

  genes-10-00301




genes-10-00301







Genes 2019, 10(4), 301; doi:10.3390/genes10040301




Article



The Genome of Blue-Capped Cordon-Bleu Uncovers Hidden Diversity of LTR Retrotransposons in Zebra Finch



Jesper Boman 1,*, Carolina Frankl-Vilches 2, Michelly da Silva dos Santos 3, Edivaldo H. C. de Oliveira 3[image: Orcid], Manfred Gahr 2 and Alexander Suh 1,*





1



Department of Evolutionary Biology, Evolutionary Biology Centre (EBC), Science for Life Laboratory, Uppsala University, SE-752 36 Uppsala, Sweden






2



Department of Behavioral Neurobiology, Max Planck Institute for Ornithology, 82319 Seewiesen, Germany






3



Laboratório de Cultura de Tecidos e Citogenética, SAMAM, Instituto Evandro Chagas, Ananindeua, Pará, and Faculdade de Ciências Naturais (ICEN), Universidade Federal do Pará, Belém 66075-110, Brazil









*



Correspondence: jesper.boman@gmail.com (J.B.); alexander.suh@ebc.uu.se (A.S.)







Received: 6 March 2019 / Accepted: 5 April 2019 / Published: 13 April 2019



Abstract

:

Avian genomes have perplexed researchers by being conservative in both size and rearrangements, while simultaneously holding the blueprints for a massive species radiation during the last 65 million years (My). Transposable elements (TEs) in bird genomes are relatively scarce but have been implicated as important hotspots for chromosomal inversions. In zebra finch (Taeniopygia guttata), long terminal repeat (LTR) retrotransposons have proliferated and are positively associated with chromosomal breakpoint regions. Here, we present the genome, karyotype and transposons of blue-capped cordon-bleu (Uraeginthus cyanocephalus), an African songbird that diverged from zebra finch at the root of estrildid finches 10 million years ago (Mya). This constitutes the third linked-read sequenced genome assembly and fourth in-depth curated TE library of any bird. Exploration of TE diversity on this brief evolutionary timescale constitutes a considerable increase in resolution for avian TE biology and allowed us to uncover 4.5 Mb more LTR retrotransposons in the zebra finch genome. In blue-capped cordon-bleu, we likewise observed a recent LTR accumulation indicating that this is a shared feature of Estrildidae. Curiously, we discovered 25 new endogenous retrovirus-like LTR retrotransposon families of which at least 21 are present in zebra finch but were previously undiscovered. This highlights the importance of studying close relatives of model organisms.
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1. Introduction


Birds are remarkable among vertebrates by having small genomes, a low variation (0.91–2.16 pg, 2.4-fold) in genome size and a low density of repetitive elements [1,2,3]. Small genome sizes of birds are typically explained as an adaption for flight, through association with high metabolic rate which in turn selects for small red blood cells capable of greater gas exchange per unit volume [4,5,6]. This view is consistent with the observation of smaller genomes in flighted versus flightless birds and more streamlined genomes of bats compared to other eutherians [4,7,8]. However, measurements of insertion and deletion rates suggest that birds with more transposable element (TE) accumulation also have more deletions, resulting in a higher net shrinking and therefore smaller genomes [3]. Larger genome sizes of flightless birds result from low deletion rates and accumulation of TEs, meaning that they have less genomic turnover overall [3]. This might indicate that genome size differences among extant birds do not necessarily reflect adaptation for flight, but instead lineage-specific differences in genome dynamism [3].



Birds are the most species-rich group of land vertebrates as a result of a massive radiation following the demise of other dinosaur fauna at the Cretaceous–Paleogene extinction event 65 Mya [9]. The putative association between TE accumulation and speciation that has been shown in, e.g., mammals [10] is an interesting prospect for avian TE biology. Transposons have for example been implicated as hotspots for chromosomal breakpoint regions [11,12,13], conceivably associating transposon accumulation with chromosomal inversions. Through recombination suppression, inversions may act as islands of genomic differentiation (e.g., [14]). Research has shown that the genome of the important model organism zebra finch has undergone many inversions on a short evolutionary timescale [15,16]. Zebra finch also has a recent accumulation of endogenous retrovirus (ERV)-like long terminal repeat (LTR) retrotransposons [17], which proliferate through a copy and paste mechanism [18]. Romanov et al. [16] found a positive correlation between LTR retrotransposons and genomic regions especially prone to chromosomal rearrangements, so-called evolutionary breakpoint regions. Moreover, intra-chromosomal rearrangements such as inversions are more frequent in the zebra finch’s family Estrildidae, than in other bird lineages [15].



To understand the dynamics of LTR proliferation in Estrildidae, we de-novo sequenced and karyotyped the genome of blue-capped cordon-bleu (Uraeginthus cyanocephalus) and performed an in-depth computational prediction and manual curation of TEs. Blue-capped cordon-bleu is an East African estrildid finch and famous for its rapid tap dancing display [19,20]. It belongs to a lineage that split from the Austro-Pacific zebra finch at the root of Estrildidae 10 Mya [15]. In-depth annotations of TEs consisting of both computational prediction and manual curation have so far only been presented for zebra finch, chicken (Gallus gallus) and collared flycatcher (Ficedula albicollis) [17,21,22]. Each genome curated has revealed a great diversity of new transposon families and subfamilies. Through rigorous manual curation, we discovered 25 new ERV-like retrotransposon families of which 21 are shared with zebra finch. Using repeats from collared flycatcher and blue-capped cordon-bleu, we find an additional 4.5 Mb of LTR elements (i.e., >10% increase in annotated bp) in the zebra finch genome assembly taeGut2, compared with using only previously curated bird repeats from Repbase. Furthermore, we show that blue-capped cordon-bleu has experienced a recent accumulation of LTR retrotransposons, which indicates that this is a shared feature of estrildid finches and likely important in shaping their genomic landscape.




2. Materials and Methods


2.1. Sequencing, Genome Assembly and Karyotyping


We sequenced the genome from heart and testis tissues of a male blue-capped cordon-bleu (U. cy.) bred at Max Planck Institute for Ornithology (Germany), Seewiesen animal facility, using the 10X Genomics Chromium linked-read system [23,24] and sequencing of 150-bp paired-end reads on an Illumina HiSeq X instrument, both conducted by SciLifeLab Stockholm (Sweden). Animal handling was carried out in accordance with the European Communities Council Directive 2010/63 EU and the legislation of the state of Upper Bavaria. We used a genome assembly from testis tissue for RepeatModeler prediction (see below), but decided to use an assembly from heart tissue for all analyses, to be more comparable with the somatic repeatomes of zebra finch, collared flycatcher and chicken, due to the recent hypothesis of a germline restricted chromosome being widespread among songbirds [25,26,27]. Hereafter, “the genome of blue-capped cordon-bleu” refers to the heart assembly. We generated “pseudohaploid” draft genome assemblies using Supernova 2.0 [23,24]. The Chromium system employs a unique barcoding of reads from the same input DNA molecule which potentially allows for the assembly of longer contigs and scaffolds than conventional short-read technologies [24]. We assessed the assembly quality using the assemblathon_stats.pl script [28] and investigated the gene set completeness using the aves_odb9 library in BUSCO2 [29] (Table 1). Karyotyping was performed on fibroblast cells from the embryos of both male and female blue-capped cordon-bleu using established protocols [30,31] with modifications described previously in Santos et al. [32] and Furo et al. [33] (Figure 1).




