells. 

 

Definitions and derivation of the strict early and strict late genomic subsets 

We partitioned the genome into bins of size 200kb (or 40kb, depending on application) 

and counted scHi-C coverage per bin and cell in a matrix. We performed down-615 

sampling of scHi-C data such that each cell has 75k contacts and defined: 

DSN = dsn𝑗
𝑖  

as the number of contacts that map to genomic bin 𝑗 in cell 𝑖 after downsampling.  



We next identified strict-early and strict-late genomics bins. This was done by 

clustering the genomic bins 𝑗 using the vectors dsn𝑗
𝑖  into 4 groups using hierarchical 620 

clustering. The two clusters showing the highest and lowest coverage were shown to 

represent the previously observed19 A and B compartment structures respectively. 

These clusters behaved consistently (e.g. show enrichment (for A) and anti-

enrichment (for B) in S-phase cells) between the pool of embryo and ESC cells. We 

will denote that derived genomic bins subsets earlystrict and latestrict. 625 

We defined the early/late ratio of a cell as: 

el𝑖 = log2(
∑ dsn𝑗

𝑖 𝑗∈earlystrict

∑ dsn𝑗
𝑖𝑗∈latestrict
) 

and classified mid S-phase cells as: 

𝐾𝑆 = {𝑖𝑠. 𝑡. 𝑒𝑙𝑖 > 1.8} . 

𝐾𝑛𝑜𝑛−𝑆 was defined as all other cells. 630 

 

A-score and early-score for genomic bins  

For each genomic bin 𝑗 and each cell 𝑖, we count the number of long range intra-

chromosomal contacts (>1Mb) observed between fragment ends in the bins and 

fragment ends in the earlystrict and latestrict genome compartments, defining count 635 

vectors 𝑐𝐴𝑗
𝑖 and 𝑐𝐵𝑗

𝑖. 

The A-score of a genomic bin is determined given a set 𝐶 of scHi-C profiles (possibly 

all) as:  

scoreA𝑗
𝐶 =∑ 𝑐𝐴𝑗

𝑖
{𝑖∈𝐶} /[∑ 𝑐𝐴𝑗

𝑖
{𝑖∈𝐶} + ∑ 𝑐𝐵𝑗

𝑖
{𝑖∈𝐶} ]. 

The early-replication score (shortened early-score) of a bin is computed given a group 640 

𝐶 of cells (typically all or part of cells classified as S-phase) by comparing the relative 

coverage of the bin in 𝐶 to its relative coverage in G1 cells: 

scoreE𝑗
𝐶 = log((|𝐺1|/|𝐶|) ∑ dsn𝑗

𝑖/
{𝑖∈𝐶}

∑ dsn𝑗
𝑖

{𝑖∈𝐺1}

) 

 

Mapping gene expression to genomic bins and scHi-C clusters  645 

We used UCSC gene annotation to determine for each gene (as defined by the MARS-

seq or 10X pipeline) a transcription start site (TSS) coordinate. Gene expression 

profiles were generated as the fraction of UMI per gene observed in scRNA-seq 

metacells or group of metacells27. Given an expression profile 𝑒𝑔 we defined a profile 



over genomic bins 𝑒𝑗 by taking the maximal expression of all genes mapping to TSSs 650 

on the bin j. 

To match expression profiles and scHi-C clusters, we used clusters of TSSs showing 

coordinated or enriched expression to compute mean(scoreA{𝑗∈TSSbins}
𝐶 )or 

mean(scoreE{𝑗∈TSSbins}
𝐶 ) for each scHi-C cluster C. TSSbins sets were generated in two 

ways. First, given a metacell model, we normalized expression (log transforming and 655 

subtracting the mean over all metacell profiles), and selected the top 50 enriched TSSs 

that had enrichment value larger than 0.5. These TSS sets were used to compute the 

matching between A and early scores and the erythrocyte scHi-C cluster in Fig 1. 

Second, we clustered genes based on their metacell log2 UMI enrichment profiles (Fig 

3I), generating clusters that were curated manually and derived TSSbins sets from 660 

them for analysis of A-score and early score differences (Fig 3J,K). 

 

3. Hi-C contact matrices analysis 

Shaman analysis 

To calculate enrichment of genome contacts in a Hi-C contact matrix, and to visualize 665 

chromosomal conformations, we used the Shaman algorithm24,28. We pooled all cells 

in each cell cluster, and down-sampled the contacts to the same number in each cell 

cluster pool. We then applied Shaman to the down-sampled contact pools. Briefly, 

Shaman shuffles contacts while maintaining the marginal coverage distribution and 

the contact distance distribution, creating a random shuffled contact matrix. The 670 

enrichment of a contact is then scored using a KS statistic on the k-nearest neighbors 

of that contact in the original down-sampled contact matrix and shuffled contact matrix. 

The Shaman results we report here were derived using an improved MCMC sampler 

that provide better convergence (in particular on matrices with a smaller number of 

contacts). In short, the algorithm uses efficient data structures to compute precisely 675 

the MCMC update rule. This approach is replacing the previously used strategy of 

adaptive calibration of a correction term for the function assigning probability for 

contacting at any genomic distance.  

 

Insulation 680 

We calculated insulation as described previously24,29. For a genomic locus, we 

counted the number of contacts where one contact is up to 200kb upstream of the 



coordinate and the other up to 200kb downstream. We next counted the number of 

contacts where both contacts are in distance up to 200kb from the coordinate. The log 

ratio between these two numbers is the insulation score. We performed this calculation 685 

genome wide in 40kb jumps. 

 

Virtual 4C 

To calculate the 4C trace at a specific genome coordinate x, we looked at all contacts 

which satisfy either of the next conditions: 690 

a. One of the fragment ends is at distance < 3e3 from x, and the distance between the 

fragment ends is < 1e5. 

b. One of the fragment ends is at distance < 1e4 from x, and the distance between the 

fragment ends is between 1e5 and 5e5. 

c. One of the fragment ends is at distance < 3e4 from x, and the distance between the 695 

fragment ends is between 5e5 and 1e6.  

To screen for conformation differences for two scHi-C clusters in a set of target loci, 

we calculated the difference between their virtual 4Cs. We partitioned the 4C trace to 

bins based on contact distance (2.5e4, 5e4, 1e5, 2e5, 3e5, 5e5, 7.5e5, 1e6, on both 

3’ and 5’). We averaged the Shaman scores within every bin, and defined the distance 700 

of the conformations for two clusters as the maximum difference (in absolute value) 

over all bins. 

 

4. Parameters and specific figure panel analysis 

Clustering ESC, Embryos and erythrocytes (Figure 1) 705 

We processed the scHi-C data, and performed QC and cell cycle phasing as described 

above. For generating clusters in Fig 1, we used S-phase seeding (Supplementary 

Methods), with the following inputs: 𝐾𝑆, 𝐾𝑛𝑜𝑛−𝑆, DSN,and the matrices 𝑐𝐴𝑗
𝑖 and 𝑐𝐵𝑗

𝑖.  

To identify primitive erythrocytes, we identified a bin cluster (of the 11 A-score-based 

bin clusters, see Supplementary Methods) that had high C3-specific A-score, and 710 

similarly a bin cluster with low C3-specific A-score. We calculated the pooled A-score 

of each of these two bin clusters in each single cell (denoted cell_A𝑚
𝑖 in the 

Supplementary Methods), and used a linear separator to classify cells based on 

these two scores as either C3 or non-C3 (Supplementary Fig 4D). Embryo cells that 

were not classified as C3 were assigned to C2, and ESC cells to C1. 715 



We generated the genomic bin expression value, A-score and early-score in ESC and 

non-pEry embryo as described above, in 40kb resolution. We defined genomic bins 

with at least 4-fold change in expression as ESC- and embryo-induced. Similarly, we 

defined embryo A-specific bins and ESC A-specific bins as having at least 0.2 

difference in A-score. 720 

We screened for genes with different Shaman score in ESC and embryo using 

comparisons of virtual 4Cs as described above. We similarly calculated differences in 

Shaman scores for embryo and ESC A-specific bins (Supplementary Fig 4A), but 

looking at the 4C profile of each bin only up to 500kb upstream and downstream. 

 725 

Erythrocyte analysis (Figure 2) 

As before, we generated the genomic bin expression value, A-score and early-score 

in pEry and non-pEry in 40kb resolution. We defined genomic bins with at least 4-fold 

change in expression as pEry- and non-pEry-induced. We also identified bins that 

were not expressed in either of the clusters. 730 

To create Fig 2J we identified 40kb genomic bins with A-score that is at least 0.35 

higher in Erys compared to embryo. We merged adjacent bins meeting this criterion, 

and for every set of merged bins found the bin with highest difference in A-score 

between Erys and embryo. For every such bin, we looked at the average A-score of 

its 3’ and 5’ bins up to 400kb. We reversed A-score traces (mirroring 3’/5’) to create a 735 

matrix in which for all rows, the upstream 5’ A-score is higher. We concatenated the 

A-score trace in pErys and non-pErys, and clustered the concatenated traces using 

kmeans into 8 clusters. We performed a similar analysis when taking genomic bins 

with A-score that is at least 0.35 higher in embryo compared to Erys (Supplementary 

Fig 4H). 740 

To create Fig 2L, we partitioned the contact matrix into 20kb x 20kb bins, and created 

for each of the loci in Fig 2J, a matrix of average Shaman scores in the 1Mb around it 

(on both sides). We then averaged the scores in such matrices for the loci in each of 

the Fig 2J clusters. 

Gata1 and Tal1 ChIP-seq. We scored and normalized 20bp bins for their Gata1 and 745 

Tal1 ChIP-seq score using data from ENCODE. We used ChIP-seq scores as 

previously described, computing ChIP coverage percentiles p for each bin, and 

defined the score as -log2(1-p). We defined Gata1 and Tal1 binding sites as those 



having score > 8. For 40kb genomic bins we computed a binding score as the 

maximum ChIP-seq score of all binding sites contained in it.  750 

 

Clustering the embryo proper (Figure 3) 

We applied the replication trend mixture model (Supplementary Methods) on 

embryo scHi-C profiles classified as non-pEry, non-G1 and non-M as described 

above. We further selected cells with sufficient coverage (at least 8 contacts per 755 

200kb bin on average), and mid-S phase classification as in Nagano et al 201719. 

We set 𝑛𝑖𝑗 as the number of contacts in cell 𝑖 that map to genomic bin 𝑗 and excluded 

the X chromosome, or any bin with mean coverage < 8. To set 𝑝𝑗, we calculated the 

fraction of contacts that mapped to each genomic bin across all G1 cells that are not 

erythrocytes. 760 

To initialize the model we clustered cells hierarchically using distances based on 

correlations between rows in a normalized 𝑛𝑖𝑗 matrix. Normalization provided initial 

heuristic correction to the cell cycle effect by ordering cells according to their scHi-C 

fraction of short range contacts and subtracting for each locus the running mean (using 

a window of 20 cells).  765 

Given this clustering solution, we initialized 𝐸[𝑧𝑖𝑘] such that each cell belongs to its 

cluster with probability 0.5, and to all other clusters with equal probability. In case 𝑘 =

2, each cell belongs to its cluster with probability 
2

3
. To initialize 𝑠𝑖 we ordered the cells 

by the fraction of short-range contacts they make, and assigned them values between 

1.2 and 1.8 according to their order, assuming that all parts of the replication program 770 

are equally represented in the data. 

We performed cross validation on the hyperparameters, as described in the 

Supplementary Methods, and selected 𝐿 = 12, 𝑅 = 11, 𝜆 = 40. 

To generate Umap projections of mid-S phase cells, we normalized 𝑛𝑖𝑗 coverage by 

G1 mean coverage, selected bins with high variance to mean ratio, and calculated a 775 

cell-cell correlation matrix using these values. We then used the R package umap with 

default parameters (and random seed = 42). We repeated this analysis using data 

normalized based on inferred s-score (see Supplementary Methods). 

Plotting replication trends for early replicating bins. To plot Fig 3F, we identified bins 

that are in replication regime 2 (out of 12) in C2.1 (left plot; C2.3 for the right plot), and 780 



are in replication regime ≥ 4 in all other clusters, and for every cell calculated the total 

fraction of contacts from these bins. 

Executing other scHi-C clustering algorithms. We executed schicluster and scHi-C 

topic modeling. We ran schicluster and topic modeling with resolutions 1Mbp and 

0.5Mbp respectively, as performed in the publications of these methods.   785 

Cluster annotation. To annotate the C2.1, C2.2 and C2.3 clusters, we used 15 TSS 

bin set 𝐺1, . . 𝐺15 derived from the E9 metacell model data as described above. To 

account for possible differences in the s-score distribution in each cell cluster, we 

ordered genomic bins 𝑗 ∈ ⋃ 𝐺𝑚𝑚  by their mean early score across clusters, computed 

for each bin scoreE𝑗
𝐶𝑘 and subtracted from it the running mean using a window of 200 790 

bins, defining scoreE𝑗
′𝐶𝑘. We then computed mean(scoreE′{𝑗∈𝐺𝑚}

𝐶𝑘 ), and normalized rows 

to create the matrix shown in Fig 3J. Similar normalization strategy was used with A-

scores to derive the matrix in 3K. We repeated the same analysis for the gastrulation 

atlas metacell model, using 20 gene modules. We note that in order to test possible 

functional association of the C2.2 cluster, in this analysis we only used 42% of its cells 795 

showing a stronger correlation structure. Similar results were obtained using the entire 

C2.2 cluster.  

