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Abstract: The human gut contains an expanse of largely unstudied bacteriophages. Among the most
common are crAss-like phages, which were predicted to infect Bacteriodetes hosts. CrAssphage, the
first crAss-like phage to be discovered, contains a protein encoding a Bacteroides-associated
carbohydrate-binding often N-terminal (BACON) domain tandem repeat. Because protein domain
tandem repeats are often hotspots of evolution, BACON domains may provide insight into the
evolution of crAss-like phages. Here, we studied the biodiversity and evolution of BACON domains
in bacteriophages by analysing over 2 million viral contigs. We found a high biodiversity of BACON
in seven gut phage lineages, including five known crAss-like phage lineages and two novel gut
phage lineages that are distantly related to crAss-like phages. In three BACON-containing phage
lineages, we found that BACON domain tandem repeats were associated with phage tail proteins,
suggestive of a possible role of these repeats in host binding. In contrast, individual BACON
domains that did not occur in tandem were not found in the proximity of tail proteins. In two
lineages, tail-associated BACON domain tandem repeats evolved largely through horizontal
transfer of separate domains. In the third lineage that includes the prototypical crAssphage, the
tandem repeats arose from several sequential domain duplications, resulting in a characteristic
tandem array that is distinct from bacterial BACON domains. We conclude that phage tailassociated BACON domain tandem repeats have evolved in at least two independent cases in gut
bacteriophages, including in the widespread gut phage crAssphage.
Keywords: Bacteroides-associated carbohydrate-binding often N-terminal domain; BACON
domain; protein domain tandem arrays; bacteriophage; gut virome; crAssphage; metagenomics;
phage tail-associated protein domains; genome evolution

