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Plant genomes consist, to a considerable extent, of non-coding repetitive DNA. Several studies showed that phylogenetic signals can be extracted from such repeatome data by using among-species dissimilarities from the RepeatExplorer2 pipeline as distance measures. Here, we advanced this approach by adjusting the read input for comparative clustering indirectly proportional to genome size and by summarizing all clusters into a main distance matrix subjected to Neighbor Joining algorithms and Principal Coordinate Analyses. Thus, our multivariate statistical method works as a “repeatomic fingerprint,” and we proved its power and limitations by exemplarily applying it to the family Rosaceae at intrafamilial and, in the genera Fragaria and Rosa, at the intrageneric level. Since both taxa are prone to hybridization events, we wanted to show whether repeatome data are suitable to unravel the origin of natural and synthetic hybrids. In addition, we compared the results based on complete repeatomes with those from ribosomal DNA clusters only, because they represent one of the most widely used barcoding markers. Our results demonstrated that repeatome data contained a clear phylogenetic signal supporting the current subfamilial classification within Rosaceae. Accordingly, the well-accepted major evolutionary lineages within Fragaria were distinguished, and hybrids showed intermediate positions between parental species in data sets retrieved from both complete repeatomes and rDNA clusters. Within the taxonomically more complicated and particularly frequently hybridizing genus Rosa, we detected rather weak phylogenetic signals but surprisingly found a geographic pattern at a population scale. In sum, our method revealed promising results at larger taxonomic scales as well as within taxa with manageable levels of reticulation, but success remained rather taxon specific. Since repeatomes can be technically easy and comparably inexpensively retrieved even from samples of rather poor DNA quality, our phylogenomic method serves as a valuable alternative when high-quality genomes are unavailable, for example, in the case of old museum specimens.
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INTRODUCTION

In most eukaryotic genomes, especially in higher plants, the majority of nuclear DNA consists of repetitive elements, which, in total, are referred to as repeatome (Biscotti et al., 2015). However, the expected correlation between the amount of DNA per nucleus (C-value) and the complexity of an organism is often violated among closely related species (Choi et al., 2020). Repetitive elements show a huge variability across taxa in terms of structure, quantity, and chromosomal positions (Brookfield, 2005; Dodsworth et al., 2015). Tandemly repeated satellite DNAs (satDNA), such as ribosomal RNA genes (rDNA) or centromeric satellites, occur in long arrays of similar motifs located on a limited number of loci in relatively specific chromosome domains. In contrast, transposable elements (TEs) are highly variable, mostly dispersed throughout the genome (Biscotti et al., 2015; Bourque et al., 2018), and transferred and amplified by DNA (Class II TE) or via an intermediate RNA (Class I TE). In addition, within these TE classes, an amazing variety of types can be classified, and the abundance of certain types differs highly between taxa (Leitch and Leitch, 2008; Biscotti et al., 2015; Wendel et al., 2016). Furthermore, genomes can be seen as “ecosystems” occupied by numerous TE populations aiming to expand and reproduce by dynamic interactions with each other and with other cell components (Venner et al., 2009). In addition, there is significant evidence for the hypothesis that horizontal TE transfer is widespread (Gilbert and Feschotte, 2018; Wallau et al., 2018).

A considerable part of the repeatome is accounted for ribosomal DNAs. In particular, the 45S rDNA and the 5SrDNA are organized in large distinct loci on several chromosomes, which can be relatively easy visualized by Fluorescent in situ Hybridization (Schwarzacher and Heslop-Harrison, 2000). This has been widely applied to elucidate chromosomal evolution, especially tracking polyploidy and hybridization in many plant groups, including Rosaceae (Kovařík et al., 2004; Liu and Davis, 2011; Herklotz et al., 2018). Ribosomal DNA loci are composed of hundreds to thousands of tandemly repeated sequence units, which are homogenized by several mechanisms such as gene conversion and unequal crossovers summarized under the term concerted evolution (Wissemann, 2003; Eickbush and Eickbush, 2007). Their multi-copy nature, their ubiquitous presence across genomes, and their highly conserved genes within the arrays have made particularly the non-coding parts, among others, the internal transcribed spacer sequences (ITS), to standard barcoding markers in plants over decades. However, due to the presence of pseudogenes and paralogous sequences, ITS markers turned out to be phylogenetically misleading in numerous cases (Álvarez and Wendel, 2003; Poczai and Hyvönen, 2010). Delayed rDNA homogenization between subgenome has been proved as a valuable tool for tracking parental lineages in hybrids (e.g., Wissemann, 1999, 2002; Devos et al., 2005; Mlinarec et al., 2012).

High throughput sequencing approaches with low coverage such as genome skimming (0.1–5× coverage) represent straightforward and cost-effective methods to analyze repeatomes. The RepeatExplorer2 (RE) pipeline characterizes de novo genomic repeats by graph-based clustering (Novák et al., 2010, 2013, 2020) and allows the simultaneous analysis of multiple samples (e.g., species, individuals). Dodsworth et al. (2015) used such comparative RE clustering to track phylogenetic signals from repeatomes by counting the number of reads per species in each cluster. Vitales et al. (2020) further developed this method by calculating pairwise genetic distances from each cluster and subsequently computing neighbor-joining trees per cluster, which were then summarized into a consensus tree. Based on these studies, we now suggest new adjustments of this approach. In contrast to Dodsworth et al. (2015) and Vitales et al. (2020), who used RE input reads in direct proportion to the genome size in order to reflect the proportion of repeat abundance per genomes, we propose here to adjust the read input amount in indirect proportion to the genome size to overcome the biased self-interconnection in graph-based clustering for species with large genomes and high repeat abundance. In addition, we summarize all dissimilarities for each cluster in a main distance matrix, which can then be used for various multivariate statistical approaches.

Being a medium-sized family of 92 genera and 2,805 species (Stevens, 2001) mainly distributed in the temperate regions of the Northern Hemisphere, Rosaceae are one of the most remarkable examples for polyploid evolution (Dickinson, 2018). During the last years, phylogenetic relationships at higher taxonomic levels within Rosaceae have been rather consolidated because data from plastomes and nuclear low copy genes subdivide the family into three subfamilies: Dryadoideae, Rosoideae, and Amygdaloideae (Xiang et al., 2016; Zhang et al., 2017). The latter contains not only the apple and plum-fruited tribes (Maleae, Amygdaleae) but also dry-fruited species (e.g., Spiraeae; see Figure 1A). However, major challenges do still exist for relationships within the mainly polyploid tribe Maleae (Lo and Donoghue, 2012; Sun et al., 2018).
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FIGURE 1. Phylogenetic relationships at higher taxonomic levels within Rosaceae (A), Fragaria (B), and Rosa (C). Within the genus Rosa, sect. Caninae represented by subsections Caninae (blue), Rubigineae, and Vestitae (red) form a separate data set for the analysis. Taxa depicted in gray were not represented in our study.


In the economically highly important genera Rosa (roses) and Fragaria (strawberries) of subfamily Rosoideae, speciation has been mainly driven by allopolyploidy. The herbaceous genus Fragaria contains 23 species, and most polyploid members evolved gender dimorphism, ranging from gynodioecy to dioecy, whereas diploids are mostly hermaphroditic (Liston et al., 2014). The genus is divided in two major lineages: the F. vesca clade and the China clade, in addition to some species with unresolved position, among them the Eurasian species F. viridis (Figure 1B; Rousseau-Gueutin et al., 2009). The Eurasian hexaploid (2n = 6x = 42), dioecious F. moschata, is assumed to be of allopolyploid origin. However, data on parental lineages of this species have been conflicting: Nuclear and plastid sequences supported a hybridization scenario between F. viridis (maternal parent) and F. vesca (Lin and Davis, 2000; Rousseau-Gueutin et al., 2009). In contrast, plastome data support the maternal origin from the F. vesca clade and did not provide evidence for the involvement of F. viridis (Njuguna et al., 2013). The first hypothesis is additionally supported by the presence of the rather abundant spontaneous hybrids between F. vesca and F. viridis, namely F. ×bifera (Staudt et al., 2003).

The woody plant genus Rosa comprises ca. 150 species and is, similar to Fragaria, separated into two major clades: Synstylae and allies and Rosa and allies, as well as some species-poor or monotypic subgenera at the basal position: subg. Hulthemia: R. persica and subg. Hesperhodos: R. minutifolia (Figure 1C; Fougère-Danezan et al., 2015; Debray et al., 2021). Nested within the Synstylae and allies clade that appear to be members of sect. Caninae, the dogroses, contain approximately 30 species. This enigmatic group of plants consists exclusively of polyploids, most of them with an odd chromosome number being pentaploid (2n = 5x = 35), and they presumably evolved by multiple hybridization events (Ritz et al., 2005). Despite the fact that recent data point to a polyphyletic origin of the group with subsect. Caninae separated from subsect. Rubigineae and Vestitae (Herklotz et al., 2018; Lunerová et al., 2020; Vozárová et al., 2021), all members are characterized by an asymmetric meiosis system, namely the Canina meiosis (Blackburn and Harrison, 1921; Täckholm, 1922). During the course of this meiosis, only two subgenome form bivalents, whereas the other chromosome sets remain unpaired. As a result of sex-specific meiotic movements, pollen grains contain seven chromosomes (one set) and egg cells 28 chromosomes (four sets) so that their fusion restores the odd somatic number (Täckholm, 1922). This leads to strong matroclinal inheritance where 80% of the genome is of maternal origin, and only 20% comes from the paternal parent.

During this study, we want to use repeatomes from Rosaceae to explore to which extent these data can be used to track phylogenetic signals at various taxonomic levels, taking polyploidy and hybridization into account. In contrast to the previous methods, we conducted our phylogenetic reconstructions and multivariate statistical approaches based on the sum of all cluster dissimilarities using them as a “repeatomic fingerprint” (see details below). To test our adapted approach for its power in detecting phylogenetic signals at different taxonomic levels, we used entire repeatome and rDNA data from the family Rosaceae as an example. More specifically, we addressed the following questions: (1) Does the here proposed modified method of repeatome analysis provide useful information on phylogenetic relationships at a wide taxonomic level (within major clades of Rosaceae) and at lower taxonomic levels (between species of Fragaria and Rosa, respectively). (2) Do repeatome data allow insights into hybridization events, namely into the hybridogenic origin of F. moschata and of Rosa sect. Caninae, respectively? (3) Are results based on complete repeatomes comparable to those obtained from ribosomal DNAs as a typical example for a dominant and widely used part of repeatomes?



MATERIALS AND METHODS


Plant Material and Short Read Data

For tracing phylogenetic relationships within Rosaceae, we sampled short reads of 24 species, reflecting the subfamilies and major tribes of Rosaceae from the Sequence Read Archive (SRA, data set “Rosaceae,” Supplementary Table 1). Criteria for selection of suitable Illumina reads were a genomic DNA-based sequencing approach and random library selection.

In order to study the repeatomes within Fragaria, we sampled fresh leaf material from 12 plants from the “Professor Staudt Collection” (Olbricht et al., 2014) hosted by Hansabred GmbH & Co. KG, Dresden, Germany (Dataset “Fragaria,” Supplementary Table 1). Sampling included representatives of the F. vesca clade, namely one individual each of F. bucharica, F. mandshurica, and F. orientalis, three individuals each of F. vesca and F. viridis and the proposed hybridogenic species F. moschata. Additionally, we sampled triploid and diploid individuals each of F.×bifera, constituting a naturally occurring hybrid between F. vesca × F. viridis (Staudt et al., 2003; Tushabe, 2019). Accession numbers and sampling details are listed in Supplementary Table 1.