2.2. Computational and Manual Curation of Transposable Elements


Repetitive element consensus sequences were predicted de novo using RepeatModeler ver. 1.0.8 [34]. The predicted library of consensus sequences was masked with RepeatMasker ver. 4.0.7 using the Aves Repbase library [35]. Consensus sequences more than 5% diverged from previously annotated zebra finch repeat consensuses [17] were selected for manual curation. Using a custom script [22], the 20 best BLASTn ver. 2.6.0+ [36] hits of each consensus sequence along with 2-kb flanks were aligned using MAFFT ver. 7.310 [37]. For each repeat predicted by RepeatModeler, a new majority rule consensus sequence was made based on the aligned hits, either manually with an alignment viewer (Aliview [38] or BioEdit [39]) or using Advanced Consensus Maker [40]. At each site, the most abundant base was used as consensus, except for potential hypermutable CpG sites, which were curated as 5′-CG-3′. Target site duplication (TSD) patterns and the long terminal repeat (LTR) canonical 5′-TG…CA-3′ ends were used to identify and classify LTR retrotransposons into three groups [41]: endogenous retrovirus superfamily 1 (ERV1, 4 bp TSD), endogenous retrovirus superfamily K/2 (ERV2, 6 bp TSD) and endogenous retrovirus superfamily L/3 (ERV3, 5 bp TSD). The characteristic eight base pair motif [42], 5′-ATTCTRTG-3′, was used to identify the 3′ ends of CR1 LINEs. CR1 curation proceeded in 5′ direction as long as at least three BLASTn hits with high similarity were distinguishable in the alignment.



Manually curated consensus sequences were queried against Repbase using CENSOR [43]. To date, a majority of avian repeats in Repbase are from chicken and zebra finch. SINE and LTR retrotransposons with considerable nucleotide similarity (>80%) across a majority of their lengths (>80%; for at least 80 bp) to a repeat in Repbase or to each other (checked manually), were classified as belonging to the same family. SINE and LTR retrotransposons with hits to Repbase that did not meet these criteria were classified as new families. The criteria used here are based on the TE family 80-80-80 rule cutoff proposed by Wicker et al. [44] in which two TEs belong to the same family if 80% of a novel TE is more than 80% identical for at least 80 bp of an already classified TE, in a BLAST search or similar against a repeat database. By the same classification scheme, a TE subfamily represents a subpopulation of an already identified TE family [44]. We classified novel TEs from the same species as belonging to separate subfamilies if their consensus sequences were less than 95% similar on the nucleotide level. Some blue-capped cordon-bleu consensus sequences were more than 95% similar to zebra finch repeats after manual curation (Table S1). We still consider these as separate subfamilies in our analyses. For all curated LTR retrotransposons that met our criteria for a novel family, we next searched a library of collared flycatcher LTR consensus sequences [22] using BLASTn (E-value = 0.01). We classified a blue-capped cordon-bleu LTR consensus sequence as belonging to a collared flycatcher LTR family if it had considerable nucleotide similarity across the majority of its sequence (see criteria above) to a collared flycatcher LTR consensus. CR1 elements were classified based on a PhyML ver. 3.0 [45,46] maximum likelihood (ML) phylogeny (GTR+G+I substitution model) of all CR1 subfamilies from blue-capped cordon-bleu, chicken, zebra finch and collared flycatcher. The library for the latter three is the same as in Suh et al. [22]. This and another phylogenetic tree of songbird repeats from the TE family TguERVL2_I were depicted using FigTree ver. 1.4.3 (Figures S1 and S2) [47]. TE subfamilies and families were named following previous conventions used in the zebra finch and collared flycatcher repeat annotations [17,22].




2.3. Data Analysis


We created TE landscape plots using the .align files of the RepeatMasker output as described in preceding publications [22,48], except that CpG sites have lower weighting instead of being excluded when counting substitutions (Figure 2). Data presented in Table 2 were obtained from the .tbl file of the RepeatMasker output. We investigated the respective amount of shared and lineage-specific diversity of LTR families and subfamilies using genomes and LTR libraries from in-depth curated birds: chicken—galGal4, zebra finch—taeGut2, collared flycatcher—ficAlb1.5 and blue-capped cordon-bleu, using reciprocal BLASTn searches (E-value cutoff = 10−10) [22] (Figure 3). The zebra finch genome (taeGut2) was masked with two libraries: a library consisting of repeats from the Aves category in Repbase and a “full” library where blue-capped cordon-bleu and collared flycatcher repeats were added (Table S4). Statistical analyses of chromosomal content and LTR subfamily number in zebra finch were performed using R ver. 3.5 [49] on a taeGut2 genome assembly acquired from UCSC [50] (Figure 4). Scaffolds with Un* prefix and *random suffix were excluded in the analyses (Figure 4). All repeat libraries were obtained from Repbase [43] except for the collared flycatcher library which was acquired from dfam_consensus [51]. We hypothesized that LTR subfamilies from blue-capped cordon-bleu and collared flycatcher that are more similar to zebra finch LTRs should compete more in masking with zebra finch LTRs in RepeatMasker. Conversely, we predicted that blue-capped cordon-bleu and collared-flycatcher LTR subfamilies that do not belong to a family curated in zebra finch should contribute more to the discovery of previously unannotated repeats in the taeGut2 genome. We tested this prediction by comparing the overlap of chromosomal positions between LTRs from the RepeatMasker output of the Aves Repbase library and two sets of LTRs from the output when masking with the “full” library, using the intersect utility in the BEDTools suite [52] (Figure 4c). To annotate a single internal portion of an ERV-like element, we reran the pipeline described above for collecting BLASTn hits along with flanking regions, to obtain more copies of the internal element. We then used the NCBI ORFfinder tool to identify open reading frames [53], NCBI CD-search for characterization of conserved domains [54], and the consensus2genome R script [55] to depict genomic hits (BLASTn) of a concatenated consensus sequence of the ERV internal region and the flanking LTRs (Figure 5).




2.4. Data Deposition


Linked-read data were deposited in Sequence Read Archive (accession number SRR8873500). Both the “pseudohaploid” genome assembly draft and a phased diploid assembly draft were deposited in Dryad (http://dx.doi.org/10.5061/dryad.322gd5p). The newly curated consensus sequences were deposited in dfam_consensus.





3. Results


3.1. Genome Assembly and Karyotype of Blue-Capped Cordon-Bleu


We sequenced the genome of a male blue-capped cordon-bleu using the 10X Genomics Chromium linked-read platform [24] and obtained an average molecule length of 42.4 kb (Table 1). We assembled the genome using Supernova 2.0 and obtained an ~1.1 Gb assembly size, of which 105.6 Mb are “N” gaps, a scaffold N50 of 10.9 Mb, and a contig N50 of 66.3 kb (Table 1). We assessed the completeness of the genome using the aves_odb9 ortholog data set in BUSCO and recovered 90.1% of the genes completely, while 5.9% were fragmented and 4% were missing (Table 1).



Next, we karyotyped male and female blue-capped cordon-bleu using Giemsa staining and C-banding (Figure 1). Like zebra finch, blue-capped cordon-bleu has 2n = 80 [32]. Unlike zebra finch where the W is smaller than the Z [32,56], blue-capped cordon-bleu has sex chromosomes of roughly equal size (Figure 1a). Sex chromosomes were identified as a homomorphic macrochromosome pair in males (ZZ), while in females they were heteromorphic (ZW). Giemsa staining pattern is shown for the largest macrochromosomes and sex chromosomes of a female (Figure 1a). C-banding revealed a highly heterochromatic W chromosome, further confirming its identity (Figure 1b). Constitutive heterochromatin on autosomes is mainly restricted to putatively centromeric regions (Figure 1b).




3.2. The Transposable Element Landscape of Blue-Capped Cordon-Bleu


We identified transposable elements in the genome of blue-capped cordon-bleu using de-novo prediction with RepeatModeler followed by manual curation of all non-redundant and curatable consensus sequences. Masking the genome with RepeatMasker revealed a TE content of 6.44% (Table 2), a number typical for birds [2]. Most transposons were LINEs (132,734 copies) followed by LTR retrotransposons (61,457 copies). However, they have a roughly similar density, indicating that LTR retrotransposons are longer on average (Table 2). In Figure 2, we show three TE landscapes to highlight the difference in results when only relying on previously annotated TEs (Figure 2a), adding a RepeatModeler library (Figure 2b) and when performing in-depth manual curation (Figure 2c). Many repeats were initially classified as unknown by RepeatModeler (compare Figure 2a,b). Our manual curation showed that all curatable “unknown repeats” were in fact solo-LTRs of ERV-like retrotransposons (Table S1, Figure 2c). We used the canonical 5′-TG…CA-3′-ends and TSDs to identify solo-LTR elements. However, several variations deviating from 5′-TG…CA-3′ were observed (Table S1). Following previous LTR annotations for songbirds [15,20], we classified LTR elements to ERV superfamilies based on the length of their TSDs [41]. A peculiar element—UcyLTR-Lurtz—had both 5 and 6 bp target site duplications. In total, 25 new families and 50 new subfamilies of retrovirus-like LTR retrotransposons were curated. Moreover, we identified 16 new CR1 subfamilies and one new CR1-mobilized tRNA-Ile SINE subfamily (Table S1, Figure S1). We found no new curatable DNA transposons, which is perhaps not surprising considering that previous investigations of estrildid finches revealed only a relatively old hAT DNA transposon family, present in low copy numbers in zebra finch [17].