1. Introduction
Bacteriophage populations are essential for stability and proper functioning of the human gut
microbiome [1]. Gut phages may provide immunity against bacterial pathogens [2], and changes in
gut virome composition have been observed in diseases such as inflammatory bowel disease [3], type
I diabetes [4], malnutrition [5] and colorectal cancer [6]. Although the role of phage populations in
the gut microbiome is increasingly better understood, the role of individual phage species remains
almost completely unknown. This last fact is exemplified by crAssphage, a phage that was first
described from metagenomic datasets in 2014. Since then, crAssphage has been recognised as the
prototypical member of an expansive family of phages [7] that is abundant in the human gut [8]. The
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crAss-like phages are distributed globally [9], present in approximately half the human population
[9,10], and very abundant in some individual gut viromes [11]. However, little is known about the
role, evolution and distinguishing characteristics of specific crAss-like phage lineages.
One characteristic crAssphage protein (gp64 in NC_024711.1) encodes a tandem repeat of eight
Bacteroides-associated carbohydrate-binding often N-terminal (BACON) domains [10]. BACON
domains are most commonly found in carbohydrate-binding proteins of Bacteroidetes bacteria, but
despite their name, a direct role in carbohydrate-binding for BACON domains is yet to be proven.
The only currently published BACON domain X-ray crystallography structure in human gut
Bacteroidetes indicated that they form links between carbohydrate-binding domains and are anchored
onto the surface of Bacteroides cells and do not perform a carbohydrate-binding function themselves
[12]. This X-ray crystallography structure also indicated that BACON domains form fibrous
immunoglobulin-like (ig-like) β-sandwiches [12]. This matches the association between BACON
domains and carbohydrate-binding proteins, as bacterial and viral ig-like domains are often
associated with proteins possessing binding functions [13]. Phage ig-like domains are implicated in
binding to phage hosts [14] and carbohydrates [15], and are common in surface proteins such as tail
fibres. In the tail fibres and spikes of taxonomically diverse phages like T4 [16,17], p2 [18], HK620
[19], p22 [20,21] and Sf6 [22], ig-like and other β-hairpin folded domains commonly form tandem
repeats [23]. Likewise, in crAssphage the ig-like BACON domains form a tandem repeat.
Proteins with domain tandem repeats are found throughout the tree of life [24]. Because
expansions of domain tandem repeats are a marker for adaptation to new environments, these
structures are considered to be evolutionary hotspots [25]. Repeat expansions often involve
duplications of multiple domains [26] that occur internally in the tandem array and not at the protein
termini, as is common in non-tandem repeated domains [26]. Following tandem domain
duplications, the independent units in a repeat rapidly evolve until only residues necessary for
correct folding are conserved [27]. Once established in this manner, and contrasting their status as
evolutionary hotspots, domain tandem repeats are often stable over long evolutionarily timespans
[28]. As a result of their evolutionary mechanism, domain tandem repeats can be used to study the
evolution and adaptational history of species. This is particularly true in eukaryotes, where they are
well studied [24]. In the context of rapid and reticulate phage evolution, much less is known about
domain tandem repeat evolution.
Here we studied the evolution of BACON domain tandem repeats in crAss-like phages. First,
we constructed a profile hidden Markov model (HMM) of the crAssphage-like BACON domain
(crAss-BACON), which we identified in half of the known candidate crAss-like phage lineages and
in two novel gut phage lineages. Tandem repeats of the crAss-BACON were exclusive to two crAsslike phage candidate genera and one of the novel lineages, and were always genomically flanked by
tail proteins. In phage lineages with single (non-repeated) crAss-BACONs, they were associated with
the replicative and head regions of the phage genome. By studying crAss-BACON evolution, we
showed that crAss-BACON tandem repeats are divergent from bacterial domains, whereas
individually occurring crAss-BACON domains are more closely related to bacterial sequences,
indicating frequent horizontal transfer between viral and cellular organisms. Finally, we showed that
the crAss-BACON tandem repeat in the most widespread crAss-like phage lineage has evolved
through multiple single-domain duplications.
2. Materials and Methods
2.1. Data
We identified BACON domains across a broad range of viruses using two datasets that included
both genomic and metagenomic sequences. The first dataset consisted of 661 crAss-like phage
sequences from five recent publications [7,9–11,29] that ranged in size from short fragments of 623
bp to complete and near-complete genomes of up to 104,752 bp (median: 27,648 bp). The second
dataset was more diverse and consisted of 2,147,193 viral contigs from four recent viromics papers
[30–33]. The contigs in the second dataset originated from ecosystems across the biosphere, including
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host-associated microbiomes from humans and other animals, fresh and saltwater aquatic
ecosystems, and marine and terrestrial sediments (see Table S1, Supplementary Materials, for
metadata on contigs in which crAss-BACONs were identified). A profile hidden Markov model
(HMM) of the BACON domain (PF13004), constructed from 304 protein domains present in
Bacteroidetes bacteria, was downloaded from the Pfam database v32.0 on 1 April 2019 [34]. The 304
bacterial BACON domain sequences, from which PF13004 was constructed, were also retrieved from
Pfam.
2.2. Identification of BACON Domains
All bioinformatics tools mentioned below were run with default settings and cut-offs, except
where stated explicitly.
Before searching for BACON domains, we predicted all ORFs in both datasets of viral sequences
using Prodigal v2.6.1 [35] with translation table 11. BACON domains were identified in the dataset
of crAss-like phage sequences using iterative searches with hmmsearch v3.1b2 [36]. In the first
iteration, PF13004 was used as profile HMM for the search against the crAss-like phage dataset. For
subsequent iterations, profile HMMs were constructed using hmmbuild v3.1b2 with the aligned
domain hits of the previous iteration as input. A total of four iterations were performed, at which
point the number of hits converged. The final dataset of crAss-BACONs contained 605 domains in
171 ORFs on 122 contigs. A crAss-BACON profile HMM was made with these domains as above,
which was subsequently used to search in the metagenome dataset with hmmsearch v3.1b2 [36]. This
search identified an additional 801 BACON domains in 296 ORFs on 246 contigs.
2.3. Clustering of BACON Domain-Containing Viral Contigs
To obtain a tentative taxonomical classification of the crAss-BACON-containing contigs, we
clustered them based on shared protein content [37–39]. To increase clustering reliability, only contigs
with more than 10 ORFs were retained. This decreased the dataset to 1205 BACON domains in 376
ORFs on 286 contigs. This dataset was used for all subsequent analyses. For a full overview of all
domains, ORFs and contigs in this dataset and related metadata, see Table S1 and S2, Supplementary
Materials. Homologous gene clusters were made by performing a BLASTp all versus all on every
ORF from every crAss-BACON-containing contig using Diamond v0.9.25 [40]. The output was
filtered for hits with a bit score >50. Subsequently, homologous ORF clusters were formed using the
Markov cluster (MCL) algorithm with inflation parameter 2 (option -I 2) [41]. The number of shared
homologous gene clusters between each contig pair was determined, from which the significantly
shared gene content was calculated using the R function phyper. A Euclidean distance matrix of the
hypergeometric p-values was constructed with the R function dist and used for clustering with the
Ward.D2 algorithm as incorporated in R. The optimal number of clusters was determined using the
NbClust v3.0 R package [42], whereas silhouette plots for the clusters were obtained using the
factoextra v1.0.5 R package. Heatmaps were plotted using the heatmaply v0.16.0 R package [43].
To analyse the conservation of the cluster 1 crAss-BACON tandem repeat, all cluster 1 crAssBACON ORFs with eight domains were selected and aligned with Clustal Omega v1.2.1 [44].
Information content and residue conservation scores per position of the alignment were calculated
using Geneious v.9.1.8 [45].
2.4. Analysis of Novel Contig Clusters
Most crAss-BACON-containing contig clusters contained members of previously defined
candidate crAss-like phage subfamilies and genera, except clusters A and B which consisted of highly
dissimilar viral sequences (see Results and Discussion). To provide an initial sequence-based
characterization of these novel viruses, the largest contigs from each cluster were extracted and
annotated using the PROKKA v1.11 software tool [46], with the metagenomics option enabled in two
separate runs for both the viral and bacterial settings (i.e., with --metagenome and both --kingdom
Bacteria and --kingdom Viruses options). Whole genome comparisons between the largest contig of
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each cluster were made using Easyfig v2.2.3 [47], which performs tBLASTx searches along the
entirety of two sequences. Easyfig employed the tBLASTx function of BLAST+ v2.9.0 [48].
To further study the relation of the newly described contig clusters to known crAss-like phages,
we performed a phylogenetic analysis of crAss-like phage head proteins. Five crAss-like phage head
proteins that were previously used to determine crAss-like phage taxonomy [7] were extracted from
the crAssphage genome (locus tags gp73–77 in NC_024711.1). They were used as queries for
jackhmmer searches [36] against a database consisting of all predicted ORFs from the 166 crAssBACON-containing contigs longer than 85 kbp. Analysis of the jackhmmer output showed that two
of the five head proteins (gp76 and 77) had homologs in all but one of the phage clusters. These two
proteins were selected for phylogenetic analysis. A separate alignment was made for each head
protein using Clustal Omega v1.2.1 [44]. The alignments of the head proteins were concatenated and
positions with more than 95% gaps were removed using trimal v1.2 [49] (option -gt 0.05). As was
recommended in a recent meta-analysis of phylogenetic tree reconstruction tools [50], ten maximum
likelihood trees were made using IQ-Tree v1.6 [51] using model finder [52] and 1000 iterations of both
the SH-like approximate likelihood ratio test and the ultrafast bootstrap approximation (UFBoot) [53]
(i.e., options -alrt 1000 -bb 1000). Out of the ten constructed trees, the one with the highest likelihood
(for which model finder selected VT+F+R8) was visualised using interactive Tree of Life v4.4.2 [54].
Hosts were predicted for all crAss-BACON contigs with a length over 75,000 bp using the host
prediction algorithm WiSH v1.0 [55]. This program uses k-mer profiles of bacteria and phages to
calculate likelihood scores for a given phage–host interaction, with the highest log-likelihood score
denoting the most likely host. As bacterial genomes, we used 2613 complete bacterial genomes that
were extracted from the PATRIC database that was downloaded on 20 June 2019 [56]. A single
genome sequence was selected for every genus in the database, with the highest score according to
the formula C – 5 * M, where C and M are the CheckM completeness and contamination scores,
respectively [57]. In case of a draw, the genome with the highest coarse consistency score was
selected. These values were provided by the PATRIC database.
2.5. Examining of BACON ORF Genetic Neighbourhoods
To study the genomic neighbourhood of crAss-BACON ORFs, these plus five ORFs up- and
downstream were collected. All ORFs were queried against the NCBI non-redundant protein
sequences collection [58] with BLASTp on the BLAST webserver [59] on 26 June 2019. In some contigs,
the neighbourhood search only returned significant similarity (E-value ≤10−5) to proteins with a
“hypothetical protein” function description. Because this provided no additional insight into the role
of these 121 crAss-BACON ORFs, they were discarded from the analysis. All other neighbourhoods
were plotted using the ggplot2 v3.1.0 R package.
2.6. Phylogenetic Analysis of BACON Domains
To study crAss-BACON evolution, we constructed an approximate maximum likelihood tree.
CrAss-BACONs were first aligned with Clustal Omega v1.2.1 [44]. While crAss-BACONs are
homologous, they possess relatively low sequence similarity, as is characteristic for tandem domain
repeats [27]. To improve likelihood and bootstrapping support of the phylogenetic analysis, we
trimmed positions with more than 60% gaps using trimal v1.2 [49] (option -gt 0.4). The resulting
alignment maintained all four highly conserved crAss-BACON residues (see Results and Discussion).
The tree was subsequently constructed as described above in Section 2.4. Out of the ten constructed
trees, the one with the highest likelihood (for which model finder selected WAG+R5) was visualised
using interactive Tree of Life v4.4.2 [54].
To analyse whether the cluster 1 crAss-BACON array had evolved through simultaneous
duplication of multiple domains, the eight domains from crAssphage were subjected to a BLASTp all
versus all using BLAST+ v2.9.0 [48], and bitscores were plotted, as has been described previously [26].
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3. Results and Discussion
3.1. Construction of a Specific Profile HMM of the crAss-like Phage BACON Domain
We started our study of BACON domain diversity and evolution by constructing a profile HMM
distinctive to crAssphage-like BACON domains (crAss-BACONs). The Bacteroides-derived BACON
domain that was available in Pfam (PF13004) [34] contained 4 highly conserved residues [26,27] out
of a total of 45 (Figure 1a) [60]. These are an N-terminal tryptophan (position 11 in Figure 1a), a central
asparagine and arginine (positions 27 and 33) and a C-terminal glutamine (position 52). To improve
identification of crAss-BACONs with few conserved residues, we performed iterated distant
homology searches (see Materials and Methods). This iterative search identified 605 BACON
domains in 122 crAss-like contigs after four iterations. With these 605 domains, a crAss-BACON
profile HMM was made. Comparison between the crAss-BACON profile HMM and PF13004 showed
conservation of all four characteristic BACON residues (Figure 1a,b). The main difference between
PF13004 and crAss-BACON profile HMM was a shorter N-terminus of the domain. The first 10
residues of the domain were absent altogether, while low occupancy scores in the profile HMM show
that some of the 10 subsequent residues were absent from up to 30% of crAss-BACONs. High insert
probabilities within the first 10 residues of both profile HMMs further show that this region of the
domain is flexible.