For analyzing phylogenetic relationships within Rosa, we sampled 14 members of the genus from ENA (data set “Rosa,” Supplementary Table 1). To follow the hybridogenic origin of sect. Caninae, we sampled three members of subsect. Caninae, two of subsect. Rubigineae and one of subsect. Vestitae. In addition, we newly generated repeatome data from synthetic hybrids between subsections Rubigineae and Caninae (data set “Caninae,” Supplementary Table 1) obtained from the Botanical Garden Gießen, Germany (Wissemann and Hellwig, 1997).



DNA Extraction, High-Throughput Sequencing, and Data-Base Accessions

Genomic DNA from Fragaria samples and Caninae synthetic hybrids (Supplementary Table 1) were isolated from silica-gel dried leaflets using the ATMAB protocol (Dumolin et al., 1995). Subsequently, high molecular weight DNA was purified with a Mag-Bind® Plant DNA DS kit (Omega Bio-tek, Norcross, United States) and quantified with Qubit4 Fluorometer (Life Technologies). Library preparation using NEBNext® DNA Library Prep Kit with an insert size of 350 bp and Illumina sequencing in a 150 bp paired-end mode were done by Novogene Europe (Cambridge, United Kingdom). Fragaria samples were sequenced at the Leibniz Institute on Aging – Fritz Lipmann Institute (Jena, Germany). Sequencing of DNA samples was performed using Illumina’s next-generation sequencing methodology (Bentley et al., 2008). In detail, genomic DNA was quantified using the Quant-iTPicoGreen dsDNA Assay Kit (Invitrogen). Prior to library preparation, genomic DNA was fragmented to around 450 bp using Covaris M220. Libraries were prepared from 100 ng of input material using NEBNext Ultra II Directional RNA Library Preparation Kit, including size-selection (400–500 bp), following the manufacturer’s instructions (New England Biolabs Inc., MA, US). Quantification and quality check of libraries were done using Agilent 2100 Bioanalyzer Instrument and a DNA 7500 assay (Agilent Technologies, Santa Clara, CA, United States). Libraries were pooled and sequenced on a NextSeq 500 mid-output 300 cycle v2.5 run. System run in a 151-cycle/paired-end workflow mode. Sequence information was converted to FASTQ format using bcl2fastq v2.20.0.422.



RepeatExplorer2 Comparative Clustering


Methodological Background

The RepeatExplorer2 (RE) pipeline classifies genomic repeats by quantifying sequence similarities between short reads (100–300 bp). Because of random genomic sampling, these short reads represent highly abundant repeat sequences (Novák et al., 2010, 2013, 2020). The first step is an all-to-all pairwise BLAST comparison (Altschul et al., 1990), capturing all read pairs with sequence overlaps that surpass a specified threshold (90% similarity over ≥55% of the read length). Based on this, a large virtual graph is computed in which nodes correspond to sequence reads, while overlapping reads are linked by edges (Novák et al., 2010). The underlying network construction in RE is an intermediate step utilizing the iGraph package (Yu et al., 2009). Separating communities of similar reads into clusters is done by a graph-based clustering algorithm (Novák et al., 2010) using the Louvain modularity optimization method for community detection (Blondel et al., 2008).

This method can also be extended to phylogenetic studies across multiple taxa (Dodsworth et al., 2015; Vitales et al., 2020). Using RE in a comparative mode, i.e., between taxa, the same repeat family can be found in different taxa. Thus, related reads from different taxa can be placed into the same cluster, and clusters containing reads from only one taxon represent taxon-specific repeats. For comparative RE clustering between species with large differences in genome size and repeat abundance, the number of analyzed reads should be adjusted. Vitales et al. (2020) proposed a distance-based method for extracting phylogenetic signals from RE data where the RE pipeline generates index.html files for each cluster. These files include a first matrix with counts of significant BLAST matches between the reads of the different species, which is reflected by the number of actual observed edges in the cluster graph. In addition, Vitales et al. (2020) used a second matrix in the index.html files containing the proportions between the observed and expected number of edges for each species pair (Novák, 2019, lines 1245–1268). The expected number of edges is calculated in RE by matrix multiplication of the proportion of edges (number of edges per species pair/total number of edges in the cluster) to each other (Novák, 2019, line 1253). This parameter normalizes for unequal representation of reads from different species in that cluster. Thus, this pairwise matrix of observed/expected numbers of edges takes the different repeat abundances between species per cluster into account and can be considered as a mean of true sequence similarities between repeats of different species origins. Vitales et al. (2020) treated the observed/expected numbers of edges as a pairwise similarity matrix for each cluster and transformed them into distance matrices by simple inversion. Then, neighbor-joining algorithm was applied for each of the top 100 clusters, and, subsequently, a consensus tree was calculated. In contrast to this, we summarized all matrices of the inverted observed/expected number of edges (displaying the majority of repeats) into one main “obs”-distances matrix. Additionally, we also inverted and summarized the first matrices in the index.htmls containing the actual number of edges in order to analyze the unweighted distribution of dissimilarities. We call this the “edges”-distance matrix.

Both previous studies (Dodsworth et al., 2015; Vitales et al., 2020) used RE input reads in direct proportion to the genome size in order to reflect repeat abundance per genome. We were interested in dissimilarities between species reflected by the number of edges, not in the repeat abundance reflected by the number of nodes. Therefore, we used the read input amounts in indirect proportion to the genome size (Figures 2A,B and Supplementary Table 1).
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FIGURE 2. A schematic overview of the method used to analyze phylogenetic signals in repeatome data. (A) The comparative study was based on Illumina short read sequences from different species with unequal genome sizes. (B) Reads from different species were concatenated with indirect proportional number to their genome sizes, creating one FASTA file (C). A comparative clustering with the RepeatExplorer2 (RE) pipeline was conducted on a mixed data set. The resulting graphs reflected shared repeat sequences with nodes representing (species-specific) reads and in-between edges showing their similarity. (D) A bash script (Supplementary File 1) was used to extract pairwise similarity matrices of each cluster index.html out of the RE archives. The matrix values represented the ratio between the number of observed and expected edges in a cluster graph. Matrices containing missing reads in a species for a specific cluster (NAs) were excluded. (E) Finally, matrices were inverted, and 1 was added to each matrix value to avoid zero values due to missing connections between species within a shared repeat (Supplementary File 2). Sub-data sets were built from only those clusters with 45S rDNA hits or the 5S rDNA clusters. The resulting summarized matrices served as distance and variable tables for further statistics. The same procedure was done for the number of edges matrices (Supplementary Figures 1, 2).




Data Pre-treatment and RepeatExplorer2 Settings

Four separate comparative clustering analyses (Supplementary Table 1) were conducted (“Rosaceae”: 4,738,391 reads, “Fragaria”: 2,251,549 reads, “Rosa”: 1,298,057 reads, “Rosa sect. Caninae”: 2,600,000 reads). All members of Rosa sect. Caninae investigated here were pentaploid (2n = 5x = 35) and of same genome size (Ritz and Wissemann, 2011); thus, we used an equal number of input reads for each individual. Quality trimming and adapter removal were done for all reads using Geneious® 10.0.9,1 and reads were trimmed to the first 100 nucleotides. Finally, read names were tagged with a species-specific four-character long prefix and concatenated into one FASTA file per data set (Figure 2B). Advanced settings for the RE pipeline were as follows: single-end reads (because paired-end reads were not available for all species), perform comparative analysis, group code length of 4, perform automatic filtering of abundant satellite repeats, and a long queue (max run time, 2 weeks; 65 Gb RAM).




Data Extraction From RepeatExplorer2 Archives

The compressed RE archives were downloaded from the Galaxy server,2 and the unique folder and output structure of RE archives enabled us to extract cluster-specific information.

The comparative RE pipeline summarizes the results for each cluster in an index.html file (./*Archive*/seqclust/clustering/clusters/dir_CL[n]/index.html). This file contains, among other information, a pairwise matrix with the actual observed number of edges (later referred to as “edges”) between species and a pairwise matrix with ratios between the observed and the expected number of edges (later referred to as “obs”). We applied the bash command html2txt (Unkrig, 2004; Groffen, 2021) to all cluster’s index.html files for converting them into text files. Subsequently, both matrices were copied from the text file into separate files stored in the subfolders “edges” and “obs”, respectively. For species-specific clusters containing reads of only one species, RE could not build a matrix connecting species by edges. Those matrix files were filtered out by 0-kb size criteria. If a species was missing in a certain cluster (no reads of this species in a cluster), RE marked this as “NA” (not applicable, dividing by zero) in the obs-matrices. Although we lost specific information, all incomplete obs-matrices containing “NA” were removed from further analyses (according to Vitales et al., 2020; Figure 2D) because we aimed for a comparative analysis between common repeats. Additionally, clusters annotated with “contamination” because of RE-detected adapter sequences were filtered out. All these operational steps were automatically done by executing a bash script (Supplementary File 1) from the superior directory of the archive directory.



Multivariate Statistics

Statistical analyses were run under the R environment (R Core Team, 2020; RStudio Team, 2021). For each of the four RE analyses, all edges- and obs-matrices were loaded separately from text files as a list using lapply. To avoid zero values caused by the lack of edges between species (although their reads were in the cluster), each value was added by 1 (Figures 2C,E and Supplementary File 2). According to Vitales et al. (2020), all similarity matrices were transformed into dissimilarities by inversion. Subsequently, we summarized all cluster obs-matrices to generate a master obs-matrix using the Reduce function (Supplementary File 2) for each of the four RE analyses. In addition, we did this procedure (Figure 2) also for the edges matrices. These summarized main obs- and edges- matrices were treated directly as distance according to Vitales et al. (2020), square-rooted, and used for Principal Coordinate Analyses (PCoA). On the other hand, the main obs-matrices were treated as data table with variables and used for neighbor-joining algorithms. Ordination graphs were drawn with ggplot2 (Wickham, 2016). Additionally, clusters with hits >1% to 45S rDNA and 5S rDNA were analyzed separately. For the “Rosaceae” data set, we omitted the rDNA analysis because of too divergent clusters and a high number of NAs in obs-matrices. To present the general phylogenetic signal of these main matrices in a hierarchical manner, we applied neighbor-joining (NJ) trees with 1,000 bootstrap replicates to the “Rosaceae” data set based on Gower distances with MEGA X, vegan and ape packages (Kumar et al., 2018; Paradis and Schliep, 2019; Oksanen et al., 2020). Note that the Gower distance (Gower, 1971) based on numerical data like in our case is identical to range normalized Manhatten-distance. Since the displayed ordinations visualize only the first two axes, they represent only a part of explaining variance. To account for the full amount of variation in the data sets, we additionally calculated neighbor nets based on Gower distances for the data sets “Fragaria,” “Rosa,” and “Caninae.” Neighbor nets allow for the detection of hybridization patterns and were drawn with phangorn 2.6.2 (Schliep et al., 2017).