To compare C2.1 and C2.3 to E14.5 data24,33, we computed A-scores for genomic bins 

of length 40Kbp in four samples: C2.1 cells, C2.3 cells, E14.5 HSCs and E14.5 NPCs. 

To compute these scores, we used the strict-early and strict-late genomic bins that we 800 

used to calculate A-scores previously. Because of the large difference in depth 

between our data and the E14.5 data, we downsampled the contacts of each genomic 

bin such that the total number of strict-early and strict-late contacts a genomic bin 

makes is the same in the four different samples. The downsampled contacts were 

used to calculate the A-scores. 805 

To estimate our assay’s sensitivity, we sampled 100, 75, 50 and 25 cells from cluster 

C2.1, and applied the replication mixture model to a dataset including this subset with 

all cells from C2.2 and C2.3. We performed a similar analysis for C2.3.  

To search for additional sub-structure in cluster C2.1 and C2.3 (Supplementary Fig 9) 

we applied hierarchical clustering to cell-cell correlations derived using s-score 810 

normalized copy number profiles. We partitioned C2.1 into 3 subclusters, and C2.3 

into 9 subclusters. To annotate the C2.1 subclusters, we correlated their A-score and 

coverage fold changes with differential gene expression of ectodermal cell types. To 



calculate the gene expression profile of a cell type, we calculated the average log2 

expression of each gene across all the cell type’s metacells in the E9 scRNA-cell data. 815 

We then subtracted from each gene its mean expression across ectodermal cell types. 

This gave each gene its differential expression across all ectodermal cell types. To 

calculate a genomic bin’s A-score fold change in a subcluster, we calculated the A-

score by pooling all contacts from the subcluster’s cells, and the A-score by pooling 

all contacts from the other subclusters’ cells. The bin’s A-score fold change is then the 820 

log2 of the ratio between these A-scores. To calculate the coverage fold change, we 

calculated the relative coverage in the pool of the subcluster’s cells as described 

above, and the relative coverage in the pool of other subclusters’ cells, and took the 

log2 of their ratio. We then only selected genes with at least 2-fold change in gene 

expression in some cell type, and correlated their relative expression with the A-score 825 

and coverage fold changes of the bins containing these genes. Both the A-score and 

coverage were calculated for genomic bins of size 200kb. To annotate the C2.3 

subclusters we did a similar analysis, but used only genes with at least 4-fold change 

in gene expression in some cell type. 

 830 

Screening for differential ecto/meso contacts (Figure 4) 

We identified enhancers using Chip-seq ENCODE data from ectoderm (forebrain, 

midbrain, hindbrain) and mesoderm (heart and limb) tissues43. We calculated the 

ChIP-seq scores (log2(1-percentile)) in 20bp resolution for each of the 5 tissues. We 

called enhancers as contiguous genomic intervals (or peaks) showing H3k4me1 835 

scores > 7 (that is, the top 1/128 bins). We scored each peak H3k4me1 occupancy in 

mesoderm (maximum between the values of the two tissues) and ectoderm (maximum 

among the values of the three tissues). To define mesoderm and ectoderm specific 

peaks we required a score of at least 9 in one set of tissues and a difference of at least 

3 between the scores of the two tissue sets. Overall this approached generated 24059 840 

and 9506 meso and ecto- specific enhancers respectively.  

To identify meso- and ecto- specifically expressed genes (and TSSs), we identified 

three metacells representing the mesoderm transcriptional state and three others 

representing the ectoderm state. We computed the maximum expression per gene in 

each set. 826 genes were showing at least two-fold difference between the two 845 

profiles, and their TSSs were considered for enhancer associations below.  

 



To create a set of potential promoter-enhancer interactions, we linked each enhancer 

peak with its closest TSSs. We searched for such TSSs 50k-500k upstream and 

downstream of the enhancer locus (so up to two genes were linked with each peak). 850 

We did not use pairings spanning less than 50kb since scHi-C resolution at such 

distances is limited. We also note that our pairing heuristic is by no means exhaustive, 

and is meant only to generate a shortlist of putative pairs. 

Finally, we identified mesoderm and ectoderm specific enhancer-promoter candidate 

pairs as those involving a differential enhancer and a specifically expressed gene 855 

according to the definitions above. We defined the Shaman score of a putative 

enhancer-promoter interaction as the score of the contact between coordinates 

closest to the enhancer and promoter (using Euclidean distances)), and computed it 

for both meso and ecto. We selected pairs with Shaman score at least 15 higher in 

the expected cell cluster, or with an absolute shaman score at least 15 if the other 860 

score is negative, as having three way support.  

To derive a p-value for the number of contacts between an enhancer and a promoter, 

we counted the number of contacts in the pooled ectoderm and mesoderm cells in a 

50kb window (25kb to each direction) around the enhancer-promoter in the contact 

matrix. Denote these numbers for an enhancer-promoter pair ep by ecto𝑒𝑝 and meso𝑒𝑝. 865 

We similarly counted the number of contacts for all other enhancers and their 

associated TSSs. To test whether an enhancer-promoter pair had a high number of 

contacts in ectoderm, we calculated ecto𝑒𝑝 −meso𝑒𝑝, and compared it to the empirical 

distribution of ecto𝑒′𝑝′ −meso𝑒′𝑝′ for all background enhancer promoter pairs e’p’ that 

had the same ecto𝑒′𝑝′ +meso𝑒′𝑝′ value as ep. To increase power, for Supplementary 870 

Fig 10C-D we only looked at enhancer-promoter pairs for which  ecto𝑒𝑝 +meso𝑒𝑝 ≥

80. For the background distribution to be accurate, we only considered ecto𝑒𝑝 +

meso𝑒𝑝 values with more than 100 other enhancer-promoter pairs with similar 

ecto𝑒′𝑝′ +meso𝑒′𝑝′ value. We performed a similar analysis for mesoderm. 

We performed a similar analysis to identify H3k27me3-gene pairs. Genes were 875 

selected similarly. H3k27me3 regions were selected as those with ChIP-seq score > 

7. We designated ecto- or mesoderm specific regions as those having ChIP-seq score 

> 3 higher than the other tissue. The selected pairs are those where the gene is lowly 

expressed and the H3k27me3 signal is higher. 



To find all hotspots with support for different chromosomal conformation between 880 

ectoderm and mesoderm, we looked only at contacts in distance 1e4 to 1e6. We 

compared the Shaman score of every meso contact to the Shaman score of its nearest 

ecto contact. We detected regions with high Shaman difference iteratively. In each 

iteration we identified the contact with the maximal Shaman difference between meso 

and ecto, and removed all contacts where both their ends are in distance < 5e4 from 885 

the maximal-difference contact. We continued with this process until no contact with 

Shaman difference > 40 remained. This resulted in 5200 hits that we used in order to 

estimate the fraction of differential contacts explicable by known three-way supported 

promoter-enhancer pairing in the text. 

 890 

Analysis of multiome-data and integration with pooled Hi-C clusters. 

We used scRNA-seq and scATAC-seq profiles from a recent paper by the Reik 

group38, to generate the analysis in Fig 5, applying the following steps: 

1. Using metacell-244 with default parameters and target metacell size of 320K UMIs 

to organize scRNA-seq profiles into 1404 metacells. 895 

2. Using the RNA-based grouping of cells to collect single cell ATAC reads and create 

a genomic track for each metacell. 

3. Identifying all genomic intervals with ATAC-coverage (total over all metacells) larger 

than 300 and identified the maximal coverage 300bp within each such interval as a 

peak. Overall this provided us with 94600 peaks. 900 

4. Grouping RNA metacells into 300 clusters using hierarchical clustering of the RNA 

signatures. RNA clusters were associated with cell type by comparison to gastrulation 

manifolds and TF expression profiles. 

5. We then pooled ATAC reads over the clusters and extracted the reads within 

identified peaks into an accessibility count matrix. We removed cell clusters supported 905 

by fewer than 82K ATAC reads, retaining for analysis 285 clusters. 

6. Normalizing peak ATAC coverage in each cluster by normalizing (dividing by total 

reads for the cluster) and transforming the frequencies p to log2(1e-5+p). 

7. Running kmeans++ with a large number of clusters (K=120) over the normalized 

accessibility profiles. Deriving mean peak cluster profile by averaging the log 910 

normalized ATAC values. 

8. Filtering peak clusters with less than 100 peaks (only 1 case). Annotating peak 

clusters as variable whenever at least four metacell clusters showed mean ATAC 



value smaller than -16 and the difference between minimum and maximum value over 

the cluster was larger than 0.7. All other clusters were considered constitutive. 915 

9. Computing the A-score of each peak in ESC, Embryo, pEry, C2.1 and C2.3. 

Analysis of the A-score distributions in each cluster is used to generate Fig 5B-D. 

10. Identifying all pairs of peaks within less than 200kb genomic distance. 

Summarizing the number of such pairs between elements of each pair of clusters into 

a matrix of observed “proximities”. Multiplying each element in the matrix by the total 920 

matrix counts divided by the product of its row and column total counts. Log 

transforming the resulted enrichment ratio, followed by hierarchical clustering of the 

submatrices defined by the constitutive and variable peak clusters (separately) in 

order to generate the heat map of Fig 5E. 

 925 
DATA AVAILABILITY 

The scHi-C and scRNA-seq data generated in this study have been deposited in the GEO 

database under accession code GSE148793. The ESC scHi-C data used in this study are 

available in the GEO database under accession code GSE94489. The previously published 

embryo gastrulation scRNA-seq data used in this study are available in the ArrayExpress 930 

database under accession code E-MTAB-6967. The scRNA / scATAC multiome data used in 

this study are available in the GEO database under accession code GSE205117. The neural 

progenitor cells’ Hi-C data used in this study are available in the GEO database under 

accession code GSE96107. The hematopoietic Hi-C data used in this study are available in 

the GEO database under accession code GSE119201. 935 

 

CODE AVAILABILITY 

All code supporting the analysis of this work is available in Github: 

https://github.com/tanaylab/scHiC_embryo. 
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FIGURE LEGENDS 

 

Figure 1: single cell Hi-C in mouse embryo cells 

A: Distribution of the number of unique contacts per cell (left) and fraction of trans-

chromosomal contacts per cell (right) in the Embryo scHi-C dataset 1065 

B: For each single cell shown are the fraction of contacts in in 2Mb-12Mb (“mitotic”) distance 

band vs. the fraction of contacts between elements less than 2Mb apart (“short-range”). Color 

coding is based on classification into cell cycle phases as in Nagano et al. 2017. 

C: Comparing normalized ratio of scHi-C coverage on early and late replicating loci (X axis) 

to fraction of short-range contacts. 1070 

D: Visualizing clusters of single ES and embryo cells using PCA projection of A-scores from 

11 genomic clusters. Cells are color coded according to cluster (left) or the initial annotation 

of cell cycle phase (right). 

E: Plotting gene expression of 40kb bins in ESCs compared to embryo cells (mean across E9 

metacells, excluding pEry). Upper and lower dashed lines indicate the threshold for defining 1075 

transcriptional changes between embryo and ESC. 

F: Comparison of A-scores for 40kb genomic bins. 

G: 40kb genomic bins were stratified according to embryonic expression level (units are log2 

of the expression frequency). The distributions of A-scores in embryos (blue) and ESCs 

(green) are depicted using boxplots. The (-19, -18] box contains at least n=48K genomic bins, 1080 

(-11, -10] and (-10, -9] at least n=20, and the rest at least n=200. Box limits are the first and 

third quartile, center line is the median, whiskers are 1.5 times the interquartile range, and 

points are outliers. 

H: Distributions of differential A-score (ESC minus Embryo) in genomic bins with TSSs 

showing differential gene expression in embryos compared to ESCs (n=1289 ESC induced 1085 

bins: green, n=806 Embryo induced bins: blue). Box limits are as in 1G.  

I-K: Similar to F-H but showing data on the early-scores of genomic bins instead of A-scores. 

L: Examples of conformation reprogramming at pluripotency loci. For each locus we show 

Shaman enrichment plots in Embryos (top) and ESC (middle), and the respective A-score 

trends (bottom; blue – embryo, green – ESCs). Dashed circles represent focal points for 1090 

differential conformation. 

 

Figure 2: Distinct, compact conformation for primitive erythrocytes. 