Figure 1. Sequence logos of Bacteroides-associated carbohydrate-binding often N-terminal (BACON)
domain profile hidden Markov models (HMMs) show the divergence between (a) the bacterial
BACON domain and (b) the crAssphage-like BACON domain (crAss-BACON). Profile HMMs were
constructed from (a) 304 Bacteroidetes domains (PF13004) and (b) domains identified in crAss-like
phages. These sequence logos are representations of profile HMMs, which contain probability scores
for each amino acid residue at each position in an alignment. In addition, profile HMMs contain
probability statistics for insertions and deletions at each position. Occupancy scores denote the
probability that an amino acid residue is found at a given position (i.e., low values mean a deletion is
more likely to occur at that position). Insertion scores denote the probability of an insertion after a
given location. Images were constructed with the Skylign webserver [61,62].

The dataset in which we searched for BACON domains included contigs from an earlier study
that presented a preliminary crAss-like phage taxonomy [11]. That study classified human gutassociated crAss-like phages into ten candidate genera and four candidate subfamilies. We identified
crAss-BACONs in all four candidate subfamilies including Alpha-, Beta-, Gamma- and
Deltacrassvirinae, but not in all ten candidate genera. Candidate genera I, II, III, V, VI and VII
contained crAss-BACONs, whereas IV, VIII, IX and X did not. Alphacrassvirinae is the most
widespread subfamily that contains candidate genus I and the prototypical crAssphage. This
subfamily contains two candidate genera with crAss-BACONs (I and III) and two without it (IV and
IX). BACON domains are particularly prevalent in candidate genus I, where 55 of the 63 genomes
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that were previously categorised in this genus contain crAss-BACONs. In candidate genus III, 7 of
the 22 genomes contain crAss-BACONs. Likewise, Deltacrassvirinae contains one candidate genus
with crAss-BACONs (VII, crAss-BACONs found in 10 of the 37 genomes) and two without it (VIII
and X). We found crAss-BACONs in Betacrassvirinae (candidate genus VI, crAss-BACONs in 3 of the
22 genomes), which contains the first isolated crAss-like phage [63], and in Gammacrassvirinae (II and
V, crAss-BACONs in 13 of 14, and 15 of 18 genomes, respectively). Thus, crAss-BACONs were absent
from some lineages, even though the search space contained genome sequences from all established
candidate crAss-like phage genera that a previous publication showed were (near-)complete [11]. We
conclude that crAss-BACONs are widespread but not universally conserved among the
taxonomically diverse crAss-like phage lineages.
3.2. BACON Domains are Found in Diverse Phages
As BACON domains were found in taxonomically diverse crAss-like phages, we next
determined how widespread they were in other phages. For this, we queried 2,147,193 viral
sequences from seven metaviromics studies for the crAss-BACON profile HMM (Figure 1b) and
identified 801 BACON domains in 246 contigs. Despite using a search space with viral contigs from
a wide variety of ecosystems, contigs where crAss-BACONs were identified largely originated from
human intestinal or sewage datasets. Using a profile HMM for sequence similarity searches allows
for detecting considerably divergent sequences. Still, the crAss-BACON profile HMM was initially
constructed from crAss-like phage sequences, so it is possible that very divergent BACON domains
may have been missed. Additional biomes where crAss-BACON containing contigs were found
include cow rumen (n = 2), chicken ceca (n = 2), sheep rumen (n = 1) and wombat intestines (n = 1), as
well as three contigs originating from human oral metagenomes [30] (see Table S1, Supplementary
Materials).
To investigate the biodiversity of the organisms containing crAss-BACONs, we quantified the
similarity of these contigs through their shared protein family content [37–39]. Hierarchical clustering
of significantly shared protein family content per contig pair resulted in seven distinct clusters
(Figure 2a). Five clusters contained contigs that were previously proposed as candidate crAss-like
phage genera [11]. Cluster 1 represents the Alphacrassvirinae candidate subfamily and contains contigs
from candidate genera I and III. Clusters 2, 5 and 7 conform with candidate genera II, V and VII,
respectively. As previously observed for candidate genus VI [11], cluster 6 is highly diverse (see also
Figure S1, Supplementary Materials). The remaining two clusters, which we labelled A and B, contain
contigs that were not previously identified as crAss-like phages.
We next determined how the seven clusters were related by performing a phylogenetic analysis
of five crAss-like phage head proteins that are conserved in all crAss-like phages [7]. To maximize
correct phylogenetic inference, we selected only contigs over 85 kbp for this analysis. The five crAsslike phage head proteins included a terminase and a major capsid protein, often among the most
conserved phage proteins [64,65]. Conversely to this and the conservation of these proteins in known
crAss-like phages, one of the head proteins was absent from all cluster 6 contigs, whereas the other
four were present in a quarter of the contigs in this cluster (Figure 2b). Their absence likely suggests
that cluster 6 includes multiple phage lineages and/or incomplete genome fragments. The five head
proteins were also partially or completely absent from clusters A and B. Cluster A contigs contained
only the terminase and portal proteins, while cluster B contained no homologs to any of the five head
proteins (Figure 2b). This suggests that cluster A is more closely related to crAss-like phages than
cluster B. A phylogenetic analysis of the concatenated multiple sequence alignment of the two head
proteins, which had homologs in all clusters except B, revealed that clusters 7 and A were the most
distant lineages (Figure 2c). Considering that all five head proteins are present in cluster 7 but not in
cluster A, we suggest that cluster 7 is more closely related to the other crAss-like phages than cluster
A.
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Figure 2. crAss-BACON-containing contigs form seven distinct clusters, some of which are distantly
related to crAss-like phages. (a) Heatmap of crAss-BACON-containing phage contigs with seven
clusters denoted. Clustering was performed based on a hypergeometric p-value calculated from the
number of shared homologous ORFs between each pair of contigs (see Materials and Methods). Marks
in the crAssphage genera row indicate contigs which have previously been identified as members of
one of the ten candidate crAss-like genera. Roman numerals indicate the candidate crAss-like genera
to which contigs belong [11]. (b) Variable presence of conserved crAssphage-like head proteins
among the seven clusters. The fraction denotes the fraction of contigs in the cluster that contained that
protein. No homologs were found from 1/5 proteins in cluster 6 contigs, 3/5 in cluster A and 5/5 in
cluster B. (c) Approximate maximum likelihood tree of crAss-like terminase and portal protein
homologs. Black dots indicate branches with ultrafast bootstrap support >90. Names of crAss-like
phage candidate genera are according to Guerin et al [11]. No clade with cluster B contigs is present
due to the absence of crAss-like terminase and portal proteins from the contigs of this cluster.