RESULTS


Rosaceae

Samples from 24 Rosaceae species across three subfamilies and 10 tribes were comparatively analyzed with RE, resulting in 352 clusters. In summary, 33% of the 4.7 million analyzed reads were classified as repetitive elements. For further analysis, Cluster 1 was removed due to suspected prokaryotic sequence contamination in reads of Physocarpus opulifolius. Additionally, we removed 28 species-specific clusters, containing only reads from one species and one cluster with an (adaptor) “contamination” hit. The majority of clusters missed at least one species (resulting in NAs) and thus had to be omitted, which resulted in a summarized obs-distance matrix based on 85 clusters (Figure 3). In addition, the PCoA in Supplementary Figure 1 represents dissimilarities across the remaining 322 clusters based on main summarized edges distance.
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FIGURE 3. Principal Coordinate Analysis of Rosaceae species based on 85 remaining inverted and summarized observed/expected matrices from the comparative RepeatExplorer2 output after removal of matrices containing NAs. Axis percentages explain the variance on the first two dimensions. Colors represent species and symbols taxonomic affiliations.


The PCoA in Figure 3 reflects relationships among major clades within Rosaceae, and species belonging to the same genus were close to each other. Members from the tribe Amygdaloideae were clustered on the right and those of Rosoideae on the left side of the plot. Dryas (tribe Dryadoideae) was located in between but closer to the Amygdaloideae. Within the Amygdaloideae, members of the tribe Maleae (Crataegus, Cydonia, Eriobotrya, and Malus) were arranged in close proximity. The PCoA based on the summarized edges distances showed a similar grouping of taxa (Supplementary Figure 1). Accordingly, the neighbor-joining trees based on Gower distances from both summarized edges- and obs-distances (Figure 4 and Supplementary Figure 2) showed known phylogenetic relationships within Rosaceae by placing subfamilies into two separate clades, albeit Bootstrap support was rather low for some branches within subfamilies. Within sub fam. Amygdaloideae, the tribe Amygdaleae and Physocarpus opulifolius (Neillieae—but only 44% Bootstrap support) were sisters to a clade formed by Gillenia stipulata (Gillenieae) and members of the Maleae. Within subfam. Rosoideae, the branching order from the base was first Filipendula (Ulmarieae), followed by Rubus (Rubeae), Geum (Colurieae), Rosa (Roseae), and Fragaria (Potentilleae). The neighbor-joining tree based on the sum of 322 edges distances (Supplementary Figure 2) showed a congruent topology, but Physocarpus (Neillieae) was in the basal position to all other members of Amygdaloideae.
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FIGURE 4. The neighbor-joining tree of Rosaceae species based on Gower distance calculated from the sum of 85 obs-distances (inverted observed/expected numbers of edges matrices remaining after removal of matrices containing NAs) obtained from the comparative RepeatExplorer2 output. Bootstrap percentages >50% are given above branches. The tree was rooted with Dryas drummondii. Subfamilies and tribes are indicated after brackets.




Fragaria (Potentilleae)

The comparative RE analysis of 14 individuals from seven Fragaria species revealed 352 major clusters. In total, 33% of the 2.7 million analyzed reads were assigned to repetitive elements. All clusters were retained because no NAs were found in obs-matrices and no (adaptor-) “contamination” was detected. The PCoA based on the main summarized obs-distance matrix across all clusters (Figure 5A) separated the three individuals of F. viridis from all other samples along the first axis. Along the second axis, F. vesca was separated from F. moschata, and the Asian species F. orientalis, F. bucharica, and F. mandshurica were located between the F. moschata and F. vesca (Figure 5A). Both individuals of F.×bifera appeared in intermediate positions between F. vesca and F. viridis. The triploid sample of F.×bifera was closer to F. viridis along Axis 1, whereas the diploid F.×bifera was located between its parental species. The PCoAs of seven clusters with hits to 45S rDNA and one cluster of 5S rDNA, respectively, showed a similar grouping of species (Figures 5C,E). In general, F. moschata was closer to Asian Fragaria species than to F. viridis and F. vesca. In the 5S rDNA analysis, one individual of F. vesca appeared separate from the other sample F. vesca but was closer to Asian species (Figure 5E). The explaining variance for the first two axes of the PCoA was not more than 20%, but the overall pattern was similar to that obtained by the respective neighbor nets (Figures 5B,D,F). The RE graph of the cluster with 5S rDNA hits showed a distinct ring-like shape (Figure 6A). The PCoA based on the main summarized edges distance did not show any species-specific signals but was characterized by single outliers. The majority of samples clustered in the center of the ordination without any detectable separation, while three to four individuals, not always belonging to the same species, were strongly detached (data not shown).
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FIGURE 5. Principal Coordinate Analyses of Fragaria species based on the inverted and summarized observed/expected matrices from comparative RepeatExplorer2 output and neighbor nets based on Gower distances calculated from those comparative RepeatExplorer2 outputs. Axis percentage explains the variance on the first two dimensions. (A) PCoA and (B) the neighbor net across all 352 clusters, (C,D) across seven clusters containing 45S rDNA, and (E,F) Cluster 188 containing 5S rDNA hits.
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FIGURE 6. Graph shapes of 5S rDNA clusters from RepeatExplorer2 comparative clustering. Colors indicate (A) Fragaria and (B) Rosa species. Nodes represent reads, and their similarities are expressed as edges. The general graph shape depends on the repeat motif and its variability.




Rosa (Roseae)

The comparative RE analysis of 14 rose species revealed 310 clusters. In total, 40% of the 1.5 million analyzed reads were assigned to repetitive elements. Five clusters were removed because they were annotated with (adaptor-) “contamination,” and, additionally, eight obs-matrices were omitted because of the presence of NAs. Four of them were either absent or nearly species-specific, i.e., containing almost only reads from R. persica and very few reads from other species; the remaining four were either specific for some species of the Synstylae and allies clade (R. multiflora, R. arvensis, R. gallica, and R. rubiginosa) or lacked these species. Based on the main summarized obs-distance matrix, we calculated a PCoA and a neighbor net representing dissimilarities across all remaining 297 clusters (Figures 7A,B). Rosa persica (subg. Hulthemia) was clearly separated from the remaining samples, but R. minutifolia (subg. Hesperhodos), R. rugosa, and R. majalis (subg. Rosa sect. Rosa) were intermingled with species from the Synstylae and allies clade (sect. Caninae, Gallicanae, Laevigatae, and Synstylae). However, the European species of the Synstylae and allies clade (2x R. arvensis, 4x R. gallica as well as all members of the pentaploid dogroses; the latter highlighted by an oval) were closely clustered in the PCoA. Similarly, the PCoA (Figure 7C), and the neighbor net (Figure 7D) based on data from the four clusters with hits to 45S rDNA showed no clear pattern concerning major lineages, but dogroses were also grouped somewhat closer. The PCoA (Figure 7E) and the neighbor net (Figure 7F) based on one 5S rDNA-related cluster showed members of the section Caninae in close proximity to each other on the right side together with members of sect. Rosa (R. majalis and R. rugosa), whereas the remaining members of the Synstylae and allies clade were located on the left side in the PCoA (Figure 7E). The RE graph of the cluster with 5S rDNA hits showed a four-loop structure with some species-specific loops, indicating a more heterogeneous 5S rDNA non-transcribed spacer (Figure 6B). The analogous PCoA based on the sum of edges distances lacked any separation between taxa except for single outliers. The majority of samples appeared densely arranged in the center of the plot, while some samples were separated along the axes without any apparent pattern in the respective subsets (45S rDNA, 5S rDNA; data not shown).
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FIGURE 7. Principal Coordinate Analyses of Rosa species based on inverted and summarized observed/expected matrices from comparative RepeatExplorer2 output and neighbor nets based on Gower distances calculated from those comparative RepeatExplorer2 outputs. Axis percentages explain the variance on the first two dimensions. (A) PCoA and (B) the neighbor net across all 297 clusters, (C,D) only those four with 45S rDNA hits, and (E,F) Cluster 107 with 5S rDNA hits. Oval – Rosa section Caninae. The oval dashed line indicating Synstylae, R. gallica, and the sect. Rosa phylogenetic signal in the 5S rDNA cluster.




Rosa Sect. Caninae

The comparative RE analysis of 13 individuals from Rosa sect. Caninae resulted in 319 major clusters. In total, 43% of the 2.6 million analyzed reads were assigned to repetitive elements. No clusters were removed because of “NAs” in obs-matrices or annotations with (adaptor-) “contamination.” The PCoA and the neighbor net did not reveal a clear phylogenetic pattern (Figures 8A,B) because members of the subsections Caninae, Rubigineae, and Vestitae were not separated from each other, and we observed quite large distances between samples of the same species. Moreover, matroclinal synthetic hybrids were not clustered close to their mothers. Contrarily, the graphs based on 45S rDNA separated the samples according to their geographical origin along the first axis in the PCoA (Figure 8C) and in the neighbor net (Figure 8D). The samples R. canina and R. inodora from Eastern Saxony (labeled with “E”) were clustered together in the right part of the diagram (Figure 8C), with their natural hybrid from the same locality, R. dumalis (R. canina × R. inodora) occupying an intermediate position between its parental species. On the left part of the diagram, the remaining samples from Lower Saxony and R. sherardii (subsect. Vestitae) were clustered. Members of subsect. Rubigineae (except R. inodora) were in proximity to the hybrid R. rubiginosa × R. canina (Figures 8C,D). Species of subsect. Caninae (R. canina and R. corymbifera) were clustered together with their respective synthetic matroclinal hybrids. A similar pattern was found in the graphs based on 5S rDNA sequences (Figures 8E,F). Samples from Eastern Saxony were arranged in the lower right corner of the PCoA with R. dumalis being close to its maternal species R. canina. Samples from Lower Saxony were spread along the first axis: The parental species from subsects. Caninae and Rubigineae were widely separated, and synthetic hybrids were located in between. In general, we found closer clustering among samples of the parental species R. rubiginosa compared to those of R. canina in both rDNA analyses (Figures 8C,D). The neighbor nets (Figures 8B,D,F) based on Gower distances calculated from the obs-matrices were in general concordant to the patterns detected on the first two axes of PCoAs.
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FIGURE 8. Principal Coordinate Analyses of Rosa sect. Caninae, including natural and synthetic hybrids based on inverted and summarized observed/expected matrices from the comparative RepeatExplorer2 output and neighbor nets based on Gower distances calculated from those comparative RepeatExplorer2 outputs. Axis percentages explain the variance on the first two dimensions. (A) PCoA and (B) the neighbor net over all 319 clusters. (C,D) Only those five clusters with 45S rDNA hits and (E,F) cluster 108 with 5S rDNA hits. Unlabeled parental individuals and artificial hybrids were originally from Göttingen (Lower Saxony, Germany). The individuals from Eastern Saxony (Germany), including the natural hybrid R. dumalis, were labeled with (E) and roses from Brno (Czechia) with (B). Note the clustering of R. rubiginosa (red) but not R. canina (blue) in all rDNA and graphs (C,D,E,F). Large distances between R. canina indicated by dashed arrows and close R. rubiginosa by dashed circles.





DISCUSSION

Repeatomes among individuals of the same species can be highly diverse (Biscotti et al., 2015; Bourque et al., 2018) and may even serve as individual-specific fingerprints (Negm et al., 2020). Still, repeatomes may contain phylogenetic information at various levels ranging from populations to higher taxonomic ranks (Dodsworth et al., 2015; Bolsheva et al., 2019; Negm et al., 2020; Vitales et al., 2020; Dogan et al., 2021). In order to investigate their phylogenetic utility at different taxonomic levels, we applied multivariate statistical methods on RE archives of Rosaceae with an emphasis on the genera Fragaria and Rosa, both being frequently affected by hybridization.