A: Comparison of 40kb bins A-score in pEry cells vs. non-pEry embryo cells. Upper and 

lower dashed lines show differences of at least 0.3 in A-score. 1095 

B: Comparison of log2 mean expression (fraction of molecules per gene) for 40kb genomic 

bins. 



C: Distribution of genomic bins’ A-score as a function of expression levels. A-score and 

transcription were calculated for 40kb genomic bins. Plots show A-scores stratified by 

expression, for loci classified with conserved expression (left), Ery induced expression 1100 

(middle) and Ery-repressed expression (right). In the left panel, the (-19, -18] box contains at 

least n=48K genomic bins, (-11, -10] and (-10, -9] at least n=20, and the rest at least n=200. 

In the middle panel, all boxes contain at least n=15 genomic bins, except for the (-11, -10] 

and (-10, -9] which contain at least n=5. In the right panel, all boxes contain at least n= 

genomic bins, except for (-12, -11], (-11, 10] and (-10, -9] which contain at least n=35, 10, 1105 

and 2 respectively. Box limits are the first and third quartile, center line is the median, 

whiskers are 1.5 times the interquartile range, and points are outliers. 

D: Distribution of single cell early/late coverage ratio for pEry (red) and non-pEry (black) 

cells. 

E: Comparing early-scores for 40kb genomic bins in pEry and non-pEry embryo cells. 1110 

F: Similar to C, but showing distributions of 40kb genomic bins early-score instead of A-

score. 

G: Showing the distribution of contacts with distance >2Mb vs mitotic contacts (2-12Mb) in 

pEry (red) and non-pEry cells (black). Note the general high degree of long range contacts in 

p-Ery.  1115 

H: Showing the fraction of contacts in the most frequent distance bin (defined as “Far 

tightness” in Nagano et al 2017) compared to the rate of long-range contacts.  

I: Distributions of inter-chromosomal contact rates for pEry and non-pEry cell. 

J: Shown are color coded A-scores computed for the pEry (left) and non-pEry (right) clusters 

around loci with pEry specific high A-score (400kb upstream and downstream). Loci are 1120 

grouped into 8 clusters using K-means clustering. 

K: For each of the loci clustered in J we color coded bins with any level of transcription 

according to the relative expression in pEry and non-pEry cells (blue – higher in non pEry, 

red - higher in pEry). 

L: Loci within each cluster in J were pooled, and their average Shaman score is color coded 1125 

for pEry and non-pEry cells. The pooled A-score profile is shown at the bottom for every loci 

cluster in pEry and non-pEry. 

M: Examples of loci showing distinct pEry conformation. For every locus, depicted are 

contact enrichment in non-pEry cells (top), pEry cells (middle) and profile of A-score in the 

two clusters (bottom). For Cpox and Hbb we mark contacts with the TSS locus by black 1130 

diagonal lines. 

 

Figure 3: Ectoderm and mesoderm/endoderm scHi-C clusters in the embryo 



A: S-phase cells from the non-pEry cluster were identified and projected on 2D using Umap 

analysis of their coverage in 1103 loci. Cells are color-coded by their s-score as inferred by 1135 

our probabilistic model. 

B: Umap projection of the same cells as in A, using features normalized given inferred S-score 

for each cell. 

C: Distribution of inferred s-scores for the three non-pEry embryo clusters. 

D: Average normalized coverage (early-score) for genomic bins in clusters C2.1 and C2.3. 1140 

E: Similar to D, but comparing average C2.1 and C2.3 behavior to C2.2 behavior. 

F: Genomic bins that were inferred to be early replicating (methods) in C2.1 (left) or C2.3 

(right) were pooled, and for each cell we plotted total coverage as a function of the inferred S-

score. Cells are colored by their cluster (C2.1 – green, C2.3 – orange).  

G: Distribution of the difference between C2.1 cells and C2.3 cells in early-score (left) and A-1145 

score (right) for genomic bins classified as specific to C2.1 (green) or C2.3 (orange). Grey – 

all bins. 

H: Average normalized A-score for the group of genomic bins specific to C2.1 (X) and C2.3 

(Y) are depicted for color-coded cells in the three clusters C2.1- 3 (left). A Similar plot is shown 

for 898 cells that were not included in the set of 699 mid S-phase cells used for clustering 1150 

(right). Gray lines mark the thresholds used for classification of the expanded C2.1 and C2.3 

clusters. 

I: Correlation heatmaps for 2353 gene expression profiles over the E9.0 metacell model. Gene 

module numbers and representative genes are shown on the right. S. ecto: Surface ectoderm. 

CM: cardiomyocyte. Endot: Endothelium. E Meso: extraembryonic mesoderm.  1155 

J: The color-coded matrix represents the difference in average early-score per single cell 

cluster (columns) for the TSS loci in each gene module from I (rows).  

K: Similar to J, but showing difference in average A-score in each cluster. 

L: Depicting the contact structure (color-coded Shaman map) in C2.1 (top) and C2.3 (bottom) 

cells around the Crabp2 and Igf2 TSSs. 1160 

 

Figure 4: Three-way support for specific regulatory contacts 

A-B: Comparing A-score (top), contact maps (middle), virtual-4C using Shaman scores, and 

H3K4me1 ChIP-seq (bottom) around the Sox2 and Twist1 loci. The genes, and for Twist1 also 

a nearby enhancer, are marked by vertical grey lines. 1165 

C: Shown are distributions of genomic distances between a TSS and the nearest putative 

enhancer classified according to the ectoderm/mesoderm lineage specificity of the two loci as 

determined by gene expression (for the promoter) and encode ChIP-seq (for the putative 

enhancer). 



D: The distribution of differential C2.1 and C2.3 Shaman score (X axis) on TSS-enhancers 1170 

pairs with coordinated mesoderm or ectoderm specific activity. Shaman differences is 

computed only for contacts with positive scores in both C2.1 and C2.3. 

E: Examples of virtual 4C plots (top) and H3K4me1 ChIP-seq (bottom, C2.1 followed by C2.3) 

around 4 ectoderm and 4 mesoderm genes. Gray vertical lines mark the TSS and putative 

enhancer. Gene-free regions around regulated genes are highlighted by horizontal gray bars. 1175 

F: Contact structure around the Tbx3-Tbx5 locus in the C2.1 and C2.3 clusters. Contacts 

discussed in the text are marked by dashed circles. 

 

Figure 5: Gastrulation accessibility hotspots are chromosomally intertwined  

A: Bottom panel shows the accessibility of peaks (rows) over metacells (columns) (log2 1180 

number normalized ATAC-seq reads). Shown are loci from select clusters highlighted in the 

text. Top panel depicts gene expression of correlated TFs over the same metacells, provided 

in order to link accessibility clusters with specific cell types. 

B: For each cluster of ATAC peaks we computed the fraction of loci with A-compartment score 

difference larger than 0.1 when comparing ESC and Embryo pooled Hi-C. Clusters with over 1185 

0.08 of the loci showing A-score enrichment in ESCs are colored black. 

C: Similar to B, but comparing embryo and pEry pooled Hi-C maps. 

D: Similar to B, but comparing the embryonic clusters C2.1 (ectoderm) and C2.3 (mesoderm). 

E: Left panel is showing mean normalized accessibility for ATAC peak clusters (row) and 

metacells (column). Right panel is showing for each pair of peak clusters the enrichment of 1190 

intra-TAD proximity (number of pairs of peaks in the same TAD and within 200kb of each 

other). 
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 Chapter 7 - Discussion 
 

In this thesis we developed methods for analyzing multi-omic and single-cell datasets. 

Specifically, we focused on the problems of cancer-subtyping using multi-omic data, and of 

analyzing scHi-C data during mouse embryonic development. We first performed a benchmark 

comparing several methods for multi-omic cancer subtyping. We then developed NEMO, an 

algorithm for multi-omic cancer subtyping that supports partial data, and showed its favorable 

performance compared to other clustering methods. Next, we highlighted a limitation of the 

commonly used method for comparing the survival of different groups of patients, and provided 

an implementation of an exact test that overcomes this limitation. The last work we described 

on cancer subtyping is MONET, an algorithm that detects patient modules, where patients are 

allowed to be similar in only a subset of the input omics. 

In addition to cancer subtyping, we used MONET to cluster multi-omic single-cell data in 

embryonic development. This leads to our work on analysis of scHi-C data, which was described 

in the previous chapter. In that work, we developed methods to detect groups of cells with 

different genome organization, while accounting for the large variance between cells caused by 

the cell cycle. 

In this chapter, we first summarize the research projects described in this thesis before 

characterizing possible extensions of them. Then, we outline a few possible directions for future 

research in the analysis of multi-omic and single-cell data. 

7.1. Multi-omics clustering benchmark 

Our first work compared performance of different multi-omic clustering methods. We used two 

criteria to assess the quality of a cancer clustering solution: the number of known enriched 

clinical parameters, and the differential survival between the clusters. We showed that some 

multi-view methods, that were not developed specifically for omics data, performed better than 

some methods developed for such data. We also showed that methods do not necessarily 

benefit from using all the omics in the input, and that the best omics to use varies between 

different cancers. 

A possible limitation of this work, and also of the clustering algorithms that we developed, is the 

assessment criteria we used. Differential survival may be a biased measure for several reasons. 

Cancer patients are being treated for their disease, and the availability of treatment for a cancer 
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subtype will improve the prognosis of the subtype’s patients, while the lack of a treatment will 

worsen the prognosis. Treatment availability therefore biases this assessment criterion. This 

criticism is somewhat mitigated by the fact that the existence of a treatment for a subset of the 

patients indicates that these patients do form an actual type, but other criticisms on differential 

survival are not as clearly defended. First, it is possible for different cancer subtypes to have 

similar survival rates. In this case, an algorithm that detects these subtypes will not be rewarded. 

Second, an algorithm that picks up a signal that is not related to the tumor’s biology, but to some 

unrelated variable that is correlated to survival, will be rewarded. For example, in many cancer 

types prognosis worsens with age, and an algorithm that clusters patients based on age will find 

differences in survival. The second assessment criterion, enrichment of known clinical 

parameters, is similarly biased, and may prefer clustering solutions that better reflect the current 

understanding of cancer. Still, these assessment criteria are currently the best and most widely 

accepted way to measure cancer subtyping performance. 

7.2. NEMO 

In Chapter 3 we introduced NEMO, a method we developed for multi-omic clustering. We 

compared NEMO’s performance to nine other algorithms on ten different cancer types from 

TCGA, using three omics: gene expression, DNA methylation and miRNA expression. While 

NEMO’s performance was not the best in neither of the two assessment criteria we used, it was 

second in performance in both, offering overall best results. NEMO is also very fast, and we 

showed that it supports partial datasets, where there are patients with measurements in only a 

subset of the omics. Finally, we used NEMO to detect cancer subtypes in Acute Myeloid 

Leukemia.  

Notably, since its publication, NEMO was included in several multi-omic cancer clustering 

benchmarks conducted by other research groups, with very good results. First, Duan et al. 

benchmarked ten methods on nine cancer types, using different subsets of four omics. They used 

clinical significance, accuracy (in cancer types with accepted subtype definitions), robustness and 

runtime to assess the algorithms’ performance, and concluded that NEMO and SNF were best 

overall [128]. Second, Niessl et al. investigated the tendency of methods to perform better in 

their introductory paper than in subsequent comparison studies [129]. To study this topic, the 

authors looked at pairs of methods that are designed for the same task, and assessed each 

method in the exact same settings that the second method used to measure its own performance 

in its original publication. Out of four methods, only NEMO’s performance did not deteriorate. 
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NEMO has several limitations. While NEMO supports partial data, it currently requires that all 

pairs of patients have data in at least one common omic. For this reason, NEMO does not support 

datasets with two omics, in which some patients have measurements in both omics, while some 

only in the first omic and some only in the second omic. This is arguably the most common case 

of partial data, and NEMO could be extended to support such use cases. An additional limitation 

of NEMO is that it provides a clustering solution, but does not provide insight about the features 

that support this clustering. Downstream analysis of the clustering can find differential features, 

but it could have been useful if some biological understanding of the features would come from 

NEMO directly.  

7.3. Inaccuracy of the log-rank test 

In Chapter 4 we showed the inaccuracy of the log-rank test when used in modern cancer 

datasets, which typically have hundreds of patients. The broadly used log-rank implementation 

is based on an asymptotic approximation and is not an exact test, and therefore it is not expected 

that its reported p-values will be exactly accurate. However, the extent of the inaccuracy even in 

datasets with hundreds of patients warrants attention. The test is less accurate when many 

groups are compared (that is, in our context, in a cancer type with many subtypes), and in cancers 

with good prognoses, where there is a low number of death events. We also showed examples 

of previous studies that reported false discoveries (using a significance threshold of 0.05) due to 

the test’s inaccuracy. 

The exact version of the log-rank test was described previously [130], [131], and is well known in 

the statistics community. We provided an implementation of this test in the R programming 

language, where previously an implementation was available only for the case of two groups. 