To further analyse the phage lineages in clusters A and B, we functionally annotated the proteinencoding genes on the longest sequences from clusters A and B. These contigs were 154,123 bp
(cluster A) and 87,116 bp (cluster B) long and contained 180 and 110 ORFs respectively (see Table S3
and S4, Supplementary Materials for annotation tables). Of the 180 ORFs in the cluster A
representative contig, 96 had significant hits to the nr database. Most of these hits (64 hits) were found
in Bacteroidetes species. Ten of the first fifteen genes on this contig hit genes in a Parabacteroides merdae
genomic region. As the seventeenth gene on the P. merdae contig is a transposase, this region likely
signifies a partial prophage [66]. This assertion is strengthened by the presence of two phage
antirepressor proteins, which act in prophage induction [67]. About half the ORFs (56 out of 110) in
the representative cluster B contig hit Proteobacteria proteins, specifically from Acinetobacter baumannii
(35 ORFs) and Klebsiella pneumoniae (14 ORFs). Multiple cluster B ORFs hit phage structural proteins
located in bacterial genomes, including three in A. baumannii, one in K. pneumoniae, one in
Desulfovibrio alaskensis and one in Rhodobacteriacea. Like the cluster A contig, the cluster B contig may
thus have a temperate lifestyle. The high number of ORFs with hits in Proteobacteria, coupled with
only three ORF hits to Bacteroidetes species, could indicate that this cluster B phage infects
Proteobacteria, a different phylum than the crAss-like phages [7,63]. If this were to be confirmed, it
would mean that BACON domains are not as exclusive to the Bacteroidetes as previously thought [60].
In contrast, the WIsH host-prediction algorithm (published accuracy of 60%) did predict Bacteroidetes
hosts for cluster B contigs, consistent with crAss-like phages [55]. These conflicting results highlight
the importance of experimental research to make firm conclusions about phage host range [68,69].
Few ORFs in either the cluster A or B contigs are homologous to phage proteins in the RefSeq
database (see Table S3 and S4, Supplementary Materials). Of the two, cluster A had the most hits to
known phages. These included 12 ORFs with homology to Cellulophaga phages phi17:2 and phi4:1
proteins, which represented roughly 10% of the ORFs predicted on the cluster A contig. Since
Cellulophaga phage phi14:2 is a distant relative of crAssphage [7], this is a further indication that
cluster A is distantly related to crAss-like phages. Only five cluster B ORFs showed direct similarity
to proteins from isolated phages (BLASTp E-value <10−5). These phages infect four different phyla
and are unrelated to crAss-like phages. The above results show that cluster A and B genomes likely
represent newly described phage lineages.
3.3. BACON Domains Have Diverse Configurations in Phages
After establishing that crAss-BACONs are widespread in crAss-like phages and beyond, we next
looked at differences in crAss-BACON architecture among the phage clusters. Domain tandem
repeats in cellular organisms tend to rapidly evolve following domain duplications, after which they
remain stable and conserved within species [28]. The tandem repeat of eight crAss-BACONs per ORF,
as found in the prototypical crAssphage [10], was unique to cluster 1 (Figure 3a), where the crAssBACON sequences were highly conserved (Figure S2, Supplementary Materials).
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Figure 3. BACON-containing ORFs have diverse domain architectures and genomic neighbourhoods.
Histograms of (a) the number of BACON domains per ORF and (b) the number of BACON domains
containing ORFs per contig show the diversity in domain architecture between clusters. (c) The
genomic neighbourhood of crAss-BACON ORFs. Note that the ORFs containing crAss-BACON
tandem arrays (clusters 1,7 and B) are flanked by tail proteins. Only contigs with more than 10 ORF
predictions and at least one homolog with a predicted function other than “hypothetical protein” are
shown (cluster 1: n = 88/113 contigs are shown, 2: n = 13/27, 5 = 15/28, 6 = 4/38, 7 = 10/27, A = 6/13, B =
29/40).

Other crAss-BACON architectures were found outside of cluster 1 where all crAss-BACONcontaining ORFs had fewer than eight domains. Most crAss-BACON ORFs in clusters 2, 5 and 6
contain a single domain (Figure 3a). Multiple contigs in clusters 2 and 5 possessed multiple crAssBACON ORFs (Figure 3b), which in some cases were separated by several other ORFs (Figure 3c).
Like cluster 1, most crAss-BACON ORFs in clusters 7, A and B contained more than one domain
(Figure 3a). While crAss-BACONs in cluster A ORFs were not organized in a tandem array, clusters
7 and B contained instances of domain tandem repeats of five and six domains. Therefore, crAssBACON tandem repeats are limited to clusters 1, 7 and B.
Because repeats of β-hairpin folds such as BACON are common in phage tails [23], we
hypothesised that the crAss-BACON ORFs in cluster 1, 7 and B may encode tail-associated proteins.
The poor conservation of the C-terminus of cluster 1 crAss-BACON ORFs (Figure S2) might be
consistent with their role as tail fibres, as phage receptor-binding proteins commonly have low
conservation in one terminus [70]. We could not directly verify the function of crAss-BACON tandem
repeat-containing ORFs, as only two cluster 2 crAss-BACON ORFs had sequence similarity to
proteins from the nr database with functional predictions. These two hits, to a putative glycosyl
hydrolase (WP_116811532.1, E-value of 6 × 10−8) and a putative T9SS sorting domain-containing
protein (WP_091894873.1, E-value of 9 × 10−8), were solely based on an alignment to BACON domains.
To circumvent this lack of detectable sequence similarity of crAss-BACON ORFs to proteins with
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predicted function, we instead analysed their genomic neighbourhoods (Figure 3c). This showed that
ORFs with crAss-BACON tandem repeats in clusters 1, 7 and B are located near predicted tail or tail
fibre proteins (Figure 3c). The crAss-BACON ORFs from cluster 1 in particular are flanked by
multiple predicted genes encoding phage tail proteins. In clusters 2, 5, 6 and A, the crAss-BACONcontaining ORFs are in proximity of proteins with a variety of other predicted functions. In cluster 2,
we identified multiple crAss-BACON ORFs that were located on either side of the head section of the
genome. Upstream of the head section were crAss-BACON ORFs and T9SS sorting domaincontaining proteins. In one case, a crAss-BACON ORF also contained a T9SS sorting domain. The
T9SS secretion system, which is only found in Bacteroidetes, is used for transport of virulence factors,
nutrient acquisition and gliding motility [71]. How this relates to the presence of BACON domains
and their correlation to carbohydrate-binding requires additional research.
Annotation of the largest contigs in all clusters (Figure 4) indicated that in clusters 2, 5 and 6 the
crAss-BACON ORFs are located near head and structural proteins, whereas cluster A crAss-BACON
ORFs are located in the transcriptional section of the genome. Considering that crAss-BACON ORFs
in clusters 2, 5 and 6 are located among head and structural proteins, they may be phage capsiddecorating binding proteins [2,72]. As only cluster 1, 7 and B ORFs with crAss-BACON tandem
repeats are located in the tail section of the genome, these seem to represent examples of the β-hairpin
folded repeats that are common in phage tail fibres and spikes [23]. Structural analysis revealed that
bacterial BACON domains are linkers that anchor carbohydrate-binding domains to the Bacteroides
cell surface [12]. Thus, we hypothesised that the tail-associated crAss-BACON tandem repeats may
have been recruited by crAss-like phages to bind to the Bacteroides cell surface, and that the
evolutionary expansion of the tandem repeats that are specific to tail-associated crAss-BACON ORFs
may have enhanced the binding capability of the phage tails.
3.4. Recurrent Evolution of BACON Domain Tandem Repeats in Phages
As shown above, crAss-BACON tandem repeats are associated with tail proteins in
taxonomically distinct phages. Next, we focused on how these repeats evolved. In phage clusters
where crAss-BACON tandem repeats were found (1, 7 and B), the genomic regions that contained
crAss-BACON ORFs had high sequence similarity, whereas the rest of the phage genomes did not
(Figure 4). This suggests that horizontal transfer of the region containing the crAss-BACON ORF has
occurred between these phage lineages and their hosts within the crAss-BACON ORFs, as has been
previously observed for phage immunoglobulin domains [14]. Vertical transfer of the crAss-BACON
ORFs cannot fully explain the similarity of crAss-BACON domains between these phages. The
genomes of clusters 1, 7 and B show very little similarity, as shown in Figure 4 and as exemplified by
the low conservation or even absence of genes such as the terminase (Figure 2b).