Our methodological approach was based on a modification of the phylogenetic applications of the RE pipeline (Novák et al., 2010) developed by Dodsworth et al. (2015, 2017) and Vitales et al. (2020). In these studies, the genomic abundance of a repeat was obtained by adjusting the read input to equal genome proportion for the respective species used in the comparative analysis. Additionally, Vitales et al. (2020) described dissimilarities between species by computing neighbor-joining trees based on the weighted amount of edges within a cluster (observed/expected number of edges). In contrast, we subsampled read numbers for each species in inverse proportionality to its genome size. Thus, in small genomes, we used a higher number of input reads than in large genomes (Figures 2A,B and Supplementary Table 1). In addition, we inverted and summarized all ratios of observed/expected number of edges across all clusters to consider the initial complete network in RE. This large network is an intermediate step during graph-based clustering and not in the final RE output (Yu et al., 2009; Novák et al., 2010, 2020). By applying this procedure, we detected strong phylogenetic signals within the Rosaceae data set and in Fragaria but less pronounced in Rosa.

In general, two factors (a biological and technical aspect) and their interplay could explain why the inversed read input is working. Technically, using direct proportional read input for calculating observed/expected edges matrices, the number of edges seems to be biased toward a higher self-interconnection in species with a higher number of reads. One reason might be that, in the all-to-all BLAST comparisons, similarity hits appeared more frequently between reads of the same species. Although the observed/expected number of edges ratios normalizes the similarity counts in RE, it still depends on read input, because the expected number of edges is directly dependent on the number of reads per cluster. The RE pipeline first generates clusters independently and only assigns species pairs later on. Therefore, the number of reads of a certain species in a cluster is dependent on the comparative read input amount. Another aspect could be related to the building algorithm for the main graph, generated by the iGraph package implemented in RE (Yu et al., 2009; Novák et al., 2010, 2020). Before clusters are separated by the Louvain method (Blondel et al., 2008), an initial complete network is computed based on the BLAST comparison with nodes and edges representing reads and weighted similarities, respectively. Inter-species connections are expected to have lower weight because of fewer similarities and are probably underrepresented if enough higher intra-species weights are available. Since we used the sum of inverted ratios of the observed/expected number of edges, our results more strongly reflected the large main network rather than decisions of modularity optimization by the Louvain method, which leads to specific clusters of repeat types. The RE algorithm did not differentiate between species (or individuals) at this point. It just displays shared repeat types. To overcome the biased “self-similarity,” a reduction of reads for larger genomes by indirect read input may be useful. This would increase the probability of inter-species connections, which is necessary to count edges reflecting similarities rather than nodes representing reads per repeat type abundance.


Phylogenetic Patterns Within Rosaceae

Although our taxon sampling across Rosaceae was rather uneven and, by far, not comprehensive due to the limited availability of repeatome data, phylogenetic relationships were largely congruent to phylogenies calculated from plastomes (Zhang et al., 2017) and nuclear low copy genes (Xiang et al., 2016). Genera represented by several species always appeared as tight clusters and monophyletic groups (Figures 3, 4). The two larger subfamilies Amgydaloideae and Rosoideae were clearly separated from each other, and branching patterns within the subfamilies (tribes) corresponded with published phylogenies (Xiang et al., 2016; Zhang et al., 2017). However, within the Amgydaloideae, Physocarpus opulifolius (Neilleae) had an unsupported position in the analyses based on inverted and summarized observed/expected matrices (Figure 4) but formed the basal split in the analyses based on the actual edges distance matrix (Supplementary Figure 1), which is in accordance with previous phylogenies (Potter et al., 2007; Xiang et al., 2016; Zhang et al., 2017). Besides from nodes-defining subfamilies and genera, bootstrap support was rather low for some branches (e.g., Geum, Physocarpus, Figure 4 and Supplementary Figure 1). This result is concordant with phylogenies based on various plastid and nuclear markers obtained from Sanger Sequencing, which yielded also poorly supported nodes for the position of Geum and Physocarpus (Potter et al., 2007). In contrast, large phylogenies of Rosaceae obtained by High Throughput Sequencing yielded maximum support for nearly all nodes (Xiang et al., 2016Zhang et al., 2017). However, high bootstrap values are likely to be observed in large data sets even when topologies were wrong or contradictory (Huang et al., 2021). Skipping numerous species- or lineage-specific clusters, because a pairwise matrix is not applicable or the matrix contains NAs, respectively, could be interpreted as information loss. However, it was our intention to analyze the similarity/dissimilarity of common and, probably, ancient ancestral repeats shared by many species. If we aimed only for species- and lineage-specific repeats, the direct proportional RE comparative analysis and the number of reads per cluster would be sufficient (repeat abundance can be found in the COMPARATIVE_ANALYSIS_COUNTS.csv file in the RE output archive, or read counts tables can be extracted with the bash script in Supplementary File 1). In general, we advocate that future studies should aim for a more balanced taxon sampling within Rosaceae, for instance, in the taxonomically challenging polyploid Maleae (Lo and Donoghue, 2012; Sun et al., 2018) to investigate whether similarity in repeatomes might provide useful insights for their phylogeny.



Relationships Within Fragaria

In accordance with previous studies (Rousseau-Gueutin et al., 2009; Njuguna et al., 2013; Kamneva et al., 2017), all our analyses here revealed that F. viridis is clearly separated from the remaining species belonging to the Vesca clade of Fragaria. Samples of the naturally occuring hybrid F.×bifera (F. vesca × F. viridis) were in an intermediate position between F. viridis and species of the Vesca clade, whereas the triploid accession was closer to F. viridis in the analyses based on the complete repeatome and 45S rDNA (Figures 5A,B,C,D) but closer to F. vesca in the PCoA based on 5S rDNA (Figures 5E,F). Liu and Davis (2011) observed three loci of 5S rDNA and nine loci of 45S rDNA in triploid accessions of F.×bifera, implying that one locus of 5S and three loci of 45S rDNA exist per haploid genome. Taking into account that the here investigated 3x plant of F.×bifera contained the plastid DNA of F. vesca (Tushabe, 2019), this accession probably arose by an unreduced (2x) pollen grain of F. viridis.

In contrast, samples of the hexaploid F. moschata were not in proximity to F. viridis but clustered rather between F. vesca and the Asian diploid species F. mandshurica, F. bucharica, and the tetraploid F. orientalis (Figure 5). This contradicts the hypothesis that F. moschata is a polyploid derivative of F.×bifera (Staudt, 1959) and rather implies a hybridogenic origin within the Vesca clade. While F. vesca is being accepted as a parental species of F. moschata, the second parent has been controversially discussed. Some nuclear (GBBS-2: Rousseau-Gueutin et al., 2009; adh: DiMeglio et al., 2014) and plastid markers (Lin and Davis, 2000) proposed F. viridis as a potential parent, whereas other data (DHAR: Rousseau-Gueutin et al., 2009; target capture of nucelar low-copy genes: Kamneva et al., 2017) suggested F. mandshurica as a progenitor. Yang and Davis (2017) suggested that more than one diploid species may have been involved in the origin of the hexaploid F. moschata.



Relationships Between Rosa Species

Previous studies indicated variable power of repeatomes in phylogenetic reconstructions. For example, it was highly efficient in Nicotiana, Fritillaria, Fabaceae (Dodsworth et al., 2015; Vitales et al., 2020), and in Fragaria (this study), while it did not lead to congruent phylogenies in other taxa (Vitales et al., 2020). Neither entire repeatome data nor 45S or 5S rDNA clusters reflected phylogenetic relationships within the genus Rosa. Plastid phylogenies supported the split of Rosa into two major clades: the Rosa and allies clade and the Synstylae and allies clade (Fougère-Danezan et al., 2015; Debray et al., 2019, 2021) with R. persica (subg. Hulthemia) as the most basal taxon, which was only separated from the remaining species in the PCoA and the neighbor net based on all clusters (Figures 7A,B). Our recent studies have revealed that the repeatome of roses, and, therein, especially satellite repeats, was little polymorphic between species. For example, the CANR4 satellite repeat appeared frequently at several loci across the entire genus but was absent in related genera (Lunerová et al., 2020). Diploid species contained less but more polymorphic CANR4 loci compared to the numerous polyploids in the genus (Lunerová et al., 2020). Interestingly, members of Rosa and Asclepias are perennial shrubs with complex evolutionary histories and a significant degree of intragenomic heterozygosity (Weitemier et al., 2015; Raymond et al., 2018). In both genera, repeatome-based phylogenies seem to be inconclusive or even providing erratic results (this work and Vitales et al., 2020). Perhaps, these factors, together with frequent polyploidization and hybridization events, may blur the phylogenetic signal of repeatomes. Rapid genome evolution after these events has also been reported (Parisod and Senerchia, 2012; Belyayev, 2014; Vicient and Casacuberta, 2017). Furthermore, the homoplasious nature of some repeat types and horizontal TE transfer could also obscure phylogenetic signals (Blumenstiel, 2019; Martín-Peciña et al., 2019). Although roses usually contain only one 45S rDNA locus per genome (Ma et al., 1997; Lim et al., 2005; Herklotz et al., 2018), its phylogenetic signal, mainly retrieved from ITS sequences, is rather limited due its high-sequence homogeneity across the genus (Matsumoto et al., 2000; Wu et al., 2001; Wissemann and Ritz, 2005). However, SNP-based analyses of ITS helped to investigate the origin of hybridogenic taxa (Ritz et al., 2005; Herklotz et al., 2018; see below). The evolution of the 5S rDNA in roses turned out to be complex because two early diverged variants coexist in various amounts across the genus (Vozárová et al., 2021). The pattern retrieved from the PCoA (Figure 7C) clearly reflects the proportion of A and B variants of 5S rDNA (Vozárová et al., 2021), namely that dogroses contain higher proportions of the A variant, which is typical for the Rosa and allies clade compared to the B variant, which is overrepresented in the Synstylae and allies clade. However, our comparative repeatome analysis of the 5S rDNA cluster in roses revealed more variants represented by at least four loops in the graphical display of the cluster (Figure 6B) and thus mixed signals of artificial recombination or several variants. Tandemly arranged satDNA sequences like the rose CANR4 and rDNA are often species- or genus-specific and are thought to be the most dynamic fraction, representing short-term evolutionary transition (Charlesworth et al., 1994; Raskina et al., 2008).