The downside of the exact test is its runtime. Faster tests with higher accuracy in cancer datasets 

are needed. 

7.4. MONET 

In Chapter 5 we presented MONET, an additional algorithm for multi-omics clustering. We 

compared MONET’s performance to other algorithms using the same data that we used to assess 

NEMO’s performance. MONET’s performance was overall best together with NEMO. However, 

these two methods performed well on different datasets, so they could potentially be used 

complementarily. We also showed in more depth how to use MONET on Ovarian Serous 

Cystadenocarcinoma, a type of ovarian cancer. We finally applied MONET to single-cell multi-

omic data, showing that MONET can be used in diverse settings.  
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MONET is designed to find clustering solutions in which samples are not necessarily similar in all 

omics, and we find such cases often in cancer data. But such clusters are difficult to interpret 

biologically. What biological mechanism can cause patients to be similar in gene expression, but 

not similar in miRNA expression? This is especially baffling given the high interconnectivity 

among different biological layers. Future work, both biological and computational, will be 

needed to better understand such cases. 

MONET has several computational limitations. It has multiple hyperparameters, and the tuning 

of these hyperparameters is challenging. MONET requires that its omic similarity graphs will have 

both positive and negative edges, and tuning the edge weights to obtain this requirement can 

be performed in many ways. While we suggested a default weighting scheme, we believe that 

future work can find improved and more robust schemes. An additional limitation is that MONET 

attempts to heuristically solve an NP-hard problem, and does not guarantee an optimal solution. 

We added several “actions” to MONET’s iterative optimization procedure in order to avoid 

obvious cases of termination at a local optimum, but additional such actions may further improve 

MONET’s solution, at the expense of a slower runtime. 

7.5. Single-cell Hi-C 

In Chapter 6 we presented our study on the genome organization at single-cell resolution. In this 

work we developed a methodology for the analysis of scHi-C from diverse cell types, while 

controlling for the dominant signal of the cell cycle.  We found that primitive erythrocytes have 

a distinct chromosomal conformation, and then used a subtler approach to find cell groups that 

we identified as mesodermal and ectodermal. We then connected the genome structure of these 

groups to other epigenetic regulatory mechanisms – to openness of the genome using single-cell 

ATAC-seq data, and to histone modifications using ChIP-seq data. We found that in general, 

tissue specific enhancer-promoter interactions are mediated by physical proximity. 

The main conclusion we draw from this study is that we do not observe very high diversity 

between cell types in terms of the genome organization. This lack of diversity is compared to the 

high diversity that is already seen at this stage of development in terms of tissue morphology 

and functionality, and that also manifests itself in scRNA-seq data [119]. This conclusion suggests 

that genome organization is not a leading epigenetic factor in embryonic differentiation 

processes, which is driven by other factors. However, a limitation of our study is that it is possible 

that there are differences in genome organization that our data and analysis were not able to 

detect. We only sampled a small number of molecules from every cell, a small number of cells 

(three thousand, compared to hundreds of thousands in scRNA-seq studies), and Hi-C data is 
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highly noisy in its nature. It is therefore still too early to confidently state that Hi-C is not a driving 

force in differentiation. 

7.6. Future work 

Biological research is gradually shifting into a more quantitative, data-driven science. This 

coincides with decreasing costs and higher availability of high-throughput experimental 

techniques. These trends will likely lead to more multi-omic and single-cell datasets, and will only 

increase the need for further methodological innovation. Our work suggests many directions for 

such future methodological work. 

7.6.1. Multi-omic analysis 

Our work focused on multi-omic clustering. An advantage of the methods we presented is that 

they are based on similarity between samples, and can therefore be easily extended to new 

omics data. But this generality has a downside in that it cannot provide mechanistic 

understanding for the connection between omics. A different approach than ours can design 

models for specific omics, incorporating known biological mechanisms. Some previous studies 

took that approach, e.g. PARADIGM, which we mentioned previously [83], but there is still much 

room for innovation. Such methods can also help explain the phenomenon of disagreement 

between omics that we described in our work on MONET. 

Besides multi-omic clustering, there are other multi-omic analysis problems that received less 

attention. Specifically, we are not aware of any multi-omic classification algorithm that performs 

better than concatenating features from different omics and applying single-omic classification 

methods. Another important problem is multi-omic visualization. This problem is related to 

multi-omic dimension reduction, and can be thought of as dimension reduction into two or three 

dimensions, but the objective in this task is very different from that of dimension reduction. 

While there are several methods for multi-omic dimension reduction [132], [133], including 

methods that are also used for multi-omic clustering, work on visualization is scarce [134], [135]. 

7.6.2. Single-cell analysis 

Single-cell methods offer diverse algorithmic problems, and indeed single-cell analysis is a field 

that enjoys the interest of a growing number of computational researchers. scHi-C datasets are 

still scarce, and only a handful of experimental groups have the technical expertise and resources 

to create new data. Nonetheless, several methods have been developed recently that attempt 

to increase the resolution of single-cell data, and detect structural entities such as TADs and 

loops [125]–[127]. The approach we presented for single-cell relies heavily on the presence of 
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many replicating cells, an assumption that is valid in embryonic development but is not valid for 

almost all mature tissues. Methods that cluster scHi-C data by looking directly on the genome 

organization, and not on the replication-dependent number of reads, are much needed.  

We use the coverage (number of reads) of different genomic bins to analyze scHi-C data. This 

approach is not specific to Hi-C, and can be readily extended to other single-cell omics data. 

Indeed, we performed proof-of-concept studies on applying this approach to single-cell 

methylation data, and think that with some adaptations it can also be applied to single-cell ATAC. 

The latter data type is somewhat more challenging, because the number of reads is part of the 

ATAC assay’s output, and is affected by the openness of a genomic region. Distinguishing 

between changes in the number of reads that are due to openness and those that are due to 

copy number is imperative to extend our approach to ATAC data. 

7.6.3. Single-cell multi-omics 

Since our work involves multi-omic data and single-cell data, a natural extension of it would be 

for single-cell multi-omic data, where multiple omics are measured at single-cell resolution. Our 

work included one such analysis, when we applied MONET to scRNA and single-cell methylation 

from single cells. Until just a couple of years ago only a handful of labs could produce such data 

[136], [137]. Only now the relevant experimental methods are becoming more widespread, and 

still for a small subset of omics. Most notable is the combination of single-cell RNA and ATAC, for 

which a commercial product is now available, making it the most common multi-omic single-cell 

data [138]. Multi-omic single-cell data has recently been chosen as the “Method of the Year” by 

Nature Methods, one of the leading journals for novel methodology [139], and experimental 

methods for the analysis of such data are now a hot area of research. All the approaches we 

presented in this work can be extended to this new data type – either by adapting the multi-omic 

methods for single-cell data, or by adapting the single-cell methods to multi-omic data. 

  



128 

 

 References 
[1] N. Rappoport and R. Shamir, “Multi-omic and multi-view clustering algorithms: review 

and cancer benchmark,” Nucleic Acids Res., vol. 46, no. 20, pp. 10546–10562, Nov. 2018, 
doi: 10.1093/nar/gky889. 

[2] N. Rappoport and R. Shamir, “NEMO: cancer subtyping by integration of partial multi-
omic data,” Bioinformatics, vol. 35, no. 18, pp. 3348–3356, Sep. 2019, doi: 
10.1093/bioinformatics/btz058. 

[3] N. Rappoport and R. Shamir, “Inaccuracy of the log-rank approximation in cancer data 
analysis,” Mol. Syst. Biol., vol. 15, no. 8, p. e8754, Aug. 2019, doi: 
10.15252/msb.20188754. 

[4] N. Rappoport, R. Safra, and R. Shamir, “MONET: Multi-omic module discovery by omic 
selection,” PLOS Comput. Biol., vol. 16, no. 9, p. e1008182, 2020, doi: 
10.1371/journal.pcbi.1008182. 

[5] J. D. Morris and C. K. Payne, “Microscopy and Cell Biology: New Methods and New 
Questions,” Annu. Rev. Phys. Chem., vol. 70, no. 1, pp. 199–218, 2019, doi: 
10.1146/annurev-physchem-042018-052527. 

[6] M. S. Smyth and J. H. J. Martin, “x Ray crystallography,” Mol. Pathol., vol. 53, no. 1, pp. 8–
14, Feb. 2000. 

[7] F. Crick, “Central Dogma of Molecular Biology,” Nature, vol. 227, no. 5258, Art. no. 5258, 
Aug. 1970, doi: 10.1038/227561a0. 

[8] B. E. Stranger and E. T. Dermitzakis, “From DNA to RNA to disease and back: The ‘central 
dogma’ of regulatory disease variation,” Hum. Genomics, vol. 2, no. 6, pp. 383–390, Jun. 
2006, doi: 10.1186/1479-7364-2-6-383. 

[9] K. Danna and D. Nathans, “Specific cleavage of simian virus 40 DNA by restriction 
endonuclease of Hemophilus influenzae *,” Proc. Natl. Acad. Sci., vol. 68, no. 12, pp. 
2913–2917, Dec. 1971, doi: 10.1073/pnas.68.12.2913. 

[10] U. E. Loening, “The determination of the molecular weight of ribonucleic acid by 
polyacrylamide-gel electrophoresis. The effects of changes in conformation,” Biochem. J., 
vol. 113, no. 1, pp. 131–138, Jun. 1969. 

[11] S. Deepak et al., “Real-Time PCR: Revolutionizing Detection and Expression Analysis of 
Genes,” Curr. Genomics, vol. 8, no. 4, pp. 234–251, Jun. 2007. 

[12] O. Smithies, “An improved procedure for starch-gel electrophoresis: further variations in 
the serum proteins of normal individuals,” Biochem. J., vol. 71, no. 3, pp. 585–587, Mar. 
1959, doi: 10.1042/bj0710585. 

[13] F. Sanger, S. Nicklen, and A. R. Coulson, “DNA sequencing with chain-terminating 
inhibitors,” Proc. Natl. Acad. Sci. U. S. A., vol. 74, no. 12, pp. 5463–5467, Dec. 1977. 

[14] M. Schena, D. Shalon, R. W. Davis, and P. O. Brown, “Quantitative monitoring of gene 
expression patterns with a complementary DNA microarray,” Science, vol. 270, no. 5235, 
pp. 467–470, Oct. 1995, doi: 10.1126/science.270.5235.467. 

[15] J. Shendure et al., “DNA sequencing at 40: past, present and future,” Nature, vol. 550, no. 
7676, Art. no. 7676, Oct. 2017, doi: 10.1038/nature24286. 

[16] Z. Wang, M. Gerstein, and M. Snyder, “RNA-Seq: a revolutionary tool for transcriptomics,” 
Nat. Rev. Genet., vol. 10, no. 1, pp. 57–63, Jan. 2009, doi: 10.1038/nrg2484. 

[17] S. Motameny, S. Wolters, P. Nürnberg, and B. Schumacher, “Next Generation Sequencing 
of miRNAs – Strategies, Resources and Methods,” Genes, vol. 1, no. 1, pp. 70–84, Jun. 
2010, doi: 10.3390/genes1010070. 

[18] A. Chowdhary, V. Satagopam, and R. Schneider, “Long Non-coding RNAs: Mechanisms, 
Experimental, and Computational Approaches in Identification, Characterization, and 
Their Biomarker Potential in Cancer,” Front. Genet., vol. 12, 2021, Accessed: Jun. 05, 2023. 
[Online]. Available: https://www.frontiersin.org/articles/10.3389/fgene.2021.649619 



129 

 

[19] A. L. Mattei, N. Bailly, and A. Meissner, “DNA methylation: a historical perspective,” 
Trends Genet. TIG, vol. 38, no. 7, pp. 676–707, Jul. 2022, doi: 10.1016/j.tig.2022.03.010. 

[20] P. J. Park, “ChIP–seq: advantages and challenges of a maturing technology,” Nat. Rev. 
Genet., vol. 10, no. 10, Art. no. 10, Oct. 2009, doi: 10.1038/nrg2641. 

[21] M. Tsompana and M. J. Buck, “Chromatin accessibility: a window into the genome,” 
Epigenetics Chromatin, vol. 7, no. 1, p. 33, Nov. 2014, doi: 10.1186/1756-8935-7-33. 

[22] B. Aslam, M. Basit, M. A. Nisar, M. Khurshid, and M. H. Rasool, “Proteomics: Technologies 
and Their Applications,” J. Chromatogr. Sci., vol. 55, no. 2, pp. 182–196, Feb. 2017, doi: 
10.1093/chromsci/bmw167. 

[23] C. H. Johnson, J. Ivanisevic, and G. Siuzdak, “Metabolomics: beyond biomarkers and 
towards mechanisms,” Nat. Rev. Mol. Cell Biol., vol. 17, no. 7, Art. no. 7, Jul. 2016, doi: 
10.1038/nrm.2016.25. 