Viruses 2019, 11, 1085

11 of 17

Figure 4. Whole genome comparisons of selected contigs from each phage cluster show that
horizontal transfer has occurred in the neighbourhood of crAss-BACON ORFs between the otherwise
unsimilar clusters 1, 7 and B. crAss-BACON tandem repeated proteins in these clusters are located in
the tail section of the genome. In all clusters except from B, head proteins are those proteins that were
identified in the phylogenetic analysis in Figure 2c.

To investigate BACON domain evolution in phages and bacteria, we created a phylogeny of
1509 BACON domains (Figure 5a). This included all 1205 crAss-BACON domains found here and the
304 bacterial BACON domains from which PF13004 was made. Figure 5b–d depicts the crAssBACON phylogenetic tree with colours indicating clades that contain domains from the crAssBACON tandem repeats found in clusters 1, 5 and B, respectively. In cluster 1, domains that occupy
a specific position in the crAss-BACON tandem repeat (e.g., first domain from the N-terminus,
referred to with numbers in Figure 5b–d) each formed a distinct clade (Figure 5b). As domains that
occupy a specific position in the cluster 1 crAss-BACON tandem repeat form distinct clades, with no
overlap between them, the domain order of the arrays is conserved. This illustrates the evolutionary
stability of the cluster 1 crAss-BACON tandem repeat. The clade that contains the first domain in the
cluster 1 array (counted from the N-terminus) also contained a number of bacterial domains, whereas
no bacterial domains are found in the clades of the seven other domains (Figure 5a). This reveals that
this crAss-BACON tandem array resulted from domain duplications within the cluster 1 phage
lineage. As the first domain is more closely related to bacterial domains than the other domains in
the tandem array, it may be the ancestral domain from which the array expanded. The tree contains
two branches that contain cluster 1 crAss-BACON domains that occupy positions 1, 7 and 8 in the
array, and those at positions 3, 4, 5 and 6. This means that, similar to domain tandem repeat
expansions in cellular organisms [26], cluster 1 crAss-BACON expansion occurred by internal
duplications, rather than exclusively at the N- and C-termini (Figure 5b). However, unlike cellular
organisms [26], cluster 1 crAss-BACON expansion involved several single domain duplications
instead of simultaneous duplication of multiple domains (Figure S3, Supplementary Materials).
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Figure 5. Domain phylogeny of crAss-BACONs in bacteria and phages reveals that the cluster 1
crAss-BACON tandem repeat resulted from multiple duplication events, whereas those in clusters
7 and B resulted from both horizontal transfer and duplications. Displayed is an unrooted
approximate maximum likelihood tree [51] of 1205 crAss-BACONs and 304 BACON domains from
Bacteroidetes species (those that were used to produce PF13004). Dots on branches denote bootstrap
support >90. The four versions of the tree depict the fraction of crAss-BACONs out of the total
number of domains in each clade (a), and the locations of domains from the crAss-BACON tandem
repeats in cluster 1 (b), 7 (c) and B (d). Shading and numbers in (a) denote the fraction of viral domains
in each clade. Numbered clades in (b), (c) and (d) represent the positions of domains in the crAssBACON tandem repeat as counted from the N-terminus. For uncollapsed tree, see Figure S4,
Supplementary Materials.
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The crAss-BACONs in the cluster 7 and B tandem arrays showed a greater spread in the tree
(Figure 5c,d). Like cluster 1, these two clusters each contained one crAss-BACON that is closely
related to bacterial domains (domain 4 in cluster 7 and domain 6 in cluster B). A further domain from
each was closely related to cluster 1 crAss-BACONs (2/7 and 4/B), which seems to be the result of
horizontal domain transfer. Each cluster also contained one domain in an isolated branch (5/7 and
3/B) and a number of domains that formed a separate branch (1/7, 3/7, 1/B, 2/B, 5/B). These latter
domains resulted from duplications, whereas those that were closely related to bacterial domains
may be the ancestral domains. The internal divergence of the domains in these tandem repeats as
well as the frequent horizontal transfer of BACON domains between phages and bacteria make it
difficult to fully ascertain their evolutionary history.
Our domain phylogeny uncovered an extensive evolutionary history of domain duplications
that is characteristic to cluster 1 crAss-BACON ORFs. Identification of additional sequences from
clusters 7 and B may further clarify the evolution of crAss-BACON tandem repeats in these clusters.
As the cluster 1 crAss-BACON ORF is likely a tail protein, elucidation of its function may provide
insight into the host interactions of the most widespread gut phage. The first crAss-like phage that
was recently isolated (φcrAss001 [63]) belongs to the heterogeneous candidate genus VI and not to
the Alphacrassvirinae candidate subfamily that contains the longest and most conserved crAssBACON tandem array (cluster 1, see Figure 2 and Figure S1). Interestingly, our distant homology
searches did not identify any crAss-BACONs in the φcrAss001 genome. Determination of the
function of the tail-associated crAss-BACON ORF thus awaits the isolation of crAss-like phages from
clusters 1, 7 or B.
4. Conclusions
We investigated the evolution of BACON domain tandem repeats in crAssphage and other gut
bacteriophages. We demonstrated that crAss-like phage BACON domains (crAss-BACONs) are
widespread in the crAss-like phage family, and we identified crAss-BACONs in two novel gut phage
lineages. We further found that crAss-BACON tandem repeats are associated with tail fibres in three
gut phage lineages. In two lineages (clusters 7 and B), these repeats are the result of horizontal
transfer and tandem duplication. The third lineage with tail-associated crAss-BACON tandem
repeats includes the prototypical crAssphage (cluster 1, candidate subfamily Alphacrassvirinae). In
this lineage, we showed how a stable tandem repeat of eight crAss-BACONs has resulted from
multiple single domain duplication events. The presented results show that focus on uncharacterised
proteins can provide insight into the enormous biodiversity and evolutionary dynamics of the viral
world.
Supplementary Materials: The following are available online at www.mdpi.com/xxx/s1, Figure S1: Silhouette
plot of the seven crAss-BACON-containing contig clusters shows that cluster 6 is weakly clustered due to
heterogeneity, Figure S2: Cluster 1 crAss-BACON ORFs are conserved, except for their C-termini, Figure S3: A
similarity matrix of crAssphage BACON tandem repeats shows that the tandem array expansion occurred
through single domain duplication events, Figure S4: The same approximate likelihood tree as depicted in Figure
5a, but without collapsed branches, Table S1: crAss-BACON containing contigs, Table S2: crAss-BACON
domains, Table S3: Annotation of cluster A contig, Table S4: Annotation of cluster B contig.
Author Contributions: P.A.d.J., S.J.J.B. and B.E.D. conceived the study. P.A.d.J., F.A.B.v.M. and L.E.v.R.
performed data analyses (P.A.d.J.: homology searches, genome clustering, phylogenetic analyses; F.A.B.v.M.:
genome annotations of novel lineages; L.E.v.R.: phylogenetic analyses). P.A.d.J. wrote the manuscript with
contributions from all other authors.
Funding: P.A.d.J., F.A.B.v.M. and B.E.D. were supported by the Vidi grant 864.14.004. L.E.v.R. as supported by
Innovational Research Incentives under project number 016.160.638, which was financed by the Netherlands
Organisation for Scientific Research (NWO). S.J.J.B. was supported by LS6 ERC starting grant 639707, NWO VIDI
grant 864.11.005, a TU Delft start-up grant and the Netherlands Organization for Scientific Research
(NWO/OCW), as part of the Frontiers in Nanoscience program.
Conflicts of Interest: The authors declare no conflict of interest.