3.3. Comparative Genomics Revealed Extensive Shared Diversity of LTRs among Estrildid Finches


From the 50 discovered ERV-like LTR retrotransposons in blue-capped cordon-bleu, we classified 25 as new families based on the lack of extensive nucleotide similarity to LTR elements in Repbase, in collared flycatcher, and to each other. We considered consensus sequences with less than 95% nucleotide identity to each other as separate subfamilies within such a family. To investigate the amount shared LTR diversity between the in-depth curated birds (chicken, collared flycatcher, zebra finch and blue-capped cordon-bleu), we extended the reciprocal BLASTn search of Suh et al. [22] using consensus sequences from blue-capped cordon-bleu. In brief, separate libraries of LTR subfamily consensus sequences from each species were BLASTn searched to each genome, and the presence and absence of LTR families and subfamilies was scored (Tables S2 and S3 and Figure 3). A majority of LTR subfamilies that was curated using the blue-capped cordon-bleu genome is shared between zebra finch and blue-capped cordon-bleu. Thus, 21 of 25 novel ERV-like LTR families are present in the zebra finch genome assembly (taeGut2) but were previously undiscovered. Four families (UcyLTRK7, UcyLTRK15, UcyLTRL6, and UcyLTR-Lurtz) are lineage-specific to blue-capped cordon-bleu (Figure 3). Only TguERV5 is specific to zebra finch (Figure 3).



To understand how heterospecific TE libraries can improve repeat annotation in a model organism and why substantial LTR diversity was previously undetected in the zebra finch, we masked the zebra finch reference genome (taeGut2, based on same isolate as taeGut1) obtained from UCSC [50], using RepeatMasker and two libraries. One library consisted of Aves repeats in Repbase only and the other was Aves Repbase repeats concatenated with collared flycatcher and blue-capped cordon-bleu repeats. The latter, “full” library masked ~7.5 Mb more repeats than the former, of which ~4.5 Mb are LTR elements and ~2.6 Mb are satellite DNA (Table S4). We visualized the chromosomal content of LTR elements by six different categories and grouped them according to two criteria: (1) songbird species whose genome assembly was used for curation and (2) whether or not the LTR element belongs to a zebra finch LTR family (Figure 4a). One exception is TguLTRL3-L_Ucy, which fulfilled our criteria to be classified as a new family but was highly similar (>75%) at two different parts of its consensus to TguLTRL3. We therefore treated this new family as belonging to the category of zebra finch (ZF) families in these analyses. One LTR subfamily (fAlbLTR1_Ucy) in blue-capped cordon-bleu (BC) belonged to a collared flycatcher (CF) LTR family and was categorized as “Others” along with mostly chicken LTRs. Note that LTR annotation by RepeatMasker includes fragments of elements, which we included in the copy number estimates. Furthermore, five BC and two CF LTR subfamilies curated using respective genome had less than five hits in total and their presence/absence in the ZF genome should thus be considered with caution. The reciprocal BLAST approach should give a more conservative picture of the genomic presence/absence status of specific LTR families and subfamilies (Figure 3).



We observed that BC LTRs were overall more frequent than CF LTRs in the zebra finch genome (Figure 4a). The same pattern was seen for the frequency of LTR copies per subfamily, with a total of 10,811 BC copies and 4427 CF copies (Figure 4b). There were significantly more BC LTR copies per subfamily than CF copies (Welch t-test; p-value = 1.151 × 10−4). We saw the same trend when we compared LTR subfamilies from BC and CF families, with 4889 copies from BC LTR families and 1719 copies from CF families, and significantly more BC than CF copies per LTR subfamily (Welch t-test; p-value = 9.949 × 10−3). Furthermore, BC LTRs from BC families constituted significantly more base pairs per chromosome than CF LTRs from CF families (Wilcoxon signed rank test; p-value = 1.863 × 10−9). BC LTRs from BC families comprised in total 1736 kb compared to 471 kb of CF LTRs from CF families. These results strongly indicate that in-depth curation of LTR families in the more closely related blue-capped cordon-bleu led to annotation of more LTR copies in zebra finch than did the LTR families of the more distantly related collared flycatcher.



Long terminal repeat subfamilies from BC and CF belonging to ZF LTR families have high sequence similarity to zebra finch LTRs and would therefore compete in masking with them. We can call this the “competition-in-masking” hypothesis. A prediction from this hypothesis is that the largest gain in finding previously unannotated LTR elements in zebra finch should be obtained by using consensus sequences from LTR families previously undetected in zebra finch. We tested the “competition-in-masking” hypothesis by counting the number of overlaps between LTRs from the RepeatMasker output using only Aves Repbase repeats as library against two sets of LTRs from the “full” library (Figure 4c). The first set consisted of BC and CF LTRs belonging to ZF LTR families (8651 copies), and the second set consisted of BC and CF LTRs belonging to respective BC or CF LTR families (6608 copies). In the first set, 8214 overlaps were found which gave an overlap/copy number ratio of ~0.95. In the second set, only 373 overlaps were counted which results in a ratio of ~0.05. These results strongly confirm the “competition-in-masking” hypothesis and highlight how describing novel LTR families in a non-model relative can uncover hidden LTR diversity in the genome of a model organism.




3.4. Analysis of a Recently Active TE


We were able to curate a full-length LTR retrotransposon subfamily from the ERVL superfamily with complete internal region, in the blue-capped cordon-bleu genome. The copies of this LTR subfamily, TguERVL2_I_Ucy, make up ~1 Mb in total, which is 2.5 times more DNA than the closely related TguERVL2_I in the zebra finch genome (Table S5). The low average divergence (1.7%) to the consensus sequence is a good indication that this TE subfamily was very recently active (Table S5). We did a functional annotation of the consensus sequence of TguERVL2_I_Ucy, which revealed two long ORFs in the same reading frame and intact AP, RT, RH and INT domains, as well as an additional broken RH domain, all of which are canonical for vertebrate ERV-like retrotransposons (Figure 5a) [44,59,60]. However, the AP domain is predicted partially outside of the ORF boundaries (Figure 5a). Curiously, a disrupted envelope (ENV) glycoprotein C domain from the Marek_A superfamily is predicted inside the gag ORF (137 amino acid alignment to superfamily member PHA03269, E-value = 7.97 × 10−4). The Marek_A glycoprotein was originally classified in Marek’s disease virus (also known as Gallid alphaherpesvirus) [61], a ~174–180 kb dsDNA herpesvirus causing a neoplastic disease in chickens [62,63]. Interestingly, the TguERVL2 family is found in chickens as well (Table S3).



Conserved domain analysis of TguERVL2_I and TguERVL1_I in zebra finch suggests that these have all domains except for this broken ENV (not shown). However, a protein alignment of consensus sequences of TguERVL2_I, TguERVL1_I and members of PHA03269 (Envelope glycoprotein C from Human alphaherpesvirus 3 and Cercopithecine alphaherpesvirus 9) and pfam02124 (various herpesviruses) revealed that all TguERVL2_I subfamilies, but not TguERVL1_I, share similarity in a short region mainly to PHA03269 (Figure S2; Data S2). It is therefore likely that this hit represents an ancestral feature of the TguERVL2 family and not a translocation or recombination with a herpesvirus in the recent history of blue-capped cordon-bleu. Furthermore, this amino acid feature does not mean that TguERVL2_I_Ucy has an intact envelope as has been seen for some invertebrate LTR retrotransposons that likely acquired an entire ENV ORF from dsDNA viruses [64].