[24] I. Trbojević-Akmačić et al., “High-Throughput Glycomic Methods,” Chem. Rev., vol. 122, 
no. 20, pp. 15865–15913, Oct. 2022, doi: 10.1021/acs.chemrev.1c01031. 

[25] S. Goodwin, J. D. McPherson, and W. R. McCombie, “Coming of age: ten years of next-
generation sequencing technologies,” Nat. Rev. Genet., vol. 17, no. 6, pp. 333–351, May 
2016, doi: 10.1038/nrg.2016.49. 

[26] R. R. Schaller, “Moore’s law: past, present and future,” IEEE Spectr., vol. 34, no. 6, pp. 52–
59, Jun. 1997, doi: 10.1109/6.591665. 

[27] I. H. Sarker, “Machine Learning: Algorithms, Real-World Applications and Research 
Directions,” SN Comput. Sci., vol. 2, no. 3, p. 160, Mar. 2021, doi: 10.1007/s42979-021-
00592-x. 

[28] V. N. Vapnik, “An overview of statistical learning theory,” IEEE Trans. Neural Netw., vol. 
10, no. 5, pp. 988–999, Sep. 1999, doi: 10.1109/72.788640. 

[29] A. Saxena et al., “A review of clustering techniques and developments,” Neurocomputing, 
vol. 267, pp. 664–681, Dec. 2017, doi: 10.1016/j.neucom.2017.06.053. 

[30] G. Munjal, M. Hanmandlu, and S. Srivastava, “Phylogenetics Algorithms and Applications,” 
Ambient Commun. Comput. Syst., vol. 904, pp. 187–194, Dec. 2018, doi: 10.1007/978-
981-13-5934-7_17. 

[31] H. Li and N. Homer, “A survey of sequence alignment algorithms for next-generation 
sequencing,” Brief. Bioinform., vol. 11, no. 5, pp. 473–483, Sep. 2010, doi: 
10.1093/bib/bbq015. 

[32] J. Gauthier, A. T. Vincent, S. J. Charette, and N. Derome, “A brief history of bioinformatics,” 
Brief. Bioinform., vol. 20, no. 6, pp. 1981–1996, Nov. 2019, doi: 10.1093/bib/bby063. 

[33] I. M. Johnstone and D. M. Titterington, “Statistical challenges of high-dimensional data,” 
Philos. Trans. R. Soc. Math. Phys. Eng. Sci., vol. 367, no. 1906, pp. 4237–4253, Nov. 2009, 
doi: 10.1098/rsta.2009.0159. 

[34] K. J. Karczewski and M. P. Snyder, “Integrative omics for health and disease,” Nat. Rev. 
Genet., vol. 19, no. 5, Art. no. 5, May 2018, doi: 10.1038/nrg.2018.4. 

[35] P. T. Spellman et al., “Comprehensive identification of cell cycle-regulated genes of the 
yeast Saccharomyces cerevisiae by microarray hybridization,” Mol. Biol. Cell, vol. 9, no. 
12, pp. 3273–3297, Dec. 1998, doi: 10.1091/mbc.9.12.3273. 

[36] S. Horvath, “DNA methylation age of human tissues and cell types,” Genome Biol., vol. 14, 
no. 10, p. R115, 2013, doi: 10.1186/gb-2013-14-10-r115. 

[37] G. Hannum et al., “Genome-wide Methylation Profiles Reveal Quantitative Views of 
Human Aging Rates,” Mol. Cell, vol. 49, no. 2, pp. 359–367, Jan. 2013, doi: 
10.1016/j.molcel.2012.10.016. 

[38] T. Geiger et al., “Initial quantitative proteomic map of 28 mouse tissues using the SILAC 
mouse,” Mol. Cell. Proteomics MCP, vol. 12, no. 6, pp. 1709–1722, Jun. 2013, doi: 
10.1074/mcp.M112.024919. 



130 

 

[39] M. Bersanelli et al., “Methods for the integration of multi-omics data: mathematical 
aspects,” BMC Bioinformatics, vol. 17, no. 2, p. S15, Jan. 2016, doi: 10.1186/s12859-015-
0857-9. 

[40] K. Tomczak, P. Czerwińska, and M. Wiznerowicz, “The Cancer Genome Atlas (TCGA): an 
immeasurable source of knowledge,” Contemp. Oncol., vol. 19, no. 1A, pp. A68–A77, 
2015, doi: 10.5114/wo.2014.47136. 

[41] Z. Momeni, E. Hassanzadeh, M. Saniee Abadeh, and R. Bellazzi, “A survey on single and 
multi omics data mining methods in cancer data classification,” J. Biomed. Inform., vol. 
107, p. 103466, Jul. 2020, doi: 10.1016/j.jbi.2020.103466. 

[42] J. N. Weinstein et al., “The Cancer Genome Atlas Pan-Cancer analysis project,” Nat. 
Genet., vol. 45, no. 10, Art. no. 10, Oct. 2013, doi: 10.1038/ng.2764. 

[43] F. W. Albert and L. Kruglyak, “The role of regulatory variation in complex traits and 
disease,” Nat. Rev. Genet., vol. 16, no. 4, pp. 197–212, Apr. 2015, doi: 10.1038/nrg3891. 

[44] A. C. Nica and E. T. Dermitzakis, “Expression quantitative trait loci: present and future,” 
Philos. Trans. R. Soc. B Biol. Sci., vol. 368, no. 1620, p. 20120362, Jun. 2013, doi: 
10.1098/rstb.2012.0362. 

[45] S. Villicaña and J. T. Bell, “Genetic impacts on DNA methylation: research findings and 
future perspectives,” Genome Biol., vol. 22, no. 1, p. 127, Apr. 2021, doi: 10.1186/s13059-
021-02347-6. 

[46] A. Adan, G. Alizada, Y. Kiraz, Y. Baran, and A. Nalbant, “Flow cytometry: basic principles 
and applications,” Crit. Rev. Biotechnol., vol. 37, no. 2, pp. 163–176, Mar. 2017, doi: 
10.3109/07388551.2015.1128876. 

[47] A. Tanay and A. Regev, “Scaling single-cell genomics from phenomenology to 
mechanism,” Nature, vol. 541, no. 7637, Art. no. 7637, Jan. 2017, doi: 
10.1038/nature21350. 

[48] B. Hwang, J. H. Lee, and D. Bang, “Single-cell RNA sequencing technologies and 
bioinformatics pipelines,” Exp. Mol. Med., vol. 50, no. 8, Art. no. 8, Aug. 2018, doi: 
10.1038/s12276-018-0071-8. 

[49] E. Z. Macosko et al., “Highly Parallel Genome-wide Expression Profiling of Individual Cells 
Using Nanoliter Droplets,” Cell, vol. 161, no. 5, pp. 1202–1214, May 2015, doi: 
10.1016/j.cell.2015.05.002. 

[50] G. X. Y. Zheng et al., “Massively parallel digital transcriptional profiling of single cells,” Nat. 
Commun., vol. 8, no. 1, Art. no. 1, Jan. 2017, doi: 10.1038/ncomms14049. 

[51] S. Baek and I. Lee, “Single-cell ATAC sequencing analysis: From data preprocessing to 
hypothesis generation,” Comput. Struct. Biotechnol. J., vol. 18, pp. 1429–1439, Jan. 2020, 
doi: 10.1016/j.csbj.2020.06.012. 

[52] A. A. Galitsyna and M. S. Gelfand, “Single-cell Hi-C data analysis: safety in numbers,” Brief. 
Bioinform., vol. 22, no. 6, p. bbab316, Nov. 2021, doi: 10.1093/bib/bbab316. 

[53] J. Ahn, S. Heo, J. Lee, and D. Bang, “Introduction to Single-Cell DNA Methylation Profiling 
Methods,” Biomolecules, vol. 11, no. 7, p. 1013, Jul. 2021, doi: 10.3390/biom11071013. 

[54] R. Jiang, T. Sun, D. Song, and J. J. Li, “Statistics or biology: the zero-inflation controversy 
about scRNA-seq data,” Genome Biol., vol. 23, no. 1, p. 31, Jan. 2022, doi: 
10.1186/s13059-022-02601-5. 

[55] T. Kim, I. R. Chen, Y. Lin, A. Y.-Y. Wang, J. Y. H. Yang, and P. Yang, “Impact of similarity 
metrics on single-cell RNA-seq data clustering,” Brief. Bioinform., vol. 20, no. 6, pp. 2316–
2326, Nov. 2019, doi: 10.1093/bib/bby076. 

[56] C. Ahlmann-Eltze and W. Huber, “Comparison of transformations for single-cell RNA-seq 
data,” Nat. Methods, vol. 20, no. 5, Art. no. 5, May 2023, doi: 10.1038/s41592-023-01814-
1. 



131 

 

[57] O. Ben-Kiki, A. Bercovich, A. Lifshitz, and A. Tanay, “Metacell-2: a divide-and-conquer 
metacell algorithm for scalable scRNA-seq analysis,” Genome Biol., vol. 23, no. 1, p. 100, 
Apr. 2022, doi: 10.1186/s13059-022-02667-1. 

[58] S. Sun, J. Zhu, Y. Ma, and X. Zhou, “Accuracy, robustness and scalability of dimensionality 
reduction methods for single-cell RNA-seq analysis,” Genome Biol., vol. 20, no. 1, p. 269, 
Dec. 2019, doi: 10.1186/s13059-019-1898-6. 

[59] Y. Baran et al., “MetaCell: analysis of single-cell RNA-seq data using K-nn graph 
partitions,” Genome Biol., vol. 20, no. 1, p. 206, Oct. 2019, doi: 10.1186/s13059-019-1812-
2. 

[60] H. Ritchie, F. Spooner, and M. Roser, “Causes of death,” Our World Data, Feb. 2018, 
Accessed: Jun. 05, 2023. [Online]. Available: https://ourworldindata.org/causes-of-death 

[61] J. Ma, E. M. Ward, R. L. Siegel, and A. Jemal, “Temporal Trends in Mortality in the United 
States, 1969-2013,” JAMA, vol. 314, no. 16, pp. 1731–1739, Oct. 2015, doi: 
10.1001/jama.2015.12319. 

[62] C. Mattiuzzi and G. Lippi, “Current Cancer Epidemiology,” J. Epidemiol. Glob. Health, vol. 
9, no. 4, pp. 217–222, Dec. 2019, doi: 10.2991/jegh.k.191008.001. 

[63] M. A. Feitelson et al., “Sustained proliferation in cancer: mechanisms and novel 
therapeutic targets,” Semin. Cancer Biol., vol. 35, no. Suppl, pp. S25–S54, Dec. 2015, doi: 
10.1016/j.semcancer.2015.02.006. 

[64] D. Hanahan and R. A. Weinberg, “The hallmarks of cancer,” Cell, vol. 100, no. 1, pp. 57–
70, Jan. 2000, doi: 10.1016/s0092-8674(00)81683-9. 

[65] D. Hanahan and R. A. Weinberg, “Hallmarks of Cancer: The Next Generation,” Cell, vol. 
144, no. 5, pp. 646–674, Mar. 2011, doi: 10.1016/j.cell.2011.02.013. 

[66] D. Hanahan, “Hallmarks of Cancer: New Dimensions,” Cancer Discov., vol. 12, no. 1, pp. 
31–46, Jan. 2022, doi: 10.1158/2159-8290.CD-21-1059. 

[67] E. Martínez, K. Yoshihara, H. Kim, G. M. Mills, V. Treviño, and R. G. Verhaak, “Comparison 
of gene expression patterns across twelve tumor types identifies a cancer supercluster 
characterized by TP53 mutations and cell cycle defects,” Oncogene, vol. 34, no. 21, pp. 
2732–2740, May 2015, doi: 10.1038/onc.2014.216. 

[68] T. A. Baudino, “Targeted Cancer Therapy: The Next Generation of Cancer Treatment,” 
Curr. Drug Discov. Technol., vol. 12, no. 1, pp. 3–20, 2015, doi: 
10.2174/1570163812666150602144310. 

[69] A. M. Tsimberidou, E. Fountzilas, M. Nikanjam, and R. Kurzrock, “Review of precision 
cancer medicine: Evolution of the treatment paradigm,” Cancer Treat. Rev., vol. 86, p. 
102019, Jun. 2020, doi: 10.1016/j.ctrv.2020.102019. 

[70] O. Yersal and S. Barutca, “Biological subtypes of breast cancer: Prognostic and therapeutic 
implications,” World J. Clin. Oncol., vol. 5, no. 3, pp. 412–424, Aug. 2014, doi: 
10.5306/wjco.v5.i3.412. 

[71] J. J. Jimenez, R. S. Chale, A. C. Abad, and A. V. Schally, “Acute promyelocytic leukemia 
(APL): a review of the literature,” Oncotarget, vol. 11, no. 11, pp. 992–1003, Mar. 2020, 
doi: 10.18632/oncotarget.27513. 