Viruses 2019, 11, 1085

14 of 17

References
1.
2.

3.

4.

5.

6.

7.

8.
9.

10.

11.

12.

13.
14.
15.
16.
17.

18.

19.

20.

Manrique, P.; Dills, M.; Young, M.J. The human gut phage community and its implications for health and
disease. Viruses 2017, 9, 9–11.
Barr, J.J.; Auro, R.; Furlan, M.; Whiteson, K.L.; Erb, M.L.; Pogliano, J.; Stotland, A.; Wolkowicz, R.; Cutting,
A.S.; Doran, K.S.; et al. Bacteriophage adhering to mucus provide a non-host-derived immunity. Proc. Natl.
Acad. Sci. USA 2013, 110, 10771–10776.
Norman, J.M.; Handley, S.A.; Baldridge, M.T.; Droit, L.; Liu, C.Y.; Keller, B.C.; Kambal, A.; Monaco, C.L.;
Zhao, G.; Fleshner, P.; et al. Disease-Specific Alterations in the Enteric Virome in Inflammatory Bowel
Disease. Cell 2015, 160, 447–460.
Zhao, G.; Vatanen, T.; Droit, L.; Park, A.; Kostic, A.D.; Poon, T.W.; Vlamakis, H.; Siljander, H.; Härkönen,
T.; Hämäläinen, A.-M.; et al. Intestinal virome changes precede autoimmunity in type I diabetes-susceptible
children. Proc. Natl. Acad. Sci. USA 2017, 114, E6166–E6175.
Reyes, A.; Blanton, L.V.; Cao, S.; Zhao, G.; Manary, M.; Trehan, I.; Smith, M.I.; Wang, D.; Virgin, H.W.;
Rohwer, F.; et al. Gut DNA viromes of Malawian twins discordant for severe acute malnutrition. Proc. Natl.
Acad. Sci. USA 2015, 112, 11941–11946.
Nakatsu, G.; Zhou, H.; Wu, W.K.K.; Wong, S.H.; Coker, O.O.; Dai, Z.; Li, X.; Szeto, C.H.; Sugimura, N.;
Lam, T.Y.T.; et al. Alterations in Enteric Virome Are Associated With Colorectal Cancer and Survival
Outcomes. Gastroenterology 2018, 155, 529–541.
Yutin, N.; Makarova, K.S.; Gussow, A.B.; Krupovic, M.; Segall, A.; Edwards, R.A.; Koonin, E.V. Discovery
of an expansive bacteriophage family that includes the most abundant viruses from the human gut. Nat.
Microbiol. 2018, 3, 38–46.
Manrique, P.; Bolduc, B.; Walk, S.T.; van der Oost, J.; de Vos, W.M.; Young, M.J. Healthy human gut
phageome. Proc. Natl. Acad. Sci. USA 2016, 113, 10400–10405.
Edwards, R.A.; Vega, A.A.; Norman, H.M.; Ohaeri, M.; Levi, K.; Dinsdale, E.A.; Cinek, O.; Aziz, R.K.;
McNair, K.; Barr, J.J.; et al. Global phylogeography and ancient evolution of the widespread human gut
virus crAssphage. Nat. Microbiol. 2019, 527796, doi:10.1101/527796.
Dutilh, B.E.; Cassman, N.; McNair, K.; Sanchez, S.E.; Silva, G.G.Z.; Boling, L.; Barr, J.J.; Speth, D.R.;
Seguritan, V.; Aziz, R.K.; et al. A highly abundant bacteriophage discovered in the unknown sequences of
human faecal metagenomes. Nat. Commun. 2014, 5, 4498.
Guerin, E.; Shkoporov, A.; Stockdale, S.R.; Clooney, A.G.; Ryan, F.J.; Sutton, T.D.S.; Draper, L.A.; GonzalezTortuero, E.; Ross, R.P.; Hill, C. Biology and Taxonomy of crAss-like Bacteriophages, the Most Abundant
Virus in the Human Gut. Cell Host Microbe 2018, 24, 653–664.
Larsbrink, J.; Rogers, T.E.; Hemsworth, G.R.; McKee, L.S.; Tauzin, A.S.; Spadiut, O.; Klinter, S.; Pudlo, N.A.;
Urs, K.; Koropatkin, N.M.; et al. A discrete genetic locus confers xyloglucan metabolism in select human
gut Bacteroidetes. Nature 2014, 506, 498–502.
Roche, D.B.; Do Viet, P.; Bakulina, A.; Hirsh, L.; Tosatto, S.C.E.; Kajava, A.V. Classification of β-hairpin
repeat proteins. J. Struct. Biol. 2018, 201, 130–138.
Fraser, J.S.; Maxwell, K.L.; Davidson, A.R. Immunoglobulin-like domains on bacteriophage: Weapons of
modest damage? Curr. Opin. Microbiol. 2007, 10, 382–387.
Hayes, S.; Mahony, J.; Vincentelli, R.; Ramond, L.; Nauta, A.; van Sinderen, D.; Cambillau, C. Ubiquitous
Carbohydrate Binding Modules Decorate 936 Lactococcal Siphophage Virions. Viruses 2019, 11, 631.
Granell, M.; Namura, M.; Alvira, S.; Kanamaru, S.; van Raaij, M.J. Crystal structure of the carboxy-terminal
region of the bacteriophage T4 proximal long tail fiber protein Gp34. Viruses 2017, 9, 168.
Bartual, S.G.; Otero, J.M.; Garcia-Doval, C.; Llamas-Saiz, A.L.; Kahn, R.; Fox, G.C.; van Raaij, M.J. Structure
of the bacteriophage T4 long tail fiber receptor-binding tip. Proc. Natl. Acad. Sci. USA 2010, 107, 20287–
20292.
Spinelli, S.; Desmyter, A.; Verrips, C.T.; De Haard, H.J.W.; Moineau, S.; Cambillau, C. Lactococcal
bacteriophage p2 receptor-binding protein structure suggests a common ancestor gene with bacterial and
mammalian viruses. Nat. Struct. Mol. Biol. 2006, 13, 85–89.
Barbirz, S.; Müller, J.J.; Uetrecht, C.; Clark, A.J.; Heinemann, U.; Seckler, R. Crystal structure of Escherichia
coli phage HK620 tailspike: Podoviral tailspike endoglycosidase modules are evolutionarily related. Mol.
Microbiol. 2008, 69, 303–316.
Steinbacher, S.; Miller, S.; Baxa, U.; Budisa, N.; Weintraub, A.; Seckler, R.; Huber, R. Phage P22 tailspike
protein: Crystal structure of the head-binding domain at 2.3 Å, fully refined structure of the