Relationships With Rosa Subsect. Caninae

According to the results across the genus Rosa, neither entire repeatome data nor rDNA clusters give clear-cut insights into the relationships between species of sect. Caninae (Figure 7). The entire sect.Caninae originated by hybridization (Wissemann, 2000; Ritz et al., 2005); however, plastid phylogenies (Wissemann and Ritz, 2005; Bruneau et al., 2007; Fougère-Danezan et al., 2015) and experiments using fluorescent in situ hybridization of rDNA and the CANR4 satellite (Herklotz et al., 2018; Lunerová et al., 2020) revealed that subsect. Caninae and subsect. Rubigineae had independent origins via reciprocal hybridization events. Thus, the Caninae precursor genome forms bivalents in subsect. Caninae and univalents in subsect. Rubigineae, and, vice versa, the Rubigineae precursor genome forms bivalents in subsect. Rubigineae and univalents in subsect. Caninae. However, information from the probably different proportions of the different precursor genomes in the repeatome was not sufficient to differentiate between subsections. Moreover, subsections hybridize naturally: R. dumalis = subsect. Caninae × subsect. Rubigineae (Herklotz and Ritz, 2014) and R. micrantha (subsect. Rubigineae × subsect. Caninae; Ritz and Wissemann, 2011; Herklotz and Ritz, 2017), and these hybrids are expected to be strongly maternally biased due to the Canina meiosis (4/5 of the genome is inherited by the egg cell; Täckholm, 1922). Neither these natural occurring hybrids nor the respective synthetic hybrids clustered accordingly based on complete repeatome analysis (Figures 8A,B). However, 45S rDNA analysis retrieved the expected pattern because these samples had either an intermediate or matroclinal position in the PCoAs (Figure 8C). Samples of R. rubiginosa from different populations tended to cluster close to each other in both 45S and 5S graphs (Figures 8C,D,E,F); however, individuals of R. canina were scattered across the PCoAplots (Figures 8C,E). It has been repeatedly shown that species of subsect. Caninae, e.g., R. canina, represent genetically and morphologically more diverse species complexes compared to subsect. Rubigineae, here mainly represented by R. rubiginosa (Nybom et al., 1997; Werlemark et al., 2000; Jürgens et al., 2011; Herklotz and Ritz, 2017; Herklotz et al., 2017).

Remarkably, the taxonomic signal was strongly overlayed by a geographic signal in the rDNA data, especially in the 45S rDNA data. Irrespective of taxonomic affiliation, samples from Lower Saxony and from Eastern Saxony (E) were closely clustered (Figures 8C,D). Thus, ongoing genetic exchange, including backcrossing, in mixed dogrose populations might continuously blur species boundaries, a phenomenon also detected by Amplified Fragment Length Polymorphism in mixed populations of dogroses from Belgium (De Cock et al., 2008). This is in accordance with the finding that natural dogrose hybrids originate rather frequently and independently (Herklotz and Ritz, 2017).



Advantages and Limitations of the “Repeatomic Fingerprint” Method

Previous studies demonstrated the usefulness of repeatomes for studies of phylogenetic inference (Dodsworth et al., 2015; Vitales et al., 2020). We have extended and improved this methodical approach in several aspects: (i) The algorithm uses an amount of data inversely proportional to sample genome size. We found that this operation is particularly useful when species differing in genome size while having overall genome similarity are compared. (ii) Our script is able to extract comparative matrices from the RepeatExplorer2 archives and to transform the data suitable for multivariate statistics. Such an approach might be convenient when a large number of species/genomes are analyzed in batch. (iii) Since we display the sum of all dissimilarities of common repeats, our method reflects a more global genomic relationship between taxa. (iv) Separate analyses of specific repeats like rDNA are made possible because our script uses text search in the RE archive, and, thus, subsampling could potentially be extended to clusters with hits to any other repeats (e.g., all Ty3/Gypsy annotations).

We admit the method has certain limitations, namely, that it, currently, cannot use clusters with missing nodes for one or more samples (annotated as “NA” in obs-matrices, species or lineage- specific absents). This presents a potential problem at higher taxonomic levels where differences between the genomes are high, and, thus, the number of useable clusters will be low. Further-on avoiding these clusters might reduce the phylogenetic information embedded in the clustering analysis. One future direction could be to replace NAs with artificial values, such as a one edge equivalent for the observed/expected ratios or a mean of the remaining values of the obs-matrix and to see how this impacts the topologies of graphs. We assume that species or lineage-specific clusters carry also a strong phylogenetic signal. Thus, we initially tested an abundance-based approach by concatenating the read counts of each cluster into a character matrix. However, subsequent multivariate analyses were blurred by signal noise from highly abundant repeats. Thus, future analyses may aim to filter for informative clusters, and, therefore, the reduction to specific repeat types or classes might be an option. The supplied bash script includes also the extraction of the read count tables per cluster (Line 76, Supplementary File 1 or in RE archive file “COMPARATIVE_ANALYSIS_COUNTS.csv”), but a direct proportional read input is important for abundance-based analyses and would change the whole statistical approach, which is beyond the scope of the paper.

Another challenge is low and approximately equal percentage of variances in all dimensions of the PCoAs in some analyses (e.g., in dogroses, Figure 7). However, even in these cases, the neighbor nets displayed exactly the same pattern compared to PCoA on the first two dimensions. Both statistical analyses differed in the treatment of obs-matrices. For neighbor nets, we used the obs-matrices as tables of variables, like Dodsworth et al. (2015) did this for read counts, and then, we calculated Gower distances based on these tables. In contrast, for PCoAs, obs-matrices were directly treated as distance according to Vitales et al. (2020). We think that range normalization implemented in the Gower distance has a major effect on the signal enhancement of the obs-matrices. Furthermore, differences between species were given as absolute values, avoiding negative branch lengths in neighbor nets. However, one can argue that the Gower distance calculation is a circular argument, as it uses all values as independent variables. Moreover, neighbor nets display all information from the data and not only the variance of the first two axes like in a PCoA. On the other hand, treating obs-matrices directly as distance has also pitfalls because it could happen that within-species distance is higher than between species in cases of species with very high-repeatome diversity. Since this could not be completely solved by our analyses, we would like to encourage further discussions on these statistical issues. In addition, future studies should also focus on the robustness of the method regarding taxon sampling. In general, phylogeneticists agree that denser taxon sampling will improve phylogenetic accuracy. However, this depends on the marker chosen and may not hold completely in fast-evolving markers with lineage-specific evolutionary rates (Nabhan and Sarkar, 2012). Therefore, the impact of taxon sampling might be shown by subdividing a large and comprehensive data set into various smaller ones. Using an amount of read data (inversely) proportional to sample genome size implements the assumption; that differences in genome size are independent from the effect of polyploidization (e.g., rearrangement, repeat expansion, and TE activity) and are linearly connected to repeat content, which is only approximately true (Choi et al., 2020). The genome size and its correct determination, ploidy level, and mode of polyploidization, together with the organization of repeats in the genomes, may play a role and should be also evaluated in further studies.




CONCLUSION/SUMMARY

During this study, we refined a method to track phylogenetic signals from repeatome data. The multivariate statistical approaches based on summed dissimilarities showed strong signals among larger taxonomic entities within the family Rosaceae. In Fragaria, a genus with restricted hybridization, we detected clear patterns of relatedness, including the correct position of hybrids. However, patterns were less pronounced in the more complicated genus Rosa, which is influenced by both recent and ancient hybridization. In contrast, both rDNA markers (5S or 45S) appeared to be informative in resolving species relationships in this group. It is, therefore, useful to analyze non-coding repeatomes and rDNA repeats from same source data sets separately. The described Principal Coordinate Analysis of repeatomes may provide a convenient approach to infer phylogenetic relationships, supplementing conventional methods, particularly in systems with complicated evolutionary histories. In the future, as high throughput sequencing is becoming more available to ancient DNA, our method could serve as an opportunity to analyze highly fragmented DNA by genome skimming from herbarium material.
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Supplementary Figure 1 | Principal Coordinate Analysis (PCoA) of Rosaceae species based on the inverted and summarized edges matrices from comparative RepeatExplorer2 output.

Supplementary Figure 2 | Neighbor-joining tree of Rosaceae species based on Gower distance calculated from the sum of 322 edges distances obtained from the comparative RepeatExplorer2 output. The tree was rooted with Dryas drummondii, and Bootstrap support >50% is given above branches.

Supplementary Table 1 | Analyzed species, including taxonomic information of four different data sets with respective indirect proportional RepeatExplorer2 read inputs according to genome size. The genome size as 2C value, its source, and the Short Read Archive (SRA) accession numbers are given.

Supplementary File 1 | Bash script to be executed from the parent directory of the decompressed RepeatExplorer2 archive to produce txt-files containing numbers of edges between species matrices (edges), observed/expected number of edges between species matrices (obs), and species read counts (reads).

Supplementary File 2 | R script to invert and summarize observed/expected number of edges between species matrices (obs) and numbers of edges between species matrices (edges).


FOOTNOTES

1https://www.geneious.com

2https://galaxy-elixir.cerit-sc.cz/


REFERENCES

Altschul, S. F., Gish, W., Miller, W., Myers, E. W., and Lipman, D. J. (1990). Basic local alignment search tool. J. Mol. Biol. 215, 403–410. doi: 10.1016/S0022-2836(05)80360-2

Álvarez, I., and Wendel, J. F. (2003). Ribosomal ITS sequences and plant phylogenetic inference. Mol. Phylogenet. Evol. 29, 417–434. doi: 10.1016/S1055-7903(03)00208-2

Belyayev, A. (2014). Bursts of transposable elements as an evolutionary driving force. J. Evol. Biol. 27, 2573–2584. doi: 10.1111/jeb.12513

Bentley, D. R., Balasubramanian, S., Swerdlow, H. P., Smith, G. P., Milton, J., Brown, C. G., et al. (2008). Accurate whole human genome sequencing using reversible terminator chemistry. Nature 456, 53–59. doi: 10.1038/nature07517

Biscotti, M. A., Olmo, E., and Heslop-Harrison, J. S. (2015). Repetitive DNA in eukaryotic genomes. Chromosom. Res. 23, 415–420. doi: 10.1007/s10577-015-9499-z

Blackburn, K. B., and Harrison, J. W. H. (1921). The status of the British rose forms as determined by their cytological behaviour. Ann. Bot. 35, 159–188. doi: 10.1093/oxfordjournals.aob.a089753

Blondel, V. D., Guillaume, J. L., Lambiotte, R., and Lefebvre, E. (2008). Fast unfolding of communities in large networks. J. Stat. Mech. Theory Exp. 2008:10008. doi: 10.1088/1742-5468/2008/10/P10008

Blumenstiel, J. P. (2019). Birth, school, work, death, and resurrection: the life stages and dynamics of transposable element proliferation. Genes (Basel) 10:336. doi: 10.3390/genes10050336

Bolsheva, N. L., Melnikova, N. V., Kirov, I. V., Dmitriev, A. A., Krasnov, G. S., Amosova, A. V., et al. (2019). Characterization of repeated DNA sequences in genomes of blue-flowered flax. BMC Evol. Biol. 19:49. doi: 10.1186/s12862-019-1375-6

Bourque, G., Burns, K. H., Gehring, M., Gorbunova, V., Seluanov, A., Hammell, M., et al. (2018). Ten things you should know about transposable elements. Genome Biol. 19:199. doi: 10.1186/s13059-018-1577-z

Brookfield, J. F. Y. (2005). The ecology of the genome – Mobile DNA elements and their hosts. Nat. Rev. Genet. 6, 128–136. doi: 10.1038/nrg1524

Bruneau, A., Starr, J. R., and Joly, S. (2007). Phylogenetic relationships in the genus Rosa: new evidence from chloroplast DNA sequences and an appraisal of current knowledge. Syst. Bot. 32, 366–378. doi: 10.1600/036364407781179653

Charlesworth, B., Sniegowski, P., and Stephan, W. (1994). The evolutionary dynamics of repetitive DNA in eukaryotes. Nature 371, 215–220. doi: 10.1038/371215a0

Choi, I. Y., Kwon, E. C., and Kim, N. S. (2020). The C- and G-value paradox with polyploidy, repeatomes, introns, phenomes and cell economy. Genes Genomics 42, 699–714. doi: 10.1007/s13258-020-00941-9