We inferred a maximum likelihood phylogeny of internal consensus sequences of TguERVL2_I in blue-capped cordon-bleu, zebra finch and collared flycatcher to analyze the evolutionary history of this LTR family (Figure S3). TguERVL1_I was the most closely related TE in the well-annotated zebra finch genome and was consequently chosen as outgroup. The phylogeny recapitulated the species tree with strong support (99 of 100 bootstrap replicates), indicating that TguERVL2_I has been vertically inherited in the investigated songbirds.



The curated LTR of TguERVL2_I_Ucy was concatenated with both ends of the internal region to create a 6.4 kb “pseudo full-length” ERV consensus, which we subsequently used to characterize consensus coverage of hits in the genome using the consensus2genome R script relying on BLASTn (E-value cutoff = 10−7) [55]. Most copies of this ERV throughout the genome are solo-LTRs, as indicated by the higher coverage of terminal repeats (Figure 5b). We also see a pattern of more copies with intact internal regions being recently diverged from the consensus (Figure 5b). These observations are consistent with the view of deletion of the internal region and one LTR, through within-element non-allelic homologous recombination [65]. Curiously, many hits in the range of 10% to 20% divergence to consensus seem to lack homology for the first ORF containing the broken ENV. These likely represent elements of another LTR subfamily with a similar pol ORF but a dissimilar gag ORF.





4. Discussion


In this study, we present the third linked-read genome assembly of any bird, to our knowledge. If we compare with one of the 10X genome assemblies published previously for eastern black-eared wheatear (Oenanthe hispanica melanoleuca) [66], we obtain a higher weighted average molecule length (42.4 kb vs. 17.5 kb) which most likely contributes to a higher scaffold N50 (10.9 Mb vs. 90 kb), (Table 1). Even higher scaffold N50 may be possible to be obtained by using a subset of reads [23], as shown by Toomey et al. [67] who produced a 10X genome assembly with scaffold N50 of 18.97 Mb for Gouldian finch (Erythrura gouldiae) with a read-depth of 60-fold in Supernova. Using the ranking employed by Suh and Kapusta [2], the genome assembly of blue-capped cordon-bleu is of medium quality (scaffold N50 >1 Mb; high quality requiring chromosome-level scaffolds) and has the 11th highest scaffold N50 out of the 77 analyzed bird genomes [2]. We also present the fourth bird genome with a well-curated transposon library and the first that allows comparative TE biology on the within-family level in birds. Previous work has shown that zebra finch has a substantial recent accumulation of ERV-like retrotransposons compared with other bird lineages [2,17,22], but see Mason et al. for a different view of LTR retrotransposon abundance in chickens [68]. The genome of blue-capped cordon-bleu also shows ERV-like LTR retrotransposon accumulation, and notably a recent expansion mostly caused by a single LTR subfamily, TguERVL2_I_Ucy (Table S5). Considering that zebra finch and blue-capped cordon-bleu separated at the deepest node of Estrildidae 10 Mya [15,69], ERV-like LTR retrotransposon accumulation might be ancestral to this clade.



Curiously, a majority (21 out of 25) of ERV-like LTR families described in this study are shared with zebra finch but were not previously described in its repeat annotation [17]. By combining repeats curated from the closely related blue-capped cordon-bleu (BC) and the more distantly related collared flycatcher (CF) with the Aves Repbase library, we were able to mask an additional 4.5 Mb (>10% increase) LTR retrotransposons in the zebra finch genome. We found significantly more copies per subfamily and a larger number of base pairs masked per chromosome of BC LTRs from BC families than CF LTRs from CF families (Figure 4a,b). This indicates that phylogenetic relatedness is an important factor when trying to find more repeats in a genome assembly using a TE library from another species. Furthermore, by analyzing the overlap between LTR copies in the RepeatMasker output from of the Aves Repbase and “full” libraries, we see that the largest addition of previously unannotated LTR elements in the taeGut2 genome results from novel BC and CF LTR families (Figure 4c). These results indicate that there are more TEs to be found in the reference genomes of model organisms and that they may be discovered by curating the repeatomes of closely related species.



A few novel BC ERV-like LTR retrotransposon families do not occur in zebra finch (Figure 3). Some or all might be unassembled or lost by drift or selection in zebra finch. A more plausible explanation is that they constitute recent germline infiltrations in the blue-capped cordon-bleu lineage. If that was the case for all four novel ERV-like LTR retrotransposon families, then the rate of germline infiltration in the blue-capped cordon-bleu lineage would be one every 2.5 My. This number may be an underestimate considering that research on a recent germline infiltration in koalas (Phascolarctos cinereus) show a polymorphic presence/absence pattern and no fixed insertions among individuals [70,71,72,73]. In addition, note the 28 LTR families on the short branch shared by zebra finch and blue-capped cordon-bleu (Figure 3). This indicates an even higher rate of germline infiltrations in the common ancestor of estrildid finches. The results presented here give an indication that the repetitive content and diversity of avian genomes may currently be somewhat underestimated. It is likely that the we will see diminishing returns in finding further shared TE diversity as more species are investigated. However, in-depth curation may greatly improve the accuracy of inferring a genome’s repeat landscape, especially when in-depth TE libraries from closely related species are missing [74], or when many solo-LTRs are automatically classified as unknown by RepeatModeler as was the case here for blue-capped cordon-bleu (Figure 2b).



In this particular case, variation among species in the effect of sequence modification by TE suppression systems may be increasing LTR sequence diversity in estrildid finches compared with other songbird lineages. It has previously been shown that zebra finch LTR retrotransposons frequently are C→U-modified by APOBEC family proteins leading to a G→A mutation on the antisense strand [75]. Among 111 analyzed vertebrates, APOBEC modification was especially strong in zebra finch [75] and we speculate that it could be one of the most important drivers increasing the genetic diversity of LTR subfamilies in blue-capped cordon-bleu as well as zebra finch. Knisbacher and Levanon [75] observed a much more limited effect of APOBEC in medium ground finch (Geospiza fortis) indicating that APOBEC activity varies among songbirds or that the edited sites were more easily detected in zebra finch because of its in-depth curated LTR library. However, it is possible that APOBEC modification mainly affects LTR subfamily diversity, see for example the high number of subfamilies on the zebra finch branch in Figure 3. On the other hand, LTR families with no homology to other repeats in Repbase likely represent previously undiscovered retroviral diversity arising from germline infiltrations. Altogether, genome evolution in Estrildidae may very well be shaped by the expansion of LTR retrotransposons and their strong suppression by APOBEC modification.



The question of shared ERV-like retrotransposon diversity warrants further study, both in Estrildidae and in other songbird clades. Related to the question of shared diversity is the notion that a single LTR subfamily, TguERVL2_I_Ucy, has proliferated very recently in the evolutionary history of the blue-capped cordon-bleu so that it now composes 2.5-fold more DNA than in the genome of its closest relative in zebra finch (Table S5). This number is probably an underestimate considering the difficulty in assembling long repeat sequences with high sequence identity [76]. The fact that a full-length element of 6.4 kb was curatable and the consensus has intact GAG, AP, RT and RH domains suggests that this subfamily is likely still actively retrotransposing. The phylogeny of TguERVL2_I_Ucy and its closest songbird relatives suggests vertical inheritance of this LTR family at least since the common ancestor of Estrildidae (Figure S3). The ultimate cause of this element’s high frequency in blue-capped cordon-bleu could be random genetic drift or some molecular feature of its Gag polyprotein—such as the putative Envelope glycoprotein C domain—that has allowed it to escape effective suppression. A horizontal acquisition event may have occurred in either direction between the ancestor of TguERVL2 and an alphaherpesvirus, but we cannot rule out that the similarity to Envelope glycoprotein C is caused by genetic drift or adaptive molecular convergence alone. However, horizontal transfer in both directions between LTR retrotransposons and dsDNA viruses have previously been inferred, which implies that such events do occur successfully [64,77].