Viruses 2019, 11, 1085

21.
22.

23.
24.
25.
26.
27.
28.
29.
30.
31.
32.

33.
34.
35.
36.
37.

38.
39.

40.
41.
42.
43.
44.

15 of 17

endorhamnosidase at 1.56 Å resolution, and the molecular basis of O-antigen recognition and cleavage. J.
Mol. Biol. 1997, 267, 865–880.
Steinbacher, S.; Steipe, B.; Huber, R.; Reinemer, P.; Seckler, R.; Miller, S. Crystal structure of P22 tailspike
protein: Interdigitated subunits in a thermostable trimer. Science 1994, 265, 383–386.
Müller, J.J.; Barbirz, S.; Heinle, K.; Freiberg, A.; Seckler, R.; Heinemann, U. An Intersubunit Active Site
between Supercoiled Parallel β Helices in the Trimeric Tailspike Endorhamnosidase of Shigella flexneri
Phage Sf6. Structure 2008, 16, 766–775.
Mitraki, A.; Papanikolopoulou, K.; Van Raaij, M.J. Natural Triple β-Stranded Fibrous Folds. In Advances in
Protein Chemistry; Academic Press; Cambridge; Massachusetts; United States; 2006; Volume 73, pp. 97–124.
Jernigan, K.K.; Bordenstein, S.R. Tandem-repeat protein domains across the tree of life. PeerJ 2015, 3, e732.
Verstrepen, K.J.; Jansen, A.; Lewitter, F.; Fink, G.R. Intragenic tandem repeats generate functional
variability. Nat. Genet. 2005, 37, 986–990.
Björklund, Å.K.; Ekman, D.; Elofsson, A. Expansion of protein domain repeats. PLoS Comput. Biol. 2006, 2,
e114.
Wright, C.F.; Teichmann, S.A.; Clarke, J.; Dobson, C.M. The importance of sequence diversity in the
aggregation and evolution of proteins. Nature 2005, 438, 878–881.
Persi, E.; Wolf, Y.I.; Koonin, E.V. Positive and strongly relaxed purifying selection drive the evolution of
repeats in proteins. Nat. Commun. 2016, 7, 13570.
Reyes, A.; Haynes, M.; Hanson, N.; Angly, F.E.; Heath, A.C.; Rohwer, F.; Gordon, J.I. Viruses in the faecal
microbiota of monozygotic twins and their mothers. Nature 2010, 466, 334–338.
Paez-Espino, D.; Eloe-Fadrosh, E.A.; Pavlopoulos, G.A.; Thomas, A.D.; Huntemann, M.; Mikhailova, N.;
Rubin, E.; Ivanova, N.N.; Kyrpides, N.C. Uncovering Earth’s virome. Nature 2016, 536, 425–430.
Cobián Güemes, A.G.; Youle, M.; Cantú, V.A.; Felts, B.; Nulton, J.; Rohwer, F. Viruses as Winners in the
Game of Life. Annu. Rev. Virol. 2016, 3, 197–214.
Shiffman, M.E.; Soo, R.M.; Dennis, P.G.; Morrison, M.; Tyson, G.W.; Hugenholtz, P. Gene and genomecentric analyses of koala and wombat fecal microbiomes point to metabolic specialization for Eucalyptus
digestion. PeerJ 2017, 5, e4075.
Roux, S.; Enault, F.; Hurwitz, B.L.; Sullivan, M.B. VirSorter: Mining viral signal from microbial genomic
data. PeerJ 2015, 3, e985.
Finn, R.D.; Bateman, A.; Clements, J.; Coggill, P.; Eberhardt, R.Y.; Eddy, S.R.; Heger, A.; Hetherington, K.;
Holm, L.; Mistry, J.; et al. Pfam: The protein families database. Nucleic Acids Res. 2014, 42, 222–230.
Hyatt, D.; Chen, G.L.; LoCascio, P.F.; Land, M.L.; Larimer, F.W.; Hauser, L.J. Prodigal: Prokaryotic gene
recognition and translation initiation site identification. BMC Bioinform. 2010, 11, 119.
Eddy, S.R. Accelerated profile HMM searches. PLoS Comput. Biol. 2011, 7, e1002195.
Jahn, M.T.; Arkhipova, K.; Markert, S.M.; Stigloher, C.; Lachnit, T.; Pita, L.; Kupczok, A.; Ribes, M.; Stengel,
S.T.; Rosenstiel, P.; et al. A Phage Protein Aids Bacterial Symbionts in Eukaryote Immune Evasion. Cell Host
Microbe 2019, 26, 542–550.
Lima-Mendez, G.; Van Helden, J.; Toussaint, A.; Leplae, R. Reticulate Representation of Evolutionary and
Functional Relationships between Phage Genomes. Mol. Biol. Evol. 2008, 25, 762–777.
Bin Jang, H.; Bolduc, B.; Zablocki, O.; Kuhn, J.H.; Roux, S.; Adriaenssens, E.M.; Brister, J.R.; Kropinski,
A.M.; Krupovic, M.; Lavigne, R.; et al. Taxonomic assignment of uncultivated prokaryotic virus genomes
is enabled by gene-sharing networks. Nat. Biotechnol. 2019, 37, 632–639.
Buchfink, B.; Xie, C.; Huson, D.H. Fast and sensitive protein alignment using DIAMOND. Nat. Methods
2014, 12, 59–60.
Enright, A.J. An efficient algorithm for large-scale detection of protein families. Nucleic Acids Res. 2002, 30,
1575–1584.
Charrad, M.; Ghazzali, N.; Boiteau, V.; Niknafs, A. NbClust: An R Package for Determining the Relevant
Number of Clusters in a Data Set. J. Stat. Softw. 2014, 61, 11744–11750.
Galili, T.; O’Callaghan, A.; Sidi, J.; Sievert, C. Heatmaply: An R package for creating interactive cluster
heatmaps for online publishing. Bioinformatics 2018, 34, 1600–1602.
Sievers, F.; Higgins, D.G. Clustal Omega for making accurate alignments of many protein sequences.
Protein Sci. 2018, 27, 135–145.