[72] X. An, A. K. Tiwari, Y. Sun, P.-R. Ding, C. R. Ashby, and Z.-S. Chen, “BCR-ABL tyrosine kinase 
inhibitors in the treatment of Philadelphia chromosome positive chronic myeloid 
leukemia: A review,” Leuk. Res., vol. 34, no. 10, pp. 1255–1268, Oct. 2010, doi: 
10.1016/j.leukres.2010.04.016. 

[73] L. J. van ’t Veer et al., “Gene expression profiling predicts clinical outcome of breast 
cancer,” Nature, vol. 415, no. 6871, pp. 530–536, Jan. 2002, doi: 10.1038/415530a. 

[74] C. M. Perou et al., “Molecular portraits of human breast tumours,” Nature, vol. 406, no. 
6797, Art. no. 6797, Aug. 2000, doi: 10.1038/35021093. 

[75] D. C. Koboldt et al., “Comprehensive molecular portraits of human breast tumours,” 
Nature, vol. 490, no. 7418, Art. no. 7418, Oct. 2012, doi: 10.1038/nature11412. 



132 

 

[76] Cancer Genome Atlas Research Network, “Integrated genomic analyses of ovarian 
carcinoma,” Nature, vol. 474, no. 7353, pp. 609–615, Jun. 2011, doi: 
10.1038/nature10166. 

[77] Cancer Genome Atlas Network, “Genomic Classification of Cutaneous Melanoma,” Cell, 
vol. 161, no. 7, pp. 1681–1696, Jun. 2015, doi: 10.1016/j.cell.2015.05.044. 

[78] Cancer Genome Atlas Network, “Comprehensive molecular characterization of human 
colon and rectal cancer,” Nature, vol. 487, no. 7407, pp. 330–337, Jul. 2012, doi: 
10.1038/nature11252. 

[79] M. C. de Souto, I. G. Costa, D. S. de Araujo, T. B. Ludermir, and A. Schliep, “Clustering 
cancer gene expression data: a comparative study,” BMC Bioinformatics, vol. 9, no. 1, p. 
497, Nov. 2008, doi: 10.1186/1471-2105-9-497. 

[80] R. Sharan, A. Maron-Katz, and R. Shamir, “CLICK and EXPANDER: a system for clustering 
and visualizing gene expression data,” Bioinformatics, vol. 19, no. 14, pp. 1787–1799, Sep. 
2003, doi: 10.1093/bioinformatics/btg232. 

[81] E. A. Collisson et al., “Comprehensive molecular profiling of lung adenocarcinoma,” 
Nature, vol. 511, no. 7511, Art. no. 7511, Jul. 2014, doi: 10.1038/nature13385. 

[82] K. A. Hoadley et al., “Cell-of-Origin Patterns Dominate the Molecular Classification of 
10,000 Tumors from 33 Types of Cancer,” Cell, vol. 173, no. 2, pp. 291-304.e6, Apr. 2018, 
doi: 10.1016/j.cell.2018.03.022. 

[83] C. J. Vaske et al., “Inference of patient-specific pathway activities from multi-dimensional 
cancer genomics data using PARADIGM,” Bioinformatics, vol. 26, no. 12, pp. i237–i245, 
Jun. 2010, doi: 10.1093/bioinformatics/btq182. 

[84] G. Chao, S. Sun, and J. Bi, “A Survey on Multiview Clustering,” IEEE Trans. Artif. Intell., vol. 
2, no. 2, pp. 146–168, Apr. 2021, doi: 10.1109/TAI.2021.3065894. 

[85] T. Cremer, C. Cremer, T. Schneider, H. Baumann, L. Hens, and M. Kirsch-Volders, “Analysis 
of chromosome positions in the interphase nucleus of Chinese hamster cells by laser-UV-
microirradiation experiments,” Hum. Genet., vol. 62, no. 3, pp. 201–209, 1982, doi: 
10.1007/BF00333519. 

[86] L. Manuelidis, “Individual interphase chromosome domains revealed by in situ 
hybridization,” Hum. Genet., vol. 71, no. 4, pp. 288–293, 1985, doi: 10.1007/BF00388453. 

[87] M. Cremer et al., “Multicolor 3D fluorescence in situ hybridization for imaging interphase 
chromosomes,” Methods Mol. Biol. Clifton NJ, vol. 463, pp. 205–239, 2008, doi: 
10.1007/978-1-59745-406-3_15. 

[88] J. Dekker, K. Rippe, M. Dekker, and N. Kleckner, “Capturing Chromosome Conformation,” 
Science, vol. 295, no. 5558, pp. 1306–1311, Feb. 2002, doi: 10.1126/science.1067799. 

[89] M. Simonis et al., “Nuclear organization of active and inactive chromatin domains 
uncovered by chromosome conformation capture-on-chip (4C),” Nat. Genet., vol. 38, no. 
11, pp. 1348–1354, Nov. 2006, doi: 10.1038/ng1896. 

[90] E. Lieberman-Aiden et al., “Comprehensive mapping of long range interactions reveals 
folding principles of the human genome,” Science, vol. 326, no. 5950, pp. 289–293, Oct. 
2009, doi: 10.1126/science.1181369. 

[91] M. J. Fullwood, C.-L. Wei, E. T. Liu, and Y. Ruan, “Next-generation DNA sequencing of 
paired-end tags (PET) for transcriptome and genome analyses,” Genome Res., vol. 19, no. 
4, pp. 521–532, Apr. 2009, doi: 10.1101/gr.074906.107. 

[92] M. R. Mumbach et al., “HiChIP: efficient and sensitive analysis of protein-directed genome 
architecture,” Nat. Methods, vol. 13, no. 11, Art. no. 11, Nov. 2016, doi: 
10.1038/nmeth.3999. 

[93] T.-H. S. Hsieh, A. Weiner, B. Lajoie, J. Dekker, N. Friedman, and O. J. Rando, “Mapping 
Nucleosome Resolution Chromosome Folding in Yeast by Micro-C,” Cell, vol. 162, no. 1, 
pp. 108–119, Jul. 2015, doi: 10.1016/j.cell.2015.05.048. 



133 

 

[94] E. Hildebrand and J. Dekker, “Mechanisms and functions of chromosome 
compartmentalization,” Trends Biochem. Sci., vol. 45, no. 5, pp. 385–396, May 2020, doi: 
10.1016/j.tibs.2020.01.002. 

[95] T. Misteli, “The Self-Organizing Genome: Principles of Genome Architecture and 
Function,” Cell, vol. 183, no. 1, pp. 28–45, Oct. 2020, doi: 10.1016/j.cell.2020.09.014. 

[96] B. D. Pope et al., “Topologically associating domains are stable units of replication-timing 
regulation,” Nature, vol. 515, no. 7527, Art. no. 7527, Nov. 2014, doi: 
10.1038/nature13986. 

[97] S. S. P. Rao et al., “A 3D Map of the Human Genome at Kilobase Resolution Reveals 
Principles of Chromatin Looping,” Cell, vol. 159, no. 7, pp. 1665–1680, Dec. 2014, doi: 
10.1016/j.cell.2014.11.021. 

[98] J. A. Beagan and J. E. Phillips-Cremins, “On the existence and functionality of topologically 
associating domains,” Nat. Genet., vol. 52, no. 1, Art. no. 1, Jan. 2020, doi: 
10.1038/s41588-019-0561-1. 

[99] G. Fudenberg, M. Imakaev, C. Lu, A. Goloborodko, N. Abdennur, and L. A. Mirny, 
“Formation of Chromosomal Domains by Loop Extrusion,” Cell Rep., vol. 15, no. 9, pp. 
2038–2049, May 2016, doi: 10.1016/j.celrep.2016.04.085. 

[100] M. Ganji et al., “Real-time imaging of DNA loop extrusion by condensin,” Science, vol. 360, 
no. 6384, pp. 102–105, Apr. 2018, doi: 10.1126/science.aar7831. 

[101] M. Gabriele et al., “Dynamics of CTCF- and cohesin-mediated chromatin looping revealed 
by live-cell imaging,” Science, vol. 376, no. 6592, pp. 496–501, Apr. 2022, doi: 
10.1126/science.abn6583. 

[102] K. P. Eagen, “Principles of Chromosome Architecture Revealed by Hi-C,” Trends Biochem. 
Sci., vol. 43, no. 6, pp. 469–478, Jun. 2018, doi: 10.1016/j.tibs.2018.03.006. 

[103] A.-L. Valton and J. Dekker, “TAD disruption as oncogenic driver,” Curr. Opin. Genet. Dev., 
vol. 36, pp. 34–40, Feb. 2016, doi: 10.1016/j.gde.2016.03.008. 

[104] M. Spielmann, D. G. Lupiáñez, and S. Mundlos, “Structural variation in the 3D genome,” 
Nat. Rev. Genet., vol. 19, no. 7, Art. no. 7, Jul. 2018, doi: 10.1038/s41576-018-0007-0. 

[105] A. T. L. Lun and G. K. Smyth, “diffHic: a Bioconductor package to detect differential 
genomic interactions in Hi-C data,” BMC Bioinformatics, vol. 16, no. 1, p. 258, Aug. 2015, 
doi: 10.1186/s12859-015-0683-0. 

[106] H. Spemann and H. Mangold, “Induction of embryonic primordia by implantation of 
organizers from a different species. 1923,” Int. J. Dev. Biol., vol. 45, no. 1, pp. 13–38, 2001. 

[107] M. Boareto, “Patterning via local cell-cell interactions in developing systems,” Dev. Biol., 
vol. 460, no. 1, pp. 77–85, Apr. 2020, doi: 10.1016/j.ydbio.2019.12.008. 

[108] F. Spitz and E. E. M. Furlong, “Transcription factors: from enhancer binding to 
developmental control,” Nat. Rev. Genet., vol. 13, no. 9, Art. no. 9, Sep. 2012, doi: 
10.1038/nrg3207. 

[109] K. W. Rogers and A. F. Schier, “Morphogen Gradients: From Generation to Interpretation,” 
Annu. Rev. Cell Dev. Biol., vol. 27, no. 1, pp. 377–407, 2011, doi: 10.1146/annurev-cellbio-
092910-154148. 

[110] K. Takahashi et al., “Induction of Pluripotent Stem Cells from Adult Human Fibroblasts by 
Defined Factors,” Cell, vol. 131, no. 5, pp. 861–872, Nov. 2007, doi: 
10.1016/j.cell.2007.11.019. 

[111] R. D. Riddle, R. L. Johnson, E. Laufer, and C. Tabin, “Sonic hedgehog mediates the 
polarizing activity of the ZPA,” Cell, vol. 75, no. 7, pp. 1401–1416, Dec. 1993, doi: 
10.1016/0092-8674(93)90626-2. 

[112] Y. Litingtung and C. Chiang, “Control of Shh activity and signaling in the neural tube,” Dev. 
Dyn. Off. Publ. Am. Assoc. Anat., vol. 219, no. 2, pp. 143–154, Oct. 2000, doi: 
10.1002/1097-0177(2000)9999:9999<::aid-dvdy1050>3.3.co;2-h. 



134 

 

[113] N. Nishioka et al., “The Hippo signaling pathway components Lats and Yap pattern Tead4 
activity to distinguish mouse trophectoderm from inner cell mass,” Dev. Cell, vol. 16, no. 
3, pp. 398–410, Mar. 2009, doi: 10.1016/j.devcel.2009.02.003. 

[114] Y. Zeng and T. Chen, “DNA Methylation Reprogramming during Mammalian 
Development,” Genes, vol. 10, no. 4, p. 257, Mar. 2019, doi: 10.3390/genes10040257. 

[115] Z. D. Smith and A. Meissner, “DNA methylation: roles in mammalian development,” Nat. 
Rev. Genet., vol. 14, no. 3, pp. 204–220, Mar. 2013, doi: 10.1038/nrg3354. 

[116] A. Jambhekar, A. Dhall, and Y. Shi, “Roles and regulation of histone methylation in animal 
development,” Nat. Rev. Mol. Cell Biol., vol. 20, no. 10, Art. no. 10, Oct. 2019, doi: 
10.1038/s41580-019-0151-1. 

[117] A. Piunti and A. Shilatifard, “The roles of Polycomb repressive complexes in mammalian 
development and cancer,” Nat. Rev. Mol. Cell Biol., vol. 22, no. 5, pp. 326–345, May 2021, 
doi: 10.1038/s41580-021-00341-1. 

[118] M. Mittnenzweig et al., “A single-embryo, single-cell time-resolved model for mouse 
gastrulation,” Cell, vol. 184, no. 11, pp. 2825-2842.e22, May 2021, doi: 
10.1016/j.cell.2021.04.004. 

[119] B. Pijuan-Sala et al., “A single-cell molecular map of mouse gastrulation and early 
organogenesis,” Nature, vol. 566, no. 7745, Art. no. 7745, Feb. 2019, doi: 
10.1038/s41586-019-0933-9. 