Further investigation in Estrildidae is needed to explore the link between ERV-like LTR retrotransposon activity and the high rate of chromosomal inversions observed in this songbird clade [15]. For example, a single insertion of an LTR retrotransposon, Ty912, has been shown to increase the rate of gross chromosomal rearrangements (such as inversions) 380-fold in an experimental Saccharomyces cerevisiae yeast strain, compared to a wild type strain [12]. The karyotype data we present here indicates that no major interchromosomal rearrangements (i.e., fissions or fusions) have occurred since the divergence of zebra finch and blue-capped cordon-bleu (Figure 1) [32]. Future studies would do service by comparing the number of intrachromosomal rearrangements (especially inversions) in Estrildidae with other bird clades and investigate their likely link with LTR retrotransposon proliferation.



To conclude, we were able to annotate an additional 4.5 Mb of LTR retrotransposons in zebra finch using the in-depth curated LTR libraries of collared flycatcher and, most importantly, blue-capped cordon-bleu. We were also able to uncover a shared estrildid diversity of 21 out of 25 previously undiscovered ERV-like retrotransposon families found in blue-capped cordon-bleu. These results demonstrate the significance of studying close relatives to model organisms.








Supplementary Materials


The following are available online at https://www.mdpi.com/2073-4425/10/4/301/s1, Figure S1: Maximum likelihood phylogeny of CR1 consensuses; Figure S2: Snapshot of protein alignment of TguERVL_I Gag and Envelope glycoprotein C members (PHA03269 and pfam02124) of Marek_A superfamily of alphaherpesviruses; Figure S3: Maximum likelihood phylogeny of songbird TguERVL2_I consensuses; Table S1: Classification sheet of de-novo curated repetitive elements; Table S2: LTR reciprocal BLAST among in-depth curated birds, LTR subfamilies per branch; Table S3: LTR reciprocal BLAST among in-depth curated birds, LTR families per branch; Table S4: Comparison of RepeatMasker output between two different libraries (Aves Repbase library vs. “full” merged library) when masking zebra finch; Table S5: Abundance of TguERVL2_I family among in-depth curated songbirds; Data S1: Fasta-formatted consensus sequences of blue-capped cordon-bleu TEs; Data S2: Protein alignment of TguERVL_I Gag and Envelope glycoprotein C members (PHA03269 and pfam02124) of Marek_A superfamily.





Author Contributions


Conceptualization, A.S., J.B.; investigation, J.B., M.d.S.d.S.; resources, C.F.-V., E.H.C.d.O., M.G.; data curation, J.B.; writing—original draft preparation, J.B.; writing—review and editing, J.B., A.S.; visualization, J.B., M.d.S.d.S.; supervision, A.S.; project administration, A.S.; funding acquisition, A.S., M.G., E.H.C.d.O.




Funding


This research was funded by grants to A.S. from the Swedish Research Council Formas (2017-01597), the Swedish Research Council Vetenskapsrådet (2016-05139), and the SciLifeLab Swedish Biodiversity Program (2015-R14). A.S. acknowledges funding from the Knut and Alice Wallenberg Foundation via Hans Ellegren and support from the National Genomics Infrastructure in Stockholm funded by Science for Life Laboratory, the Knut and Alice Wallenberg Foundation and the Swedish Research Council. M.S.S. was supported by a Co-financed Short-Term Research Grant Brazil, 2018 (57417991), according to the joint agreement of the DAAD (German Academic Exchange Service) with CAPES (Coordenaçao de Aperfeiçoamento de Peesoal de Nível Superior, Brazil).




Acknowledgments


We thank Antje Bakker for arranging sample transfer, Martin Irestedt for help with DNA extractions, and Phil Ewels, Remi-André Olsen, and Mattias Ormestad for generating the linked-read data at SciLifeLab Stockholm. We also thank Patric Jern for useful discussions, and Mahwash Jamy and Valentina Peona for providing valuable bioinformatic advice. Boel Olsson and Francisco Ruiz-Ruano provided helpful comments on an earlier version of this manuscript. Computations were performed on resources provided by the Swedish National Infrastructure for Computing (SNIC) through Uppsala Multidisciplinary Center for Advanced Computational Science (UPPMAX). We also would like to thank two anonymous reviewers and editor Maria Xandri Zaragoza for insightful feedback on the manuscript of this paper.




Conflicts of Interest


The authors declare no conflict of interest. The funders had no role in the design of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or in the decision to publish the results.




References


	



Gregory, T.R. Animal Genome Size Database. Available online: http://www.genomesize.com (accessed on 7 December 2018).

	



Kapusta, A.; Suh, A. Evolution of bird genomes—A transposon’s-eye view. Ann. N. Y. Acad. Sci. 2016, 1389, 164–185. [Google Scholar] [CrossRef]

	



Kapusta, A.; Suh, A.; Feschotte, C. Dynamics of genome size evolution in birds and mammals. Proc. Natl. Acad. Sci. USA 2017, 114, E1460–E1469. [Google Scholar] [CrossRef][Green Version]

	



Hughes, A.L.; Hughes, M.K. Small genomes for better flyers. Nature 1995, 377, 391. [Google Scholar] [CrossRef] [PubMed]

	



Gregory, T.R. A Bird’s-Eye View of the C-Value Enigma: Genome Size, Cell Size, and Metabolic Rate in the Class Aves. Evolution 2002, 56, 121–130. [Google Scholar] [CrossRef] [PubMed]

	



Cavalier-Smith, T. Nuclear volume control by nucleoskeletal DNA, selection for cell volume and cell growth rate, and the solution of the DNA C-value paradox. J. Cell Sci. 1978, 34, 247–278. [Google Scholar]

	



Burton, D.W.; Bickham, J.W.; Genoways, H.H. Flow-Cytometric Analyses of Nuclear DNA Content in Four Families of Neotropical Bats. Evolution 1989, 43, 756–765. [Google Scholar] [CrossRef]

	



Van den Bussche, R.A.; Longmire, J.L.; Baker, R.J. How bats achieve a small C-value: Frequency of repetitive DNA in Macrotus. Mamm. Genome 1995, 6, 521–525. [Google Scholar] [CrossRef] [PubMed]

	



Jarvis, E.D.; Mirarab, S.; Aberer, A.J.; Li, B.; Houde, P.; Li, C.; Ho, S.Y.W.; Faircloth, B.C.; Nabholz, B.; Howard, J.T.; et al. Whole-genome analyses resolve early branches in the tree of life of modern birds. Science 2014, 346, 1320–1331. [Google Scholar] [CrossRef] [PubMed][Green Version]

	



Ricci, M.; Peona, V.; Guichard, E.; Taccioli, C.; Boattini, A. Transposable Elements Activity is Positively Related to Rate of Speciation in Mammals. J. Mol. Evol. 2018, 86, 303–310. [Google Scholar] [CrossRef] [PubMed][Green Version]

	



Lazar, N.H.; Nevonen, K.A.; O’Connell, B.; McCann, C.; O’Neill, R.J.; Green, R.E.; Meyer, T.J.; Okhovat, M.; Carbone, L. Epigenetic maintenance of topological domains in the highly rearranged gibbon genome. Genome Res. 2018, 28, 983–997. [Google Scholar] [CrossRef] [PubMed]

	



Chan, J.E.; Kolodner, R.D. A Genetic and Structural Study of Genome Rearrangements Mediated by High Copy Repeat Ty1 Elements. PLoS Genet. 2011, 7, e1002089. [Google Scholar] [CrossRef] [PubMed]

	



Farré, M.; Narayan, J.; Slavov, G.T.; Damas, J.; Auvil, L.; Li, C.; Jarvis, E.D.; Burt, D.W.; Griffin, D.K.; Larkin, D.M. Novel Insights into Chromosome Evolution in Birds, Archosaurs, and Reptiles. Genome Biol. Evol. 2016, 8, 2442–2451. [Google Scholar] [CrossRef][Green Version]

	



Wolf, J.B.W.; Ellegren, H. Making sense of genomic islands of differentiation in light of speciation. Nat. Rev. Genet. 2017, 18, 87–100. [Google Scholar] [CrossRef]