Viruses 2019, 11, 1085

45.

46.
47.
48.
49.
50.
51.
52.
53.
54.
55.
56.

57.

58.
59.
60.
61.
62.
63.

64.

65.
66.
67.

68.

16 of 17

Kearse, M.; Moir, R.; Wilson, A.; Stones-Havas, S.; Cheung, M.; Sturrock, S.; Buxton, S.; Cooper, A.;
Markowitz, S.; Duran, C.; et al. Geneious Basic: An integrated and extendable desktop software platform
for the organization and analysis of sequence data. Bioinformatics 2012, 28, 1647–1649.
Seemann, T. Prokka: Rapid prokaryotic genome annotation. Bioinformatics 2014, 30, 2068–2069.
Sullivan, M.J.; Petty, N.K.; Beatson, S.A. Easyfig: A genome comparison visualizer. Bioinformatics 2011, 27,
1009–1010.
Camacho, C.; Coulouris, G.; Avagyan, V.; Ma, N.; Papadopoulos, J.; Bealer, K.; Madden, T.L. BLAST+:
Architecture and applications. BMC Bioinform. 2009, 10, 421.
Capella-Gutiérrez, S.; Silla-Martínez, J.M.; Gabaldón, T. trimAl: A tool for automated alignment trimming
in large-scale phylogenetic analyses. Bioinformatics 2009, 25, 1972–1973.
Zhou, X.; Shen, X.X.; Hittinger, C.T.; Rokas, A. Evaluating fast maximum likelihood-based phylogenetic
programs using empirical phylogenomic data sets. Mol. Biol. Evol. 2018, 35, 486–503.
Nguyen, L.T.; Schmidt, H.A.; Von Haeseler, A.; Minh, B.Q. IQ-TREE: A fast and effective stochastic
algorithm for estimating maximum-likelihood phylogenies. Mol. Biol. Evol. 2015, 32, 268–274.
Kalyaanamoorthy, S.; Minh, B.Q.; Wong, T.K.F.; von Haeseler, A.; Jermiin, L.S. ModelFinder: Fast model
selection for accurate phylogenetic estimates. Nat. Methods 2017, 14, 587–589.
Hoang, D.T.; Chernomor, O.; von Haeseler, A.; Minh, B.Q.; Vinh, L.S. UFBoot2: Improving the Ultrafast
Bootstrap Approximation. Molecular biology and evolution. Mol. Biol. Evol. 2018, 35, 518–522.
Letunic, I.; Bork, P. Interactive Tree Of Life (iTOL) v4: Recent updates and new developments. Nucleic Acids
Res. 2019, 47, W256–W259.
Galiez, C.; Siebert, M.; Enault, F.; Vincent, J.; Söding, J. WIsH: Who is the host? Predicting prokaryotic hosts
from metagenomic phage contigs. Bioinformatics 2017, 33, 3113–3114.
Wattam, A.R.; Abraham, D.; Dalay, O.; Disz, T.L.; Driscoll, T.; Gabbard, J.L.; Gillespie, J.J.; Gough, R.; Hix,
D.; Kenyon, R.; et al. PATRIC, the bacterial bioinformatics database and analysis resource. Nucleic Acids
Res. 2014, 42, 581–591.
Parks, D.H.; Imelfort, M.; Skennerton, C.T.; Hugenholtz, P.; Tyson, G.W. CheckM: Assessing the quality of
microbial genomes recovered from isolates, single cells, and metagenomes. Genome Res. 2015, 25, 1043–
1055.
Pruitt, K.D.; Tatusova, T.; Maglott, D.R. NCBI reference sequences (RefSeq): A curated non-redundant
sequence database of genomes, transcripts and proteins. Nucleic Acids Res. 2007, 35, 61–65.
Johnson, M.; Zaretskaya, I.; Raytselis, Y.; Merezhuk, Y.; McGinnis, S.; Madden, T.L. NCBI BLAST: A better
web interface. Nucleic Acids Res. 2008, 36, 5–9.
Mello, L.V.; Chen, X.; Rigden, D.J. Mining metagenomic data for novel domains: BACON, a new
carbohydrate-binding module. FEBS Lett. 2010, 584, 2421–2426.
Wheeler, T.J.; Clements, J.; Finn, R.D. Skylign: A tool for creating informative, interactive logos representing
sequence alignments and profile hidden Markov models. BMC Bioinform. 2014, 15, 7.
Rahmann, S.; Schuster-Böckler, B.; Schultz, J. HMM logos for visualization of protein families. BMC
Bioinform. 2004, 5, 7.
Shkoporov, A.N.; Khokhlova, E.V.; Fitzgerald, C.B.; Stockdale, S.R.; Draper, L.A.; Ross, R.P.; Hill, C.
ΦCrAss001 represents the most abundant bacteriophage family in the human gut and infects Bacteroides
intestinalis. Nat. Commun. 2018, 9, 4781.
Low, S.J.; Džunková, M.; Chaumeil, P.A.; Parks, D.H.; Hugenholtz, P. Evaluation of a concatenated protein
phylogeny for classification of tailed double-stranded DNA viruses belonging to the order Caudovirales.
Nat. Microbiol. 2019, 4, 1306–1315.
Serwer, P.; Hayes, S.J.; Zaman, S.; Lieman, K.; Rolando, M.; Hardies, S.C. Improved isolation of
undersampled bacteriophages: Finding of distant terminase genes. Virology 2004, 329, 412–424.
Toussaint, A.; Rice, P.A. Transposable phages, DNA reorganization and transfer. Curr. Opin. Microbiol.
2017, 38, 88–94.
Fogg, P.C.M.; Rigden, D.J.; Saunders, J.R.; McCarthy, A.J.; Allison, H.E. Characterization of the relationship
between integrase, excisionase and antirepressor activities associated with a superinfecting Shiga toxin
encoding bacteriophage. Nucleic Acids Res. 2011, 39, 2116–2129.
De Jonge, P.A.; Nobrega, F.L.; Brouns, S.J.J.; Dutilh, B.E. Molecular and evolutionary determinants of
bacteriophage host-range. Trends Microbiol. 2018, 27, 51–63.

Viruses 2019, 11, 1085

69.
70.
71.
72.

17 of 17

Shkoporov, A.N.; Hill, C. Bacteriophages of the Human Gut: The “Known Unknown” of the Microbiome.
Cell Host Microbe 2019, 25, 195–209.
Garcia-Doval, C.; van Raaij, M.J. Structure of the receptor-binding carboxy-terminal domain of
bacteriophage T7 tail fibers. Proc. Natl. Acad. Sci. USA 2012, 109, 9390–9395.
Lasica, A.M.; Ksiazek, M.; Madej, M.; Potempa, J. The Type IX Secretion System (T9SS): Highlights and
Recent Insights into Its Structure and Function. Front. Cell. Infect. Microbiol. 2017, 7, 215.
Fraser, J.S.; Yu, Z.; Maxwell, K.L.; Davidson, A.R. Ig-Like Domains on Bacteriophages: A Tale of
Promiscuity and Deceit. J. Mol. Biol. 2006, 359, 496–507.
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