[120] T. Nagano et al., “Single-cell Hi-C reveals cell-to-cell variability in chromosome structure,” 
Nature, vol. 502, no. 7469, Art. no. 7469, Oct. 2013, doi: 10.1038/nature12593. 

[121] T. Nagano et al., “Cell-cycle dynamics of chromosomal organization at single-cell 
resolution,” Nature, vol. 547, no. 7661, Art. no. 7661, Jul. 2017, doi: 
10.1038/nature23001. 

[122] T. J. Stevens et al., “3D structures of individual mammalian genomes studied by single-cell 
Hi-C,” Nature, vol. 544, no. 7648, Art. no. 7648, Apr. 2017, doi: 10.1038/nature21429. 

[123] V. Ramani et al., “Massively multiplex single-cell Hi-C,” Nat. Methods, vol. 14, no. 3, Art. 
no. 3, Mar. 2017, doi: 10.1038/nmeth.4155. 

[124] D.-S. Lee et al., “Simultaneous profiling of 3D genome structure and DNA methylation in 
single human cells,” Nat. Methods, vol. 16, no. 10, pp. 999–1006, Oct. 2019, doi: 
10.1038/s41592-019-0547-z. 

[125] J. Zhou et al., “Robust single-cell Hi-C clustering by convolution- and random-walk–based 
imputation,” Proc. Natl. Acad. Sci., vol. 116, no. 28, pp. 14011–14018, Jul. 2019, doi: 
10.1073/pnas.1901423116. 

[126] H.-J. Kim et al., “Capturing cell type-specific chromatin compartment patterns by applying 
topic modeling to single-cell Hi-C data,” PLOS Comput. Biol., vol. 16, no. 9, p. e1008173, 
Sep. 2020, doi: 10.1371/journal.pcbi.1008173. 

[127] R. Zhang, T. Zhou, and J. Ma, “Multiscale and integrative single-cell Hi-C analysis with 
Higashi,” Nat. Biotechnol., vol. 40, no. 2, Art. no. 2, Feb. 2022, doi: 10.1038/s41587-021-
01034-y. 

[128] R. Duan et al., “Evaluation and comparison of multi-omics data integration methods for 
cancer subtyping,” PLoS Comput. Biol., vol. 17, no. 8, p. e1009224, Aug. 2021, doi: 
10.1371/journal.pcbi.1009224. 

[129] C. Nießl, S. Hoffmann, T. Ullmann, and A.-L. Boulesteix, “Explaining the optimistic 
performance evaluation of newly proposed methods: A cross-design validation 
experiment,” Biom. J., vol. n/a, no. n/a, p. 2200238, doi: 10.1002/bimj.202200238. 

[130] H. G, G. M, and S. M, “Exact log-rank tests for unequal follow-up,” Biometrics, vol. 59, no. 
4, Dec. 2003, doi: 10.1111/j.0006-341x.2003.00132.x. 

[131] W. R, L. Sw, and G. Rj, “Testing and interval estimation for two-sample survival 
comparisons with small sample sizes and unequal censoring,” Biostat. Oxf. Engl., vol. 11, 
no. 4, Oct. 2010, doi: 10.1093/biostatistics/kxq021. 



135 

 

[132] J. Liu, C. Wang, J. Gao, and J. Han, “Multi-View Clustering via Joint Nonnegative Matrix 
Factorization,” in Proceedings of the 2013 SIAM International Conference on Data Mining 
(SDM), in Proceedings. Society for Industrial and Applied Mathematics, 2013, pp. 252–
260. doi: 10.1137/1.9781611972832.28. 

[133] H. Hotelling, “Relations Between Two Sets of Variates,” Biometrika, vol. 28, no. 3/4, pp. 
321–377, 1936, doi: 10.2307/2333955. 

[134] B. Xie, Y. Mu, and D. Tao, “m-SNE: multiview stochastic neighbor embedding,” in 
Proceedings of the 17th international conference on Neural information processing: 
theory and algorithms - Volume Part I, in ICONIP’10. Berlin, Heidelberg: Springer-Verlag, 
2010, pp. 338–346. 

[135] V. H. Do and S. Canzar, “A generalization of t-SNE and UMAP to single-cell multimodal 
omics,” Genome Biol., vol. 22, no. 1, p. 130, May 2021, doi: 10.1186/s13059-021-02356-
5. 

[136] C. Angermueller et al., “Parallel single-cell sequencing links transcriptional and epigenetic 
heterogeneity,” Nat. Methods, vol. 13, no. 3, pp. 229–232, Mar. 2016, doi: 
10.1038/nmeth.3728. 

[137] S. J. Clark et al., “scNMT-seq enables joint profiling of chromatin accessibility DNA 
methylation and transcription in single cells,” Nat. Commun., vol. 9, no. 1, Art. no. 1, Feb. 
2018, doi: 10.1038/s41467-018-03149-4. 

[138] Y. Hao et al., “Integrated analysis of multimodal single-cell data,” Cell, vol. 184, no. 13, pp. 
3573-3587.e29, Jun. 2021, doi: 10.1016/j.cell.2021.04.048. 

[139] “Method of the Year 2019: Single-cell multimodal omics,” Nat. Methods, vol. 17, no. 1, 
Art. no. 1, Jan. 2020, doi: 10.1038/s41592-019-0703-5. 

 

  





5. Single cell Hi-C identifies plastic chromosome conformations underlying the 

gastrulation enhancer landscape 

Nimrod Rappoport*, Elad Chomsky*, Takashi Nagano, Charlie Seibert, Yaniv Lubling, 

Yael Baran, Aviezer Lifshitz, Wing Leung, Zohar Mukamel, Ron Shamir, Peter Fraser, 

Amos Tanay; Accepted to Nature Communications. 

* denotes equal contribution. 

 יםחייב תהליכים אלהשל שושלות תאים.  תמסיבי התמיינותו בפרוליפרציההתפתחות עוברית כרוכה 

אפיגנטי, אבל האופן שבו ( reprogramming)על ידי שכפול כרומוזומים ותכנות מחדש להיתמך 

של  Hi-C-ורכישת גורל התא מאוזנים בתהליך זה אינו מובן היטב. כאן אנו משתמשים ב פרוליפרציה

עוברי עכברים לאחר  ם שלכדי למפות קונפורמציות כרומוזומליות בתאי( single-cell Hi-C)תא בודד 

שעתוק  תואמים של והמתאמים שלהם עם אטלסים התפלגויותלחקור את הכדי ו ,גסטרולציה

גלים שכרומוזומים עובריים מראים חתימה חזקה להפליא של מחזור התא. למרות עוברים. אנו מב

קשרים בין מקדמים ( וTADs) תטופולוגי-קשוריםדומיינים זאת, תזמון השכפול, מבנה הכרומוזומים, 

מהגרעינים מזוהים  10%-משתנים בין מצבים אפיגנטיים שונים. כ( promoter-enhancerומעצמים )

פרימיטיביים, המראים מבנה תא קומפקטי ומאורגן במיוחד. התאים הנותרים  כתאי דם אדומים

קשרים , אך TADsקשורים באופן נרחב לזהות אקטודרם ומזודרם, ומציגים רק התמיינות מתונה של 

אקטודרם ומזודרם. הנתונים מצביעים על מעצמים ב-מקדמיםמקומיים ספציפיים יותר במאות זוגות 

יכולות לרכוש במהירות קונפורמציות כרומוזומליות ספציפיות, ממוינות ריות כך שבעוד שושלות עוב

 מורכבים.מצבי מעצמים רוב התאים העובריים מראים חתימות פלסטיות המונעות על ידי 

  



 

 ביצועים הציג, מרובה תצוגה אלגוריתם, PCVים, החלקי הנתונים מבדיקות בחלק. חלקיים בנתונים

 היתרון את מדגימים אנו, לבסוף. חיוביים חלקיים ולנתונים יםאומיק ינלש מוגבל הוא אך, יותר טובים

 Acute Myeloidלוקמיה מיאלואידית חריפה ) חולי של חלקיים נתונים של מפורט בניתוח NEMO של

Leukemia האלגוריתם .)NEMO  קיבוץ נתונים  של קיימים מאלגוריתמים יותר הרבה ופשוט מהירהוא

 .איטרטיבית מאופטימיזציה ונמנע, מרובי אומיק

3. Inaccuracy of the log-rank approximation in cancer data analysis 

Nimrod Rappoport, Ron Shamir; Mol Syst Biol. (2019) 15: e8754. 

 וכאמצעי, הסרטן בחקר נרחב בשימוש נמצאת חולים של שונות קבוצות בין ההישרדות השוואת

 השוואות עבור ביותר הנפוץ הסטטיסטי המבחן. סרטןמחולי  קיבוץ של נתונים יתמיאלגור השוואה בין

 בגרסה משתמשים התוכנה כלי שרוב מראים אנו זו בעבודה. log-rank-ה מבחן הוא זה מסוג

שנמצאים  החולים מספר עם נתוניםבסיסי ב מדויקת לא מאוד שהיא, המבחן של אסימפטוטית

, התוצאות פריזים במובהקותמ המדווחים מובהקותה ערכי כי מראים אנו. בבסיסי נתונים של סרטן

 מדויקת לבדיקהמימוש  ומספקים, זו בדיקה באמצעות שנעשו קודמות שווא תגליותמצביעים על 

 .קבוצות מספר עבור

4. MONET: Multi-omic module discovery by omic selection 

Nimrod Rappoport, Roy Safra, Ron Shamir; PLOS Computational Biology 16(9): 

e1008182. 

 סוגי מספר נמדדים שבהם נתונים מערכי יצירת תומאפשר יתויניס בביולוגיהעכשוויות  תיוהתקדמו

 נתונים מערכי של אינטגרטיבי ניתוח. עבור כל דגימה( אומיקים הנקראים)פני כל הגנום -על נתונים

 את לשפר יכולים, ספציפי באופן כאלה נתונים כיבמערקיבוץ דגימות ו, כללי באופן מרובי אומיק

 את מציגים אנו זו בעבודה. מחלות של שונים סוגים-תת ולגלות ביולוגיים תהליכים של שלנו ההבנה

 של מודולים מגלה MONET. קיבוץ נתונים מרובי אומיקל ייחודית גישה המציג, MONETהאלגוריתם 

 נבדלת זו גישה. אומיקיםה של קבוצה-תת עבוררשאי להוות קיבוץ רק  מודול שכל כך, דומות דגימות

 וממספר, אומיקיםה כל פני על משותףקיבוץ  מבנה מניחים אשר, הקיימיםקיבוץ ה אלגוריתמי מרוב

, מדומים נתונים על בהרחבה MONET את בדקנו. שוניםקיבוץ  מבנימדלים המ עדכניים אלגוריתמים

-ל כי מראה שלנו הניתוח. TCGA-מ סרטן שלמרובי אומיק  נתונים מערכי עשרה ועל תמונותנתוני  על

MONET את מדגימים אנו. אחרות לקיבוץ נתונים מרובי אומיק שיטותביצועים טובים ביחס ל 

 ציסטסרטן מסוג  עבורתוצאותיו  ניתוח ידי על MONET של והקלינית הביולוגית הרלוונטיות

 גנים לקבץ יכול, חסרים לנתוניםעמיד  MONET כי מראים גם אנו. השחלות של דנוקרצינומהא

 העבודה. מרובי אומיק מתאים בודדים בנתונים תאים סוגי של מודולים ולחשוף בנתונים מרובי אומיק,

 ידי על המסופקות לאלו משלימות תוצאות לספק שיכול ערך רב כלי הוא MONET כי מראה שלנו

  .נתונים מרובי אומיק לניתוח קיימים אלגוריתמים



 

 תקציר המאמרים הכלולים בתזה

 : תקצירי המאמרים עליהם מבוססת עבודה זולהלן 

1. Multi-omic and multi-view clustering algorithms: review and cancer benchmark 

Nimrod Rappoport, Ron Shamir; Nucleic Acids Research, Volume 46, Issue 20, 16 

November 2018, Pages 10546–10562. 