	



Hooper, D.M.; Price, T.D. Rates of karyotypic evolution in Estrildid finches differ between island and continental clades. Evolution 2015, 69, 890–903. [Google Scholar] [CrossRef] [PubMed]

	



Romanov, M.N.; Farré, M.; Lithgow, P.E.; Fowler, K.E.; Skinner, B.M.; O’Connor, R.; Fonseka, G.; Backström, N.; Matsuda, Y.; Nishida, C.; et al. Reconstruction of gross avian genome structure, organization and evolution suggests that the chicken lineage most closely resembles the dinosaur avian ancestor. BMC Genom. 2014, 15, 1060. [Google Scholar] [CrossRef]

	



Warren, W.C.; Clayton, D.F.; Ellegren, H.; Arnold, A.P.; Hillier, L.W.; Künstner, A.; Searle, S.; White, S.; Vilella, A.J.; Fairley, S.; et al. The genome of a songbird. Nature 2010, 464, 757–762. [Google Scholar] [CrossRef]

	



Garfinkel, D.J.; Boeke, J.D.; Fink, G.R. Ty element transposition: Reverse transcriptase and virus-like particles. Cell 1985, 42, 507–517. [Google Scholar] [CrossRef]

	



Ota, N.; Gahr, M.; Soma, M. Tap dancing birds: The multimodal mutual courtship display of males and females in a socially monogamous songbird. Sci. Rep. 2015, 5, 16614. [Google Scholar] [CrossRef]

	



Ota, N.; Gahr, M.; Soma, M. Songbird tap dancing produces non-vocal sounds. Bioacoustics 2017, 26, 161–168. [Google Scholar] [CrossRef]

	



International Chicken Genome Sequencing Consortium. Sequence and comparative analysis of the chicken genome provide unique perspectives on vertebrate evolution. Nature 2004, 432, 695–716. [Google Scholar] [CrossRef][Green Version]

	



Suh, A.; Smeds, L.; Ellegren, H. Abundant recent activity of retrovirus-like retrotransposons within and among flycatcher species implies a rich source of structural variation in songbird genomes. Mol. Ecol. 2017, 27, 99–111. [Google Scholar] [CrossRef][Green Version]

	



Weisenfeld, N.I.; Kumar, V.; Shah, P.; Church, D.M.; Jaffe, D.B. Direct determination of diploid genome sequences. Genome Res. 2017, 27, 757–767. [Google Scholar] [CrossRef][Green Version]

	



Marks, P.; Garcia, S.; Barrio, A.M.; Belhocine, K.; Bernate, J.; Bharadwaj, R.; Bjornson, K.; Catalanotti, C.; Delaney, J.; Fehr, A.; et al. Resolving the Full Spectrum of Human Genome Variation using Linked-Reads. Genome Res. 2019, 29, 635–645. [Google Scholar] [CrossRef]

	



Kinsella, C.M.; Ruiz-Ruano, F.J.; Dion-Côté, A.-M.; Charles, A.J.; Gossmann, T.I.; Cabrero, J.; Kappei, D.; Hemmings, N.; Simons, M.J.P.; Camacho, J.P.M.; et al. Programmed DNA elimination of germline development genes in songbirds. bioRxiv 2018, 444364. [Google Scholar]

	



Torgasheva, A.A.; Malinovskaya, L.P.; Zadesenets, K.S.; Karamysheva, T.V.; Kizilova, E.A.; Pristyazhnyuk, I.E.; Shnaider, E.P.; Volodkina, V.A.; Saifutdinova, A.F.; Galkina, S.A.; et al. Germline-Restricted Chromosome (GRC) is Widespread among Songbirds. bioRxiv 2018, 414276. [Google Scholar]

	



Biederman, M.K.; Nelson, M.M.; Asalone, K.C.; Pedersen, A.L.; Saldanha, C.J.; Bracht, J.R. Discovery of the First Germline-Restricted Gene by Subtractive Transcriptomic Analysis in the Zebra Finch, Taeniopygia guttata. Curr. Biol. 2018, 28, 1620–1627. [Google Scholar] [CrossRef]

	



Bradnam, K.R.; Fass, J.N.; Alexandrov, A.; Baranay, P.; Bechner, M.; Birol, I.; Boisvert, S.; Chapman, J.A.; Chapuis, G.; Chikhi, R.; et al. Assemblathon 2: Evaluating de novo methods of genome assembly in three vertebrate species. GigaScience 2013, 2, 10. [Google Scholar] [CrossRef]

	



Simão, F.A.; Waterhouse, R.M.; Ioannidis, P.; Kriventseva, E.V.; Zdobnov, E.M. BUSCO: Assessing genome assembly and annotation completeness with single-copy orthologs. Bioinformatics 2015, 31, 3210–3212. [Google Scholar] [CrossRef]

	



Sumner, A.T. A simple technique for demonstrating centromeric heterochromatin. Exp. Cell Res. 1972, 75, 304–306. [Google Scholar] [CrossRef]

	



Sasaki, M.; Ikeuchi, T.; Makino, S. A feather pulp culture technique for avian chromosomes, with notes on the chromosomes of the peafowl and the ostrich. Experientia 1968, 24, 1292–1293. [Google Scholar] [CrossRef]

	



Dos Santos, M.D.S.; Kretschmer, R.; Frankl-Vilches, C.; Bakker, A.; Gahr, M.; Ferguson-Smith, M.A.; De Oliveira, E.H. Comparative Cytogenetics between Two Important Songbird, Models: The Zebra Finch and the Canary. PLoS ONE 2017, 12, e0170997. [Google Scholar]

	



de Oliveira Furo, I.; Kretschmer, R.; dos Santos, M.S.; de Lima Carvalho, C.A.; Gunski, R.J.; O’Brien, P.C.; Ferguson-Smith, M.A.; Cioffi, M.B.; de Oliveira, E.H. Chromosomal Mapping of Repetitive DNAs in Myiopsitta monachus and Amazona aestiva (Psittaciformes, Psittacidae) with Emphasis on the Sex Chromosomes. Cytogenet. Genome Res. 2017, 151, 151–160. [Google Scholar] [CrossRef]

	



Smit, A.F.A.; Hubley, R. RepeatModeler. Available online: http://www.repeatmasker.org/RepeatModeler/ (accessed on 21 August 2018).

	



Smit, A.F.A.; Hubley, R.; Green, P. RepeatMasker Open-4.0 2013–2015. Available online: http://www.repeatmasker.org (accessed on 6 December 2018).

	



Altschul, S.F.; Gish, W.; Miller, W.; Myers, E.W.; Lipman, D.J. Basic local alignment search tool. J. Mol. Biol. 1990, 215, 403–410. [Google Scholar] [CrossRef]

	



Katoh, K.; Standley, D.M. MAFFT Multiple Sequence Alignment Software Version 7: Improvements in Performance and Usability. Mol. Biol. Evol. 2013, 30, 772–780. [Google Scholar] [CrossRef][Green Version]

	



Larsson, A. AliView: A fast and lightweight alignment viewer and editor for large datasets. Bioinformatics 2014, 30, 3276–3278. [Google Scholar] [CrossRef] [PubMed]

	



Hall, T.A. BioEdit: A user-friendly biological sequence alignment editor and analysis program for Windows 95/98/NT. Nucleic Acids Symp. Ser. 1999, 41, 95–98. [Google Scholar]

	



Advanced Consensus Maker. Available online: https://www.hiv.lanl.gov/content/sequence/CONSENSUS/AdvCon.html (accessed on 30 October 2018).