De Cock, K., Vander Mijnsbrugge, K., Breyne, P., Van Bockstaele, E., and Van Slycken, J. (2008). Morphological and AFLP-based differentiation within the taxonomical complex section Caninae (subgenus Rosa). Ann. Bot. 102, 685–697. doi: 10.1093/aob/mcn151

Debray, K., Le Paslier, M.-C., Bérard, A., Thouroude, T., Michel, G., Marie-Magdelaine, J., et al. (2021). Unveiling the patterns of reticulated evolutionary processes with phylogenomics: hybridization and polyploidy in the Genus Rosa. Syst. Biol. syab064. doi: 10.1093/sysbio/syab064

Debray, K., Marie-Magdelaine, J., Ruttink, T., Clotault, J., Foucher, F., and Malécot, V. (2019). Identification and assessment of variable single-copy orthologous (SCO) nuclear loci for low-level phylogenomics: a case study in the genus Rosa (Rosaceae). BMC Evol. Biol. 19:152. doi: 10.1186/s12862-019-1479-z

Devos, N., Oh, S. H., Raspé, O., Jacquemart, A. L., and Manos, P. S. (2005). Nuclear ribosomal DNA sequence variation and evolution of spotted marsh-orchids (Dactylorhiza maculata group). Mol. Phylogenet. Evol. 36, 568–580. doi: 10.1016/j.ympev.2005.04.014

Dickinson, T. A. (2018). Sex and Rosaceae apomicts. Taxon 67, 1093–1107. doi: 10.12705/676.7

DiMeglio, L. M., Staudt, G., Yu, H., and Davis, T. M. (2014). A phylogenetic analysis of the genus Fragaria (strawberry) using intron-containing sequence from the ADH-1 gene. PLoS One 9:e102237. doi: 10.1371/journal.pone.0102237

Dodsworth, S., Chase, M. W., Kelly, L. J., Leitch, I. J., Macas, J., Novak, P., et al. (2015). Genomic repeat abundances contain phylogenetic signal. Syst. Biol. 64, 112–126. doi: 10.1093/sysbio/syu080

Dodsworth, S., Jang, T. S., Struebig, M., Chase, M. W., Weiss-Schneeweiss, H., and Leitch, A. R. (2017). Genome-wide repeat dynamics reflect phylogenetic distance in closely related allotetraploid Nicotiana (Solanaceae). Plant Syst. Evol. 303, 1013–1020. doi: 10.1007/s00606-016-1356-9

Dogan, M., Pouch, M., Mandáková, T., Hloušková, P., Guo, X., Winter, P., et al. (2021). Evolution of tandem repeats is mirroring post-polyploid cladogenesis in Heliophila (Brassicaceae). Front. Plant Sci. 11:1944. doi: 10.3389/fpls.2020.607893

Dumolin, S., Demesure, B., and Petit, R. J. (1995). Inheritance of chloroplast and mitochondrial genomes in pedunculate oak investigated with an efficient PCR method. Theor. Appl. Genet. 91, 1253–1256. doi: 10.1007/BF00220937

Eickbush, T. H., and Eickbush, D. G. (2007). Finely orchestrated movements: evolution of the ribosomal RNA genes. Genetics 175, 477–485. doi: 10.1534/genetics.107.071399

Fougère-Danezan, M., Joly, S., Bruneau, A., Gao, X. F., and Zhang, L. B. (2015). Phylogeny and biogeography of wild roses with specific attention to polyploids. Ann. Bot. 115, 275–291. doi: 10.1093/aob/mcu245

Gilbert, C., and Feschotte, C. (2018). Horizontal acquisition of transposable elements and viral sequences: patterns and consequences. Curr. Opin. Genet. Dev. 49, 15–24. doi: 10.1016/j.gde.2018.02.007

Gower, J. C. (1971). A general coefficient of similarity and some of its properties. Biometrics 27:857. doi: 10.2307/2528823

Groffen, F. (2021). html2text, GitHub Repository. Available online at: https://github.com/grobian/html2text (accessed November 22, 2021).

Herklotz, V., and Ritz, C. M. (2014). Spontane hybridisierung von hundsrosen (Rosa L. sect. Caninae (DC). Ser.) an einem natürlichen vorkommen in der oberlausitz (Sachsen, Deutschland). Peckiana 9, 119–131.

Herklotz, V., and Ritz, C. M. (2017). Multiple and asymmetrical origin of polyploid dog rose hybrids (Rosa L. sect. Caninae (DC.) Ser.) involving unreduced gametes. Ann. Bot. 120, 209–220. doi: 10.1093/aob/mcw217

Herklotz, V., Kovařík, A., Lunerová, J., Lippitsch, S., Groth, M., and Ritz, C. M. (2018). The fate of ribosomal RNA genes in spontaneous polyploid dogrose hybrids [Rosa L. sect. Caninae (DC.) Ser.] exhibiting non-symmetrical meiosis. Plant J. 94, 77–90. doi: 10.1111/tpj.13843

Herklotz, V., Mieder, N., and Ritz, C. M. (2017). Cytological, genetic and morphological variation in mixed stands of dogroses (Rosa section Caninae; Rosaceae) in Germany with a focus on the hybridogenic R. micrantha. Bot. J. Linn. Soc. 184, 254–271. doi: 10.1093/botlinnean/box025

Huang, J., Liu, Y., Zhu, T., and Yang, Z. (2021). The asymptotic behavior of bootstrap support values in molecular phylogenetics. Syst. Biol. 70, 774–785. doi: 10.1093/sysbio/syaa100

Jürgens, A. H., Seitz, B., and Kowarik, I. (2011). Genetic differentiation of three endangered wild roses in northeastern Germany: Rosa inodora Fries, Rosa sherardii Davies and Rosa subcollina (H. Christ) Keller. Plant Biol. 13, 524–533. doi: 10.1111/j.1438-8677.2010.00406.x

Kamneva, O. K., Syring, J., Liston, A., and Rosenberg, N. A. (2017). Evaluating allopolyploid origins in strawberries (Fragaria) using haplotypes generated from target capture sequencing. BMC Evol. Biol. 17:180. doi: 10.1186/s12862-017-1019-7

Kovařík, A., Matyášek, R., Lim, K. Y., Skalická, K., Koukalová, B., Knapp, S., et al. (2004). Concerted evolution of 18-5.8-26S rDNA repeats in Nicotiana allotetraploids. Biol. J. Linn. Soc. 82, 615–625. doi: 10.1111/j.1095-8312.2004.00345.x

Kumar, S., Stecher, G., Li, M., Knyaz, C., and Tamura, K. (2018). MEGA X: molecular evolutionary genetics analysis across computing platforms. Mol. Biol. Evol. 35, 1547–1549. doi: 10.1093/molbev/msy096

Leitch, A. R., and Leitch, I. J. (2008). Genomic plasticity and the diversity of polyploid plants. Science 320, 481–483. doi: 10.1126/science.1153585

Lim, K. Y., Werlemark, G., Matyášek, R., Bringloe, J. B., Sieber, V., El Mokadem, H., et al. (2005). Evolutionary implications of permanent odd polyploidy in the stable sexual, pentaploid of Rosa canina L. Heredity (Edinb) 94, 501–506. doi: 10.1038/sj.hdy.6800648

Lin, J., and Davis, T. M. (2000). S1 analysis of long PCR heteroduplexes: detection of chloroplast indel polymorphisms in Fragaria. Theor. Appl. Genet. 101, 415–420. doi: 10.1007/s001220051498

Liston, A., Cronn, R., and Ashman, T.-L. (2014). Fragaria: a genus with deep historical roots and ripe for evolutionary and ecological insights. Am. J. Bot. 101, 1686–1699. doi: 10.3732/ajb.1400140

Liu, B., and Davis, T. M. (2011). Conservation and loss of ribosomal RNA gene sites in diploid and polyploid Fragaria (Rosaceae). BMC Plant Biol. 11:157. doi: 10.1186/1471-2229-11-157

Lo, E. Y. Y., and Donoghue, M. J. (2012). Expanded phylogenetic and dating analyses of the apples and their relatives (Pyreae, Rosaceae). Mol. Phylogenet. Evol. 63, 230–243. doi: 10.1016/J.YMPEV.2011.10.005

Lunerová, J., Herklotz, V., Laudien, M., Vozárová, R., Groth, M., Kovařík, A., et al. (2020). Asymmetrical canina meiosis is accompanied by the expansion of a pericentromeric satellite in non-recombining univalent chromosomes in the genus Rosa. Ann. Bot. 125, 1025–1038. doi: 10.1093/aob/mcaa028

Ma, Y., Islam-Faridi, M. N., Crane, C. F., Ji, Y., Stelly, D. M., Price, H. J., et al. (1997). In situ hybridization of ribosomal DNA to rose chromosomes. J. Hered. 88, 158–161. doi: 10.1093/oxfordjournals.jhered.a023078

Martín-Peciña, M., Ruiz-Ruano, F. J., Camacho, J. P. M., and Dodsworth, S. (2019). Phylogenetic signal of genomic repeat abundances can be distorted by random homoplasy: a case study from hominid primates. Zool. J. Linn. Soc. 185, 543–554. doi: 10.1093/zoolinnean/zly077

Matsumoto, S., Kouchi, M., Fukui, H., and Ueda, Y. (2000). Phylogenetic analyses of the subgenus Eurosa using the its nrDNA sequence. Acta Hortic. Int. Soc. Hortic. Sci. 521, 193–202. doi: 10.17660/ActaHortic.2000.521.21

Mlinarec, J., Šatović, Z., Malenica, N., Ivančić-Baće, I., and Besendorfer, V. (2012). Evolution of the tetraploid Anemone multifida (2n = 32) and hexaploid A. baldensis (2n = 48) (Ranunculaceae) was accompanied by rDNA loci loss and intergenomic translocation: evidence for their common genome origin. Ann. Bot. 110, 703–712. doi: 10.1093/aob/mcs128

Nabhan, A. R., and Sarkar, I. N. (2012). The impact of taxon sampling on phylogenetic inference: a review of two decades of controversy. Brief. Bioinform. 13, 122–134. doi: 10.1093/bib/bbr014

Negm, S., Greenberg, A., Larracuente, A. M., and Sproul, J. S. (2020). RepeatProfiler: a pipeline for visualization and comparative analysis of repetitive DNA profiles. Mol. Ecol. Resour. 21, 969–981. doi: 10.1111/1755-0998.13305

Njuguna, W., Liston, A., Cronn, R., Ashman, T. L., and Bassil, N. (2013). Insights into phylogeny, sex function and age of Fragaria based on whole chloroplast genome sequencing. Mol. Phylogenet. Evol. 66, 17–29. doi: 10.1016/j.ympev.2012.08.026

Novák, P. (2019). bitbucket/RepeatExplorer2 with TAREAN (Tandem Repeat Analyzer)/ create_annotation.R. Available online at: https://bitbucket.org/petrnovak/repex_tarean/src/devel/lib/create_annotation.R (accessed October 12, 2021).