 נתוניםבסיסי  לאיסוף( high-throughput) גבוהה-בתפוקה ניסוייות בשיטות שימוש נעשהלאחרונה 

 כבעל הוכח (single-omicבודד ) אומיק של נתוניםבסיסי  של( clusteringקיבוץ ). גדולים רפואיים-ביו

 גבוהה תפוקה עם נוספות שיטות של והפיתוח היורדת העלות. ורפואי ביולוגי מחקר עבור רב ערך

 ישמרובי אומיק  נתוניםלקיבוץ . (multi-omicם מרובי אומיק )נתוני של מדידה כעת מאפשרים

. םוביולוגיי חישוביים אתגרים מעורר הוא אך, המערכתית הברמ נוספות תובנות לחשוף פוטנציאל

 ביישום מפתח בסוגיות ודנים, מרובי אומיק לקיבוץ נתונים אלגוריתמיםסוקרים  אנו, בעבודה זו

 שיטות גם כמו, אומיק נתוני עבור במיוחד שפותחו שיטות מכסה שלנו הסקירה. הללו האלגוריתמים

 machine) מכונה למידת ת המחקר שלבקהיל שפותחו גנריות (multi-viewתצוגה ) מרובות

learning )מ סרטן בנתוני שימוש תוך, בנוסף. נתונים סוגי מספר של משותףקיבוץ ל-TCGA ,אנו 

 את ומספק, שונים סרטן סוגי עשרה פני על המשתרע נרחב( benchmarkהשוואת ביצועים ) מבצעים

 התוצאות. מרובי אומיק ומרובי תצוגה מובילים אלגוריתמים של הראשונה השיטתית ההשוואה

 של הכוח, קיבוץ אסטרטגיית בחירת, רבים מול יחידאומיק ב לשימוש בנוגע מפתח סוגיות מדגישות

. הפתרון איכות למדידת קורביםמ (p-valuesמובהקות ) בערכי ושימוש גנריותמרובות תצוגה  שיטות

 להתקדמות חשובים יהיו אלו נושאים כי מצפים אנו, אומיק מרובים בנתוני הגובר השימוש בשל

 .בתחום עתידית

2. NEMO: cancer subtyping by integration of partial multi-omic data 

Nimrod Rappoport, Ron Shamir; Bioinformatics, Volume 35, Issue 18, September 

2019, Pages 3348–3356.  

. בודדים קאומי נתוני של מולקולרי אפיון סמך על כלל בדרך הוגדרו סרטן של סוגים תתימוטיבציה: 

 הגדרת. ( נעשות זמינותcohortעוקבה ) אותה עבור אומיק פרופילי מספר של מדידות ,ויותר יותר

, סרטן לגבי שלנו ההבנה את לשפר עשויהמרובי אומיק  נתונים באמצעות סרטן ם שלסוגי-יתת

 .לחולים יותר מדויק טיפול ולהציע

מאפיין חשוב של . קיבוץ נתונים מרובי אומיקיםל חדשני אלגוריתם, NEMO את מציגים אנותוצאות: 

NEMO עבור נתונים יש מהמטופלים לחלק בהם ,חלקיים נתונים מערכי עללהפעיל אותו  ניתןהוא ש 

 מקיפות בבדיקות. (imputationהערכה של הנתונים החסרים ) לבצע מבלי, אומיקיםה של קבוצה-תת

 דומות תוצאות השיג NEMO, חולים 3168 פני על המשתרעים סרטן של נתונים מערכי עשרה על

 שיפור והראה ,מלאיםקיבוץ נתונים מרובי אומיק  של מתקדמים אלגוריתמים תשעה מבין טובל



 

  



 

 תוצאות

נתונים מתאים בודדים. ספציפית, בתיזה זו אנו מפתחים אלגוריתמים לניתוח נתונים מרובי אומיק, ו

המבנה המרחבי של רטן מנתונים מרובי אומיק, ואפיון הבעיות שאנו בוחנים הן הגדרת תתי סוגי ס

 התפתחות עוברית של עכבר באמצעות נתונים מתאים בודדים.ב הגנום

אנו מבצעים השוואה בין אלגוריתמים להגדרת תתי סוגים של סרטן באמצעות נתונים מרובי  2בפרק 

בור מידע ביולוגי, והן ו בוחנים הן אלגוריתמים שפותחו במיוחד עחנאומיק. לצורך ההשוואה אנ

אלגוריתמים שפותחו על ידי קהילת המחקר שחוקרת למידת מכונה שלא בהקשר ביולוגי. אנו מראים 

לא תמיד שאלגוריתמים שפותחו עבור נתונים ביולוגיים הם לאו דווקא בעלי ביצועים טובים יותר, וש

 כדאי להשתמש בכל סוגי האומיק הזמינים.

, עבור הגדרת תתי סוגים של סרטן. אנו מראים את NEMOאנו מציגים אלגוריתם שפיתחנו,  3בפרק 

פני עשרה סוגי סרטן שונים. כמו כן, אנו -ביחס לאלגוריתמים אחרים על NEMOביצועיו הטובים של 

 מסוגל לעבוד על מאגרי מידע חלקיים, בהם עבור חלק מהדגימות נמדדו רק חלק NEMOמראים כיצד 

של סרטן דם מסוג לוקמיה  םעל מנת להגדיר תתי סוגי NEMO-מהאומיקים. לבסוף, אנו משתמשים ב

 מיאלואידית חריפה.

המבחן הוא מבחן אנו מציגים בעיה במבחן סטטיסטי שמשווה בין שרידות של קבוצות.  4בפרק 

יותר( מערכי הקים באסימפטוטי, ואנו מראים שערכי המובהקות המדווחים הם נמוכים )כלומר, מו

 מדויקת של המבחן.אנו מספקים מימוש עבור גרסה בנוסף המובהקות האמיתיים. 

, אלגוריתם נוסף שפיתחנו עבור הגדרת תתי סוגים של סרטן מנתונים מרובי MONET-עוסק ב 5פרק 

 MONET, לפיהן לא תמיד כדאי להשתמש בכל סוגי האומיק, 2אומיק. לאור התוצאות שהוצגו בפרק 

בוצות של חולי סרטן שדומים זה לזה רק בתת קבוצה של האומיקים הזמינים. אנו משווים את מוצא ק

MONET השחלות של דנוקרצינומהא ציסטנתחים באמצעותו נתוני סרטן של לאלגוריתמים אחרים ומ .

על נתונים שהם גם מרובי אומיקים וגם מתאים בודדים בתהליך  MONETבנוסף, אנחנו מפעילים את 

 עוזר לאפיין תהליכים אפיגנטיים בהתמיינות. MONETות העוברית, ומראים כיצד ההתפתח

עוסק בנתונים מתאים בודדים, כאשר הנתון הנמדד מהם הוא המבנה המרחבי של הגנום שלהם.  6פרק 

, זההתאים נלקחו מעוברי עכבר בני תשעה ימים. אנו מפתחים שיטות ניתוח ייעודיות עבור סוג נתונים 

שונה מהותית מתאים אחרים. בנוסף, אנו  DNAומראים שתאי הדם של עוברי עכבר הם בעלי מבנה 

מוצאים חלוקה של שאר תאי העכבר לקבוצות תאים בעלות מבנה דומה, תוך התחשבות בשינויים 

גנום כתוצאה ממחזור התא. לסיום, אנו מראים כיצד מבנה הגנום מתקשר ב מתרחשיםהמרחביים ש

 קרה אפיגנטיות אחרות בעת ההתפתחות העוברית.לשכבות ב

 

  



 

 רקע כללי

פיתוח כלים טכנולוגיים, שאפשרו למדוד ולאפיין לצד מאז ומעולם המחקר הביולוגי והרפואי התקדם 

ומעבר למחקר מערכות ביולוגיות בדיוק הולך וגובר. טכנולוגיות אלה התאפיינו ברזולוציה הולכת וגדלה, 

בצע החלו להתפתח שיטות שמאפשרות ל 20-לקראת סוף המאה הית. שמתבצע ברמה המולקולר

, ולאור DNAעשרות אלפי מדידות מולקולריות על קבוצת תאים. עם התפתחות טכנולוגיית ריצוף 

 DNAהוזלתה המהירה, שיטות שמסוגלות לבצע מדידות רבות על קבוצת תאים תוך שימוש בריצוף 

 .(omic) מידע מסוג מסוים, אשר נקרא "אומיק" כל שיטה כזו אוספת נעשו נפוצות יותר.

הסוג הובילו להיווצרות של שני סוגי מאגרי מידע ייחודיים. למדידת מידע אומיק השיפורים בטכנולוגיות 

הראשון הוא מאגרי מידע בהם מבצעים לא רק ניסוי אחד על כל דגימה ביולוגית, אלא מספר רב של 

. כך, במאגר המידע יש דגימות רבות, שעל כל אחת מהן בוצעו מספר ניסויי (multi-omic) ניסויי אומיק

אומיק, וכל ניסוי בדק רבבות של פרמטרים שונים. הסוג השני קשור לרגישות ההולכת וגדלה של ניסויי 

האומיק. ניסויים אלה מדדו תחילה מאפיינים מולקולריים של קבוצת תאים, כאשר הערך שנמדד הוא 

פני כל התאים בניסוי. בשנים האחרונות פותחו שיטות שמאפשרות לבצע ניסויי אומיק  ערך ממוצע על

, כך שרבבות של מאפיינים מולקולריים נמדדים (single-cell) המדידה נעשית ברמת התא הבודדכך ש

 על מספר רב של תאים בניסוי יחיד. 

רך משמעותיות גם במדעי באותן שנים של התפתחות בשיטות המחקר הביולוגיות, נעשו קפיצות ד

המחשב, וספציפית ביכולות החישוב ובאלגוריתמים לניתוח מידע רחב היקף. לאור כמויות הנתונים 

הגדולות שנוצרות בניסויי אומיק, ניתוח הנתונים יכול להתבצע רק בכלים חישוביים, והשילוב בין כמויות 

ום הביואינפורמטיקה. אולם לא כל הנתונים הביולוגיים והאלגוריתמים לניתוחם תרם לצמיחת תח

אלגוריתם שפותח במדעי המחשב מתאים בהכרח למידע ביולוגי, ויש צורך בפיתוח אלגוריתמים 

ייעודיים שמתאימים לנתונים ביולוגיים ולשאלות מחקר ביולוגיות. בפרט, קיים צורך באלגוריתמים 

 מתאים בודדים. מידע ממספר ניסויי אומיק, ובאלגוריתמים לניתוח מידעלניתוח 

 20-סרטן היא אחת המחלות שעברו את השינוי המהותי ביותר בזכות ניסויי אומיק. במהלך המאה ה

התחדדה ההבנה שסרטן היא למעשה קבוצה של מחלות, כאשר ייתכנו הבדלים גדולים אפילו בין 

צורה מדויקת, סרטנים מאותה הרקמה. ניסויי אומיק אפשרו להגדיר את ההבדלים בין סרטנים שונים ב

 ואף ליצור כלים שמסייעים לרופאים בקבלת החלטות טיפוליות.  

תחום ביולוגי נוסף בו נעשה שימוש בניסויי אומיק הוא אפיגנטיקה. תחום זה עוסק בשאלת הזהות 

, מראים הבדלים כה גדולים זה DNAכיצד ייתכן שתאים שונים באותו אורגניזם, שלהם אותו  –התאית 

ומתמחים בביצוע פעולות ביולוגיות מסוימות, ומה  יקה מתארת כיצד תאים "מתמיינים"מזה. האפיגנט

שונים פותחו על מנת לאפיין רמות שונות של המנגנונים המולקולריים שמעורבים בכך. ניסויי אומיק 

מאפיין אפיגנטי שחשיבותו הולכת בקרה אפיגנטית, כולל ניסויים שמבצעים מדידות ברמת התא הבודד. 

 .DNA-תבהרת הוא סידורה המרחבי של מולקולת הומ

  



 

 

  



 

 

 תמצית

 ניסוי שיטות, ראשית. האחרונות בשנים בולטות הפכו רפואיים-ביו נתונים ביצירת מרכזיות מגמות שתי

 כזה סוג כל. ביולוגיות רקמות עבור מולקולריים פרמטרים של שונים סוגים מספר למדוד כעת יכולות

 - מדגם כל עבור אומיקים מספר נמדדים שבהם -אומיק -מרובי נתונים ומערכי(, omicאומיק ) נקרא

, בודד תא ברזולוצייתאומיק  נתוני למדוד כעת יכולים חדשניים ניסויים, שנית. יותר נפוצים הופכים

 .ברקמה התאים כל פני על ממוצעים למדוד במקום

 אלגוריתמים, הולכת וגדלה בודדים תאיםנתונים מואומיק -מרובי נתונים מערכיזמינותם של  בעוד

 מערכי של מאפיינים למספר מתייחסים אינם קיימיםה אלגוריתמיםה. חסרים עדיין שלהם לניתוח

. שוניםבאומיקים  הנתונים של השונה והמבנה, חלקיים נתונים של נוכחות כגון, אומיק-מרובי נתונים

 מלוא את המנצלים פרמטריים מודלים מספקות אינן קיימותה שיטותה, יםבודד יםתאמ נתוניםעבור 

 .חדש ביולוגי ידע לחלץ כדי הבודדות המדידות של היתרונות

 נתונים עבור. בודדים תאיםנתונים מו אומיק-מרובי נתונים מערכי לניתוח שיטות פיתחנו זו בעבודה

, בודד תא של נתונים עבור. סרטן ם שלסוגיי תת של יותר טוב באפיון התמקדו אלו שיטות, אומיק-מרובי

מתאים  Hi-C נתוני באמצעות הגנום ארגוןב ובמיוחד, תאים של אפיגנטיים מאפיינים בהבנת התמקדו ןה

   .בודדים
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