	



Kapitonov, V.V.; Jurka, J. A universal classification of eukaryotic transposable elements implemented in Repbase. Nat. Rev. Genet. 2008, 9, 411–412. [Google Scholar] [CrossRef] [PubMed]

	



Suh, A. The Specific Requirements for CR1 Retrotransposition Explain the Scarcity of Retrogenes in Birds. J. Mol. Evol. 2015, 81, 18–20. [Google Scholar] [CrossRef]

	



Bao, W.; Kojima, K.K.; Kohany, O. Repbase Update, a database of repetitive elements in eukaryotic genomes. Mob. DNA 2015, 6, 11. [Google Scholar] [CrossRef] [PubMed][Green Version]

	



Wicker, T.; Sabot, F.; Hua-Van, A.; Bennetzen, J.L.; Capy, P.; Chalhoub, B.; Flavell, A.; Leroy, P.; Morgante, M.; Panaud, O.; et al. A unified classification system for eukaryotic transposable elements. Nat. Rev. Genet. 2007, 8, 973–982. [Google Scholar] [CrossRef]

	



Guindon, S.; Dufayard, J.-F.; Lefort, V.; Anisimova, M.; Hordijk, W.; Gascuel, O. New algorithms and methods to estimate maximum-likelihood phylogenies: Assessing the performance of PhyML 3.0. Syst. Biol. 2010, 59, 307–321. [Google Scholar] [CrossRef]

	



Lefort, V.; Longueville, J.-E.; Gascuel, O. SMS: Smart Model Selection in PhyML. Mol. Biol. Evol. 2017, 34, 2422–2424. [Google Scholar] [CrossRef] [PubMed][Green Version]

	



Rambaut, A. FigTree. Available online: http://tree.bio.ed.ac.uk/software/figtree/ (accessed on 30 December 2017).

	



Suh, A.; Churakov, G.; Ramakodi, M.P.; Platt, R.N.; Jurka, J.; Kojima, K.K.; Caballero, J.; Smit, A.F.; Vliet, K.A.; Hoffmann, F.G.; et al. Multiple Lineages of Ancient CR1 Retroposons Shaped the Early Genome Evolution of Amniotes. Genome Biol. Evol. 2015, 7, 205–217. [Google Scholar] [CrossRef]

	



R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria, 2018. [Google Scholar]

	



Casper, J.; Zweig, A.S.; Villarreal, C.; Tyner, C.; Speir, M.L.; Rosenbloom, K.R.; Raney, B.J.; Lee, C.M.; Lee, B.T.; Karolchik, D.; et al. The UCSC Genome Browser database: 2018 update. Nucleic Acids Res. 2018, 46, D762–D769. [Google Scholar] [PubMed]

	



Smit, A.; Hubley, R.; Wheeler, T. dfam_consensus. Available online: https://dfam.org/home (accessed on 10 April 2019).

	



Quinlan, A.R.; Hall, I.M. BEDTools: A flexible suite of utilities for comparing genomic features. Bioinformatics 2010, 26, 841–842. [Google Scholar] [CrossRef]

	



Wheeler, D.L.; Church, D.M.; Federhen, S.; Lash, A.E.; Madden, T.L.; Pontius, J.U.; Schuler, G.D.; Schriml, L.M.; Sequeira, E.; Tatusova, T.A.; et al. Database resources of the National Center for Biotechnology. Nucleic Acids Res. 2003, 31, 28–33. [Google Scholar] [CrossRef][Green Version]

	



Marchler-Bauer, A.; Bo, Y.; Han, L.; He, J.; Lanczycki, C.J.; Lu, S.; Chitsaz, F.; Derbyshire, M.K.; Geer, R.C.; Gonzales, N.R.; et al. CDD/SPARCLE: Functional classification of proteins via subfamily domain architectures. Nucleic Acids Res. 2017, 45, D200–D203. [Google Scholar] [CrossRef] [PubMed]

	



Goubert, C. consensus2genome. Available online: https://github.com/clemgoub/consensus2genome (accessed on 8 September 2018).

	



Christidis, L. Chromosomal evolution within the family Estrildidae (Aves) I. The Poephilae. Genetica 1986, 71, 81–97. [Google Scholar] [CrossRef]

	



Ladjali-Mohammedi, K.; Bitgood, J.J.; Tixier-Boichard, M.; de Leon, F.A.P. International System for Standardized Avian Karyotypes (ISSAK): Standardized banded karyotypes of the domestic fowl (Gallus domesticus). Cytogenet. Genome Res. 1999, 86, 271–276. [Google Scholar] [CrossRef] [PubMed]

	



Moyle, R.G.; Oliveros, C.H.; Andersen, M.J.; Hosner, P.A.; Benz, B.W.; Manthey, J.D.; Travers, S.L.; Brown, R.M.; Faircloth, B.C. Tectonic collision and uplift of Wallacea triggered the global songbird radiation. Nat. Commun. 2016, 7, 12709. [Google Scholar] [CrossRef][Green Version]

	



Arkhipova, I.R. Using bioinformatic and phylogenetic approaches to classify transposable elements and understand their complex evolutionary histories. Mob. DNA 2017, 8, 19. [Google Scholar] [CrossRef] [PubMed]

	



Malik, H.S. Ribonuclease H evolution in retrotransposable elements. Cytogenet. Genome Res. 2005, 110, 392–401. [Google Scholar] [CrossRef]

	



Schmidt, J.; Klupp, B.G.; Karger, A.; Mettenleiter, T.C. Adaptability in herpesviruses: Glycoprotein D-independent infectivity of pseudorabies virus. J. Virol. 1997, 71, 17–24. [Google Scholar]

	



Churchill, A.E.; Biggs, P.M. Agent of Marek’s Disease in Tissue Culture. Nature 1967, 215, 528–530. [Google Scholar] [CrossRef] [PubMed]

	



Lee, L.F.; Wu, P.; Sui, D.; Ren, D.; Kamil, J.; Kung, H.J.; Witter, R.L. The complete unique long sequence and the overall genomic organization of the GA strain of Marek’s disease virus. Proc. Natl. Acad. Sci. USA 2000, 97, 6091–6096. [Google Scholar] [CrossRef] [PubMed]

	



Malik, H.S.; Henikoff, S.; Eickbush, T.H. Poised for Contagion: Evolutionary Origins of the Infectious Abilities of Invertebrate Retroviruses. Genome Res. 2000, 10, 1307–1318. [Google Scholar] [CrossRef] [PubMed][Green Version]

	



Devos, K.M.; Brown, J.K.M.; Bennetzen, J.L. Genome Size Reduction through Illegitimate Recombination Counteracts Genome Expansion in Arabidopsis. Genome Res. 2002, 12, 1075–1079. [Google Scholar] [CrossRef][Green Version]

	



Schweizer, M.; Warmuth, V.; Kakhki, N.A.; Aliabadian, M.; Förschler, M.; Shirihai, H.; Suh, A.; Burri, R. Parallel plumage colour evolution and introgressive hybridization in wheatears. J. Evol. Biol. 2019, 32, 100–110. [Google Scholar] [CrossRef]

	



Toomey, M.B.; Marques, C.I.; Andrade, P.; Araújo, P.M.; Sabatino, S.; Gazda, M.A.; Afonso, S.; Lopes, R.J.; Corbo, J.C.; Carneiro, M. A non-coding region near Follistatin controls head colour polymorphism in the Gouldian finch. Proc. R. Soc. B Biol. Sci. 2018, 285, 20181788. [Google Scholar] [CrossRef]

	



Mason, A.S.; Fulton, J.E.; Hocking, P.M.; Burt, D.W. A new look at the LTR retrotransposon content of the chicken genome. BMC Genom. 2016, 17, 688. [Google Scholar] [CrossRef] [PubMed]

	



Sorenson, M.D.; Balakrishnan, C.N.; Payne, R.B. Clade-Limited Colonization in Brood Parasitic Finches (Vidua spp.). Syst. Biol. 2004, 53, 140–153. [Google Scholar] [CrossRef][Green Version]

	



Löber, U.; Hobbs, M.; Dayaram, A.; Tsangaras, K.; Jones, K.; Alquezar-Planas, D.E.; Ishida, Y.; Meers, J.; Mayer, J.; Quedenau, C.; et al. Degradation and remobilization of endogenous retroviruses by recombination during the earliest stages of a germ-line invasion. Proc. Natl. Acad. Sci. USA 2018, 115, 8609–8614. [Google Scholar] [CrossRef] [PubMed]

	



Stoye, J.P. Koala retrovirus: A genome invasion in real time. Genome Biol. 2006, 7, 241. [Google Scholar] [CrossRef] [PubMed]