Novák, P., Neumann, P., and Macas, J. (2010). Graph-based clustering and characterization of repetitive sequences in next-generation sequencing data. BMC Bioinformatics 11:378. doi: 10.1186/1471-2105-11-378

Novák, P., Neumann, P., and Macas, J. (2020). Global analysis of repetitive DNA from unassembled sequence reads using RepeatExplorer2. Nat. Protoc. 15, 3745–3776. doi: 10.1038/s41596-020-0400-y

Novák, P., Neumann, P., Pech, J., Steinhaisl, J., and Macas, J. (2013). RepeatExplorer: a Galaxy-based web server for genome-wide characterization of eukaryotic repetitive elements from next-generation sequence reads. Bioinformatics 29, 792–793. doi: 10.1093/bioinformatics/btt054

Nybom, H., Carlson-Nilsson, U., Werlemark, G., and Uggla, M. (1997). Different levels of morphometric variation in three heterogamous dogrose species (Rosa sect. Caninae, Rosaceae). Plant Syst. Evol. 204, 207–224. doi: 10.1007/BF00989206

Oksanen, J., Blanchet, F. G., Kindt, R., Legendre, P., Minchin, P. R., O’Hara, R. B., et al. (2020). vegan: Community Ecology Package. R package version, 2.5-7. Available online at: https://CRAN.R-project.org/package=vegan

Olbricht, K., Kallweit, L., Mannicke, F., Drewes-Alvarez, R., and Vogt, R. (2014). The Fragaria herbarium of Professor Günter Staudt. Acta Hortic. 1049, 305–308. doi: 10.17660/ActaHortic.2014.1049.40

Paradis, E., and Schliep, K. (2019). ape 5.0: an environment for modern phylogenetics and evolutionary analyses in R. Bioinformatics 35, 526–528. doi: 10.1093/bioinformatics/bty633

Parisod, C., and Senerchia, N. (2012). Responses of transposable elements to polyploidy. Top. Curr. Genet. 24, 147–168. doi: 10.1007/978-3-642-31842-9_9

Poczai, P., and Hyvönen, J. (2010). Nuclear ribosomal spacer regions in plant phylogenetics: problems and prospects. Mol. Biol. Rep. 37, 1897–1912. doi: 10.1007/s11033-009-9630-3

Potter, D., Eriksson, T., Evans, R. C., Oh, S., Smedmark, J. E. E., Morgan, D. R., et al. (2007). Phylogeny and classification of Rosaceae. Plant Syst. Evol. 266, 5–43. doi: 10.1007/s00606-007-0539-9

R Core Team (2020). R: A Language and Environment for Statistical Computing. Vienna: R Foundation for Statistical Computing.

Raskina, O., Barber, J. C., Nevo, E., and Belyayev, A. (2008). Repetitive DNA and chromosomal rearrangements: speciation-related events in plant genomes. Cytogenet. Genome Res. 120, 351–357. doi: 10.1159/000121084

Raymond, O., Gouzy, J., Just, J., Badouin, H., Verdenaud, M., Lemainque, A., et al. (2018). The Rosa genome provides new insights into the domestication of modern roses. Nat. Genet. 50, 772–777. doi: 10.1038/s41588-018-0110-3

Ritz, C. M., and Wissemann, V. (2011). Microsatellite analyses of artificial and spontaneous dogrose hybrids reveal the hybridogenic origin of Rosa micrantha by the contribution of unreduced gametes. J. Hered. 102, 217–227. doi: 10.1093/jhered/esq124

Ritz, C. M., Schmuths, H., and Wissemann, V. (2005). Evolution by reticulation: European dogroses originated by multiple hybridization across the genus Rosa. J. Hered. 96, 4–14. doi: 10.1093/jhered/esi011

Rousseau-Gueutin, M., Gaston, A., Aïnouche, A., Aïnouche, M. L., Olbricht, K., Staudt, G., et al. (2009). Tracking the evolutionary history of polyploidy in Fragaria L. (strawberry): new insights from phylogenetic analyses of low-copy nuclear genes. Mol. Phylogenet. Evol. 51, 515–530. doi: 10.1016/j.ympev.2008.12.024

RStudio Team (2021). RStudio: Integrated Development Environment for R. Boston, MA: RStudio, PBC.

Schliep, K., Potts, A. J., Morrison, D. A., and Grimm, G. W. (2017). Intertwining phylogenetic trees and networks. Methods Ecol. Evol. 8, 1212–1220. doi: 10.1111/2041-210X.12760

Schwarzacher, T., and Heslop-Harrison, P. (2000). Practical in Situ Hybridization. Pract. Situ Hybridization. Oxford: BIOS Scientific Publishers Ltd.

Staudt, G. (1959). “Cytotaxonomy and phylogenetic relationships in the genus Fragaria,” in Proceedings of the Ninth International Botanical Congress, Montréal, QC, 377.

Staudt, G. D., Davis, T. M., and Gerstberger, P. (2003). Fragaria bifera Duch.: origin and taxonomy. Bot. Jahrb. Syst. Pflanzengesch. Pflanzengeogr. 125, 53–72. doi: 10.1127/0006-8152/2003/0125-0053

Stevens, P. F. (2001). Angiosperm Phylogeny Website. Version 14, July 2017. Available online at: http://www.mobot.org/MOBOT/research/APweb/ (accessed August 20, 2021).

Sun, J., Shi, S., Li, J., Yu, J., Wang, L., Yang, X., et al. (2018). Phylogeny of Maleae (Rosaceae) Based on multiple chloroplast regions: implications to genera circumscription. Biomed Res. Int. 2018:7627191. doi: 10.1155/2018/7627191

Täckholm, G. (1922). Zytologische Studien über die Gattung Rosa. Acta Horti Bergiani, Vol. 9, Uppsala: Almqvist & Wiksells boktr, 97–381

Tushabe, D. (2019). Population Genetics of the Woodland Strawberry (Fragaria vesca L.; Rosaceae) in Germany and Adjacent Areas in the Czech Republic. Dresden: Technische Universität Dresden, International Institute (IHI) Zittau.

Unkrig, A. (2004). html2text – an advanced HTML-to-text converter. Version 1.3.2a, GMRS Software GmbH, Unterschleissheim.

Venner, S., Feschotte, C., and Biémont, C. (2009). Dynamics of transposable elements: towards a community ecology of the genome. Trends Genet. 25, 317–323. doi: 10.1016/j.tig.2009.05.003

Vicient, C. M., and Casacuberta, J. M. (2017). Impact of transposable elements on polyploid plant genomes. Ann. Bot. 120, 195–207. doi: 10.1093/aob/mcx078

Vitales, D., Garcia, S., and Dodsworth, S. (2020). Reconstructing phylogenetic relationships based on repeat sequence similarities. Mol. Phylogenet. Evol. 147:106766. doi: 10.1016/j.ympev.2020.106766

Vozárová, R., Herklotz, V., Kovařík, A., Tynkevich, Y. O., Volkov, R. A., Ritz, C. M., et al. (2021). ancient origin of two 5S rDNA families dominating in the genus Rosa and their behavior in the Canina-type meiosis. Front. Plant Sci. 12:643548. doi: 10.3389/fpls.2021.643548

Wallau, G. L., Vieira, C., and Loreto, ÉL. S. (2018). Genetic exchange in eukaryotes through horizontal transfer: connected by the mobilome. Mob. DNA 9, 1–16. doi: 10.1186/s13100-018-0112-9

Weitemier, K., Straub, S. C. K., Fishbein, M., and Liston, A. (2015). Intragenomic polymorphisms among high-copy loci: a genus-wide study of nuclear ribosomal DNA in Asclepias (Apocynaceae). PeerJ 3:e718. doi: 10.7717/peerj.718

Wendel, J. F., Jackson, S. A., Meyers, B. C., and Wing, R. A. (2016). Evolution of plant genome architecture. Genome Biol. 17:37. doi: 10.1186/s13059-016-0908-1

Werlemark, G., Nybom, H., Olsson, A., and Uggla, M. (2000). Variation and inheritance in hemisexual dogroses, Rosa section Caninae. Biotechnol. Biotechnol. Equip. 14, 28–31. doi: 10.1080/13102818.2000.10819083

Wickham, H. (2016). ggplot2: Elegant Graphics for Data Analysis. New York, NY: Springer-Verlag.

Wissemann, V. (1999). Genetic constitution of Rosa sect. Caninae (R. canina, R. jundzilli) and sect. Gallicanae (R. gallica). Angew. Bot. 73, 191–196.

Wissemann, V. (2000). Molekulargenetische und morphologisch-anatomische Untersuchungen zur Evolution und Genomzusammensetzung von Wildrosen der Sektion Caninae (DC.), Ser. Bot. Jahrb. Syst. 122, 347–429.

Wissemann, V. (2002). Molecular evidence for allopolyploid origin of the Rosa canina -complex (Rosaceae, Rosoideae). J. Appl. Bot. 76, 176–178.

Wissemann, V. (2003). “Hybridization and the evolution of the nrITS spacerregion,” in Plant Genome, Biodiversity and Evolution, Part A: Phanerogams, Vol. 1, eds A. K. Sharma and A. Sharma (Enfield, NH: Science Publishers Inc.), 57–71.

Wissemann, V., and Hellwig, F. H. (1997). Reproduction and hybridisation in the Genus Rosa, section caninae (Ser.) Rehd. Bot. Acta 110, 251–256. doi: 10.1111/j.1438-8677.1997.tb00637.x

Wissemann, V., and Ritz, C. M. (2005). The genus Rosa (Rosoideae, Rosaceae) revisited: molecular analysis of nrITS-1 and atpB-rbcL intergenic spacer (IGS) versus conventional taxonomy. Bot. J. Linn. Soc. 147, 275–290. doi: 10.1111/j.1095-8339.2005.00368.x

Wu, S., Ueda, Y., Nishihara, S., and Matsumoto, S. (2001). Phylogenetic analysis of Japanese Rosa species using DNA sequences of nuclear ribosomal internal transcribed spacers (ITS). J. Hortic. Sci. Biotechnol. 76, 127–132. doi: 10.1080/14620316.2001.11511338

Xiang, Y., Huang, C.-H., Hu, Y., Wen, J., Li, S., Yi, T., et al. (2016). Evolution of Rosaceae fruit types based on nuclear phylogeny in the context of geological times and genome duplication. Mol. Biol. Evol. 34, 262–281. doi: 10.1093/molbev/msw242

Yang, Y., and Davis, T. M. (2017). a new perspective on polyploid Fragaria (strawberry) genome composition based on large-scale, multi-locus phylogenetic analysis. Genome Biol. Evol. 9, 3433–3448. doi: 10.1093/gbe/evx214

Yu, G., Chen, Y., and Guo, Y. (2009). Design of integrated system for heterogeneous network query terminal. J. Comput. Appl. 29, 2191–2193. doi: 10.3724/sp.j.1087.2009.02191

Zhang, S.-D., Jin, J.-J., Chen, S.-Y., Chase, M. W., Soltis, D. E., Li, H.-T., et al. (2017). Diversification of Rosaceae since the Late Cretaceous based on plastid phylogenomics. New Phytol. 214, 1355–1367. doi: 10.1111/nph.14461


Conflict of Interest: KO is employed by Hansabred GmbH & Co. KG, Dresden, Germany.

The remaining authors declare that the research was conducted in the absence of any commercial or financial relationships that could be construed as a potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.

Copyright © 2021 Herklotz, Kovařík, Wissemann, Lunerová, Vozárová, Buschmann, Olbricht, Groth and Ritz. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.