	



Simmons, G.S.; Young, P.R.; Hanger, J.J.; Jones, K.; Clarke, D.; McKee, J.J.; Meers, J. Prevalence of koala retrovirus in geographically diverse populations in Australia. Aust. Vet. J. 2012, 90, 404–409. [Google Scholar] [CrossRef] [PubMed]

	



Tarlinton, R.; Meers, J.; Hanger, J.; Young, P. Real-time reverse transcriptase PCR for the endogenous koala retrovirus reveals an association between plasma viral load and neoplastic disease in koalas. J. Gen. Virol. 2005, 86, 783–787. [Google Scholar] [CrossRef][Green Version]

	



Platt, R.N.; Blanco-Berdugo, L.; Ray, D.A. Accurate Transposable Element Annotation Is Vital When Analyzing New Genome Assemblies. Genome Biol. Evol. 2016, 8, 403–410. [Google Scholar] [CrossRef]

	



Knisbacher, B.A.; Levanon, E.Y. DNA Editing of LTR Retrotransposons Reveals the Impact of APOBECs on Vertebrate Genomes. Mol. Biol. Evol. 2016, 33, 554–567. [Google Scholar] [CrossRef]

	



Peona, V.; Weissensteiner, M.H.; Suh, A. How complete are “complete” genome assemblies?—An avian perspective. Mol. Ecol. Resour. 2018, 18, 1188–1195. [Google Scholar] [CrossRef]

	



Aswad, A.; Katzourakis, A. Convergent capture of retroviral superantigens by mammalian herpesviruses. Nat. Commun. 2015, 6, 8299. [Google Scholar] [CrossRef] [PubMed][Green Version]








[image: Genes 10 00301 g001 550]





Figure 1. Karyotype of a female blue-capped cordon-bleu. The diploid (2n) chromosome number is 80. Giemsa staining of macrochromosomes showed that the sex chromosomes are approximately equal in size (a). C-banding revealed that the W chromosome is enriched in heterochromatin, compared to autosomes in which heterochromatin is restricted to putative centromeric regions (b). In panel (a), autosomes are numbered from largest to smallest, as proposed by the International System for Standardized Avian Karyotypes [57]. 
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Figure 2. Comparison of transposable element landscapes for the genome of blue-capped cordon-bleu, representing different levels of effort in transposon annotation. Percentage of bp occupied in the genome is plotted against the Kimura 2-parameter (transitions/transversions) distance of each transposable element (TE) copy from its consensus. Panel (a) shows the landscape for when avian repeats available in Repbase (Aves Repbase, AR) and collared flycatcher (CF) repeats were used for masking the genome. Panel (b) is based on de-novo predicted repeats from Repeatmodeler, AR and CF repeats. Note the share of unknown (grey) repeats, a majority of which were identified as solo-long terminal repeats (LTRs) of endogenous retrovirus (ERV)-like retrotransposons when manually curated (c). The pie chart specifies the relative abundance of different TEs based on the .tbl file of the RepeatMasker output (Table 2), for the curated, final landscape (c). 






Figure 2. Comparison of transposable element landscapes for the genome of blue-capped cordon-bleu, representing different levels of effort in transposon annotation. Percentage of bp occupied in the genome is plotted against the Kimura 2-parameter (transitions/transversions) distance of each transposable element (TE) copy from its consensus. Panel (a) shows the landscape for when avian repeats available in Repbase (Aves Repbase, AR) and collared flycatcher (CF) repeats were used for masking the genome. Panel (b) is based on de-novo predicted repeats from Repeatmodeler, AR and CF repeats. Note the share of unknown (grey) repeats, a majority of which were identified as solo-long terminal repeats (LTRs) of endogenous retrovirus (ERV)-like retrotransposons when manually curated (c). The pie chart specifies the relative abundance of different TEs based on the .tbl file of the RepeatMasker output (Table 2), for the curated, final landscape (c).
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Figure 3. Analysis of LTR diversity along branches in the tree of birds with in-depth curated TE libraries. The number of LTR families and subfamilies on each branch are depicted in red (above branches) and blue (below branches), respectively. Most LTR retrotransposon families are shared between blue-capped cordon-bleu and zebra finch. The previously thoroughly investigated genome of zebra finch contains more lineage-specific TE subfamilies. A large diversity of LTR families and subfamilies are shared among the three songbirds compared with the relative sparse number of LTRs shared with chicken at the root of the tree. Node estimates are based on previously published timetrees [9,15,58]. 
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Figure 4. Investigation of LTR subfamily number and diversity in the zebra finch genome. We masked the genome of zebra finch (taeGut2) using RepeatMasker and two repeat libraries. One consisted of Aves repeats in Repbase (AR) only, and the other contained Repbase repeats with addition of collared flycatcher [22] and the novel blue-capped cordon-bleu repeats. We found ~4.5 Mb more LTR elements using the latter library (Table S4). Panel (a) shows the number of LTRs per Mb per chromosome. LTR copies were grouped according to the genome assembly used for curation and species first used for LTR family definition. Chromosomes are ordered in ascending size and are named according to homology with chicken chromosomes. Panel (b) shows the number of LTR copies per subfamily, here depicted as violin distributions. Statistics presented for each group of LTR copies per subfamily are: sample size per category (n), mean (x¯) and standard deviation (sd) of copies per subfamily per category. Panel (c) shows the library overlap analysis pipeline. Several steps are shared with the other analyses depicted in (a) and (b). Blue-capped cordon-bleu (BC) and collared flycatcher (CF) LTRs belonging to zebra finch (ZF) LTR families generally map to already annotated repeats (overlaps/total copies ≈ 0.95). LTR copies from families described as novel in respective genome project map to new positions (overlaps/total copies ≈ 0.05). 
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Figure 5. Functional domain annotation and genomic BLASTn hits of TguERVL2_I_Ucy. We predicted conserved domains and open reading frames (ORFs) of the consensus sequence of TguERVL2_I_Ucy (a). In addition to the canonical domains (AP, RT, two RH (one partial and one complete), and INT), a disrupted ENV domain was predicted at an upstream position. Panel (b) shows the distribution of copies of a pseudo full-length ERV consensus sequence (same LTR flanked by separately classified internal portion) of the TE subfamily TguERVL2_I_Ucy in blue-capped cordon bleu. Most copies in the genome are solo-LTRs and a majority of the full-length copies are less than 5% diverged from the consensus sequence. Hits spanning a majority of the consensus are shown in red and partial hits are black. Blue line represents consensus coverage. 
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Table 1. Sequencing and assembly statistics for the genome assembly of blue-capped cordon-bleu.
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	Statistic
	Quantity





	Assembly size
	1099.6 Mb



	“N” nucleotides
	105.6 Mb



	Weighted mean molecule length
	42.4 kb



	Number of reads
	254.2 million



	Scaffolds
	26,389



	Scaffold N50
	10.9 Mb



	Contigs
	51,469



	Contig N50
	66.3 kb



	BUSCO (complete)
	90.1%



	BUSCO (fragmented)
	5.9%



	BUSCO (missing)
	4%
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Table 2. Copy number, total base pair and density of different classes of repetitive elements annotated by RepeatMasker using a library consisting of manually curated blue-capped cordon-bleu and collared flycatcher repeats, and the Aves library from Repbase.
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	Repeat Type
	Copies
	Total bp
	% of Genome





	SINE
	7163
	852,236
	0.08



	LINE
	132,734
	37,876,706
	3.44



	LTR
	61,457
	29,437,443
	2.68



	DNA
	14,100
	2,195,734
	0.20



	Unclassified
	2367
	416,198
	0.04



	Total interspersed repeats
	217,821
	70,778,317
	6.44



	Small RNA
	1479
	199,270
	0.02



	Satellites
	1960
	581,825
	0.05



	Simple repeats
	211,440
	9,408,016
	0.86



	Low complexity
	43,325
	2,238,772
	0.20



	Total tandem repeats
	258,204
	12,427,883
	1.17



	Total repeats
	746,059
	83,206,200
	7.61
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