OPS/images/fpls-12-738119-g008.jpg
Axis 2 (8.4%)

C

Axis 2 (8.4%)

Axis 2 (8.9%)

5.0 1

ro
o

©
o
L

-2.54

0.254

0.004

-0.25 4

-0.50 1

0.31

0.2 1

0.11

0.01

-0.1+

-0.2 1

All 319 clusters

o
[

A
h 4

45S rDNA

Axis 1 (8.5%)

025

5S rDNA

0.25
Axis 1 (8.5%)

-
%

subsect. Caninae  subsect. Caninae-hybrids
B R. canina
A R corymbifera

® R. dumalis
(natural hybrid R. canina x R. inodora)

[] R. canina x R. rubiginosa

0.0
Axis 1 (10.6%)
subsect. Vestitae

HH R. sheradii

/\ R. corymbifera x R. rubiginosa

B Samples from Brno

0.2

subsect. Rubigineae subsect. Rubigineae-

hybrid

O R. rubiginosa
x R. corymbifera

® R rubiginosa

® R. inodora

E Samples from Eastern Saxony






OPS/images/fpls-12-738119-g007.jpg
A All clusters
2.5
;\3
AN
®, 0.0 O
N
n
5
254 0O
_5'0- | | | | | |
7.5 5.0 25
Axis 1 (8.7%)
C 45S rDNA clusters
A
~~ 02'
X '®) 174
©
N 00-
<
_0_2-
S A
O A
&
04 02 0.0 0.2
Axis 1 (8.4%)
E 58S rDNA cluster
0.34 O
]
0.2- oL
9 O 4
N % LY
g 0.1+ \~
N o * " e °
® ® 4 ®e K Rosa ®
% 0.0 0 L A . (N
< v~ A L Y
9 Y . )
oy « Synst. R. gallica . . ,‘
%
EY 8 AA o R4
_02 |~ -v ' : r o
0.2 e e ® 0.0 N’ 0.2

Axis 1 (14.8%)

subg. Rosa

A sect. Caninae
A R canina (C2) )
A R. canina (D)
A R inodora

A R. rubiginosa
/. R. sherardii

\/ sect. Synstylae
\/ R. arvensis

\/ R. chinensis p 2X

~5X \/ R. multiflora

(O sect. Rosa
O R. majalis
O R. rugosa

Fa

€ sect. Gallicanae
® R. gallica 4x

@ sect. Laevigatae

(' R. laevigata 2x

Bl subg. Hesperhodos
B R. minutifolia 2x

[J] subg. Hulthemia
] R. persica 2x






OPS/images/cross.jpg
3,

i





OPS/xhtml/Nav.xhtml




Contents





		Cover



		Power and Weakness of Repetition – Evaluating the Phylogenetic Signal From Repeatomes in the Family Rosaceae With Two Case Studies From Genera Prone to Polyploidy and Hybridization (Rosa and Fragaria)



		INTRODUCTION



		MATERIALS AND METHODS



		Plant Material and Short Read Data



		DNA Extraction, High-Throughput Sequencing, and Data-Base Accessions



		RepeatExplorer2 Comparative Clustering



		Methodological Background



		Data Pre-treatment and RepeatExplorer2 Settings







		Data Extraction From RepeatExplorer2 Archives



		Multivariate Statistics







		RESULTS



		Rosaceae



		Fragaria (Potentilleae)



		Rosa (Roseae)



		Rosa Sect. Caninae







		DISCUSSION



		Phylogenetic Patterns Within Rosaceae



		Relationships Within Fragaria



		Relationships Between Rosa Species



		Relationships With Rosa Subsect. Caninae



		Advantages and Limitations of the “Repeatomic Fingerprint” Method







		CONCLUSION/SUMMARY



		DATA AVAILABILITY STATEMENT



		AUTHOR CONTRIBUTIONS



		FUNDING



		ACKNOWLEDGMENTS



		SUPPLEMENTARY MATERIAL



		FOOTNOTES



		References

















OPS/images/cover.jpg
frontiers
In Plant Science

Power and Weakness

of Repetition — Evaluating
the Phylogenetic Signal From

Repeatomes in the Family

Rosaceae With Two Case
Studies From Genera Prone

to Polyploidy and Hybridization
(Rosa and Fragatria)









OPS/images/logo.jpg
' frontiers
in Plant Science





OPS/images/fpls-12-738119-g002.jpg
A Whole genome sequencing with low coverage

Species A

genomic DNA

short reads
Species B

genomic DNA
== —/m === [—

short reads

genome size

Species C

genomic DNA

sfkrt reéds
Species n

genomic DNA

short reads

C Comparatlve clusterlnq with RepeatExplorer2

E

unknown repeat

specific repeat
(species C is missing)

annotated as e.g.
"45S rDNA cluster”

species A and species C
have no connections

. Species A
. Species B
. Species C

. Species n

Inversion and summarizing into one matrix

For all clusters

—
A Spedesh S Specksn |
Sosceih o 1 uwr 104
Soscest 0w 1o [T
r l Soudes 0 0 0.987 103 103

B Subsampling indirect proportional to genome size

number of input reads

>Species A

>Species B

>Species C

>Species n

— =
short reads with
species specific prefix

e [ [
) R e e | |
) [ (e e [ (—
—
[ | | | [Ewe| [rwee]
— e e = e ===
short reads with

species specific prefix

short reads with
species specific prefix

) S ) ) ) e e [ .
short reads with
species specific prefix

all_species.fasta
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comparative analysis - observed/expected number of edges between species

Species A Species B Species C Species n
Species A 0.997 1.01 0.977 1.02
Species B 1.01 1.03 1.01 0.987
Species C 0.977 B9 1.04 1.03
Species n 1.02 0.987 1.03 1.03

_c_om;&e‘a_nilysis - observed/expected number of edges between species
\ ™

ecies B Species C Species n
Species A : NA 0.00468
Species B 0.053 S
SpeciesC  NA NA N Of: N
Species n 0.00468 ONA AI_1

comparative analysis - observed/expected number of edges between species

Species A Species B Species C Species n
Species A 6.81 0.156 0.759 0.669
Species B 0.156 0.4 0.0321 0.0224
Species C 0.759 0.0321 2.05 2.18
Species n 0.669 0.0224 2.18 2.26

comparative analysis - observed/expected number of edges between species

Species A Species B Species C Species n
Species A 0.977 0.985 0 0.997
Species B 0.96 0.966 0.983 0.993
Species C 0 0.921 0.952 0.958
Species n 0.977 0.952 0.965 0.965

Main summarized distance
matrix of observed/expected
edges

obs-distance all clusters

Species A Species B Species C Species n
142.998 152.830 149.307 146.798
152.830 128.839 154.908 152.677

Species A

SpeciesB  SpecesC  specesn |
o 1.07
w1 ass
10 103

58 103 103

Species B

SpeciesC  149.307 154.908 143.288 149.311

Speciesn 146.798 152.677 149.311 139.269

obs-distance 45S rDNA

Species A Species B Species C Species n
Species A 142,998 152.830 149.307 146.798

scies A
Species & 099
Soecies 8 0
Soecies 03;
Sneciesn o

1 Species A Species B Species C Species n

SpeciesB  152.830 128.839 154.908 152.677
149.307 154.908 143.288 149.311
146.798 152.677 149.311 139.269

Species C

Species n

obs-distance 5S rDNA

142.998 152.830 149.307 146.798
152.830 128.839 154.908 152.677

Species A

— Species B

149.307 154.908 143.288 149.311
146.798 152.677 149.311 139.269

Species C
Species n






OPS/images/fpls-12-738119-g001.jpg
A Maleae

(Malus,
Crataegus,
Cydonia,
Eriobofrya)

Rosaceae

Gillenieae
(Gillenia)

Amygdaleae (Prunus)

‘ Neillieae (Physocarpus)

Potentilleae (Fragaria)

Roseae (Rosa)

‘ Colurieae (Geum)

‘ Rubeae (Rubus)

d Umarieae (Filipendula)

‘ Dryoideae (Dryas)

Fragaria

Rosa

Synstylae & allies

A

Vesca“ clade

F. viridis

‘ Laevigatae +
Synstylae
Caninae s.str.
Gallicanae, Synstylae
Rubigineae + Vestitae

Synstylae + Indicae

14

Rosa & allies

Rosa +

< Hulthemia + Hespherodos





OPS/images/fpls-12-738119-g004.jpg
Malus domestica 7 ]
100 96 Malus baccata
Eriobotrya japonica Maleae
100 [ Cydonia oblonga
93 Crataegus mollis

100 —— Physocarpus opulifolius 7] Neillieae

98

Gillenia stipulata 7] Gillenieae

81
_|jl-"runus persica Amygdaleae

Prunus avium

Amygdaloideae

Prunus dulcis

Fragaria vesca
93 Fragaria orientalis
8 Fragaria bucharica
Fragaria moschata

e Fragaria viridis

Fragaria iinumae
82 .
Rosa arvensis

LL
Rosa rugosa

__| Rosa canina
84

Roseae

10 L Rosa rubiginosa N

Geum urbanum :| Colurieae

100

Rubus ideaus :| Rubeae

Filipendula vulgaris ] Ulmarieae

— Dryas drummondii "] Dryadeae 7] Dryadoideae

0.050

Potentilleae

Rosoideae





OPS/images/fpls-12-738119-g003.jpg
Axis 2 (7.1%)

Based on observed/expected edges ratio matrix of 85 clusters

o

® &
&
L 2 5 O
AN
O X
&

V

e v

-f L ¥
2 1 0 1 2
Axis 1 (14.9%)
Rosoideae Amygdaloideae
Potentilleae ® Roseae O Colurieae V Maleae [1 Amygdaleae X Neillieae

Fragaria orientalis @ Rosa arvensis

Fragaria vesca ® Rosa canina
Fragaria viridis ® Rosa rubiginosa
Fragaria bucharica @ Rosa rugosa

Fragaria iinumae
Fragaria moschata

O Geum urbanum

A Rubeae

A Rubus ideaus

€ Ulmarieae

< Filipendula vulgaris

\/ Malus baccata L Prunus avium X Physocarpus opulifolius
\/ Malus domestic_a L] Prunus dulci§ & Gillenieas

L% Crataegus mollis [ Prunus persica . Gillenia stipulate

\/ Cydonia oblong _
\/ Eriobotrya japonica Dryadoideae
/\ Dryadeae

/\ Dryas drummondii





OPS/images/fpls-12-738119-g006.jpg
F. manshurica
F. bucharica
F. xbifera (2x)
F. vesca

F. vesca

F. vesca

F. viridis

F. viridis

F. viridis

F. xbifera (3x)
F. moschata
F. moschata
F. moschata
F. orientalis

> u I o I v I [ o I v I o

. minutifolia
. persica

arvensis

. laevigata
. majalis
. rugosa
. chinensis

D000

. multiflora

. gallica

. canina (CZ)
. canina (D)
. Inodora

. rubiginosa
. Sherardii





OPS/images/fpls-12-738119-g005.jpg
All clusters B

>

Axis 2 (8.0%)
(@]

2 -

A L 4
25 0.0 2.5
Axis 1 (8.7%)
C 45S rDNA clusters D

0.4 L 2 1 A

0.2

0.0 i
0.2 ¢

Axis 2 (8.0%)
l

-0.41 L

-0.6 4

-0.50 _0.25 0.00 0.25
Axis 1 (8.9%)

E 5S rDNA cluster F

0.2 -
0.1+ = *

0.0- O ¢

AXxis 2 (8.3%)
il
4

1 = ]

-0.2 1

0.3 I
0.3 02 0.1 0.0 0.1
Axis 1 (11.9%)

® F bucharica @ F mandshurica @ F moschata @ F orientalis

® F vesca ® F viridis ® F xbifera (2x) @ F. xbifera (3x)

H 2x ® 3x A 4x & 6x





