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Abstract
Background: CRISPR (Clustered Regularly Interspaced Short Palindromic Repeats) is a prokaryotic adaptive defence
system that provides resistance against alien replicons such as viruses and plasmids. Spacers in a CRISPR cassette
confer immunity against viruses and plasmids containing regions complementary to the spacers and hence they
retain a footprint of interactions between prokaryotes and their viruses in individual strains and ecosystems. The
human gut is a rich habitat populated by numerous microorganisms, but a large fraction of these are unculturable
and little is known about them in general and their CRISPR systems in particular.
Results: We used human gut metagenomic data from three open projects in order to characterize the composition
and dynamics of CRISPR cassettes in the human-associated microbiota. Applying available CRISPR-identification
algorithms and a previously designed filtering procedure to the assembled human gut metagenomic contigs, we found
388 CRISPR cassettes, 373 of which had repeats not observed previously in complete genomes or other datasets. Only
171 of 3,545 identified spacers were coupled with protospacers from the human gut metagenomic contigs. The number
of matches to GenBank sequences was negligible, providing protospacers for 26 spacers.
Reconstruction of CRISPR cassettes allowed us to track the dynamics of spacer content. In agreement with other
published observations we show that spacers shared by different cassettes (and hence likely older ones) tend to the
trailer ends, whereas spacers with matches in the metagenomes are distributed unevenly across cassettes,
demonstrating a preference to form clusters closer to the active end of a CRISPR cassette, adjacent to the leader, and
hence suggesting dynamical interactions between prokaryotes and viruses in the human gut. Remarkably, spacers
match protospacers in the metagenome of the same individual with frequency comparable to a random control, but
may match protospacers from metagenomes of other individuals.
Conclusions: The analysis of assembled contigs is complementary to the approach based on the analysis of original
reads and hence provides additional data about composition and evolution of CRISPR cassettes, revealing the dynamics
of CRISPR-phage interactions in metagenomes.
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Background
Prokaryotic cells inhabiting the human body outnumber
its own eukaryotic cells at least ten to one, with the overwhelming majority of bacteria residing in the intestine.
This complex community of symbiotic, pathogenic and
commensal microorganisms is called the microbiome [1].
The human gut microbiome might be considered as an
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organ within an organ [2]. It has been shown to be indispensable for the human life as it is capable of vitamin
production [3,4], digestion of complex polysaccharides [5],
controlling intestinal epithelial cell proliferation through
the production of short-chain fatty acids [6], and influencing the normal development and function of the mucosal
immune system [7]. While bacteria are responsible for these
functions, bacteriophages, in turn, influence their abundance in the human gut [8,9].
As a reaction to an ongoing phage pressure, prokaryotes
have developed numerous defence mechanisms [10]. The
CRISPR systems are especially interesting, as they retain
the history of interactions between viruses and their
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prokaryotic hosts [11-13]. Despite being highly diverse
[14], typically they are comprised of a CRISPR cassette
containing an array of unique spacer sequences (25–70 bp)
alternating with conserved short direct repeats and preceded by a 5′-leader sequence of 200–500 bp. The systems
also include numerous CRISPR-associated (cas) genes that
encode proteins performing various, only partially characterized functions essential for the system’s activity [15]. A
CRISPR cassette is transcribed as a long precursor RNA
molecule that is further cleaved into small fragments
(crRNA), each containing one complete spacer. crRNAs
are the main players in the RNA-guided degradation of
foreign replicons [11,16,17]. Accumulation of new spacers
occurs at one side of a cassette, adjacent to the leader sequence, while internal spacers may be deleted by recombination. Hence older spacers are shifted to the 3′-end,
and cassettes retain a unique chronological footprint of viruses that have infected a given strain [18-20]. However, a
part of a cassette or even a complete cassette may be also
acquired via horizontal gene transfer [21]. In addition,
identical or similar repeats in different CRISPR cassettes
may indicate their common ancestry.
Up to 60% of all microorganisms that inhabit the human
body are considered to be unculturable [22]. Cultureindependent metagenomics is the most powerful approach
to study the composition and dynamics of complex microbial communities. The metagenomics data allow one to
obtain a complete snapshot of coexisting microorganisms,
both prokaryotes and their viruses.
To date, CRISPR systems have been analyzed in metagenomic datasets of several environments including acidophilic biofilms [23], acidic hot springs in Yellowstone
National Park [24], Australian hypersaline Lake Tyrrell [25],
ocean metagenome produced by the Global Ocean Sampling
(GOS) expedition [26], and the rumen microbiome [27].
A considerable effort is directed to large-scale investigation of the human microbiome using the metagenomic
approach. The main aim of these studies is to understand
the role of the endogenous flora in health and disease.
Among all body sites, the diversity of microorganisms in
the human gut is known to be the highest [28]. The data
from several human microbiome metagenomic projects
are available, as well as human gut virome data [29-34]. A
high level of microbial diversity and availability of metagenomic datasets obtained using various sequencing techniques make the human gut microbiome a promising
object for studying CRISPR systems.
Indeed, CRISPR cassettes were characterized across
body sites in different individuals through independent
projects [35-37] and as a part of the Human Microbiome
Project [38] with a particular attention to the gut metagenome [38-40]. In these studies, raw reads containing
CRISPR repeats were collected, followed either by the
analysis of the spacer content [39] or reassembly of
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repeat-containing reads into contigs [38]. This approach
allowed the authors to identify thousands of spacers, although it was limited to CRISPR cassettes with already
known repeats. While being a powerful tool to study the
distribution of spacers, this strategy does not account for
the CRISPR cassette structure, and hence may not track
the evolutionary dynamics of spacers within cassettes.
To offset this, we identified cassettes in assembled contigs. The comparison of spacers and repeats of these cassettes with previously analyzed spacers and repeats, in
particular, those identified by read-based techniques,
yielded only few matches. This suggests that both approaches are useful as they produce complementary
findings. We analyzed the CRISPR content in three human gut metagenomes, two of which have not been analyzed earlier in this context. We identified CRISPR
cassettes, compared the sets of repeats and spacers with
the ones identified in earlier studies and analyzed the
differences, identified protospacers, reconstructed the
taxonomy distribution of cassettes and protospacers,
characterized the distribution of spacers and protospacers in individual metagenomes, and, finally, described
the dynamics of spacer positions within CRISPR cassettes for different classes of spacers.

Methods
Metagenomic datasets
Human microbiomes

The gut samples of the Human Microbiome Project
(HMP) dataset were downloaded as an assembly in
1,889,651 contigs [41]. The total length of HMP contigs
comprised 3,732 Mb. The fecal DNA samples were collected from 124 adults of various ages (18–69) sequenced
by Illumina GA machines [28].
The assembled metagenomic dataset from 13 healthy
Japanese individuals (JPN) was downloaded from the
CAMERA website [42]. This dataset contained 353,805
contigs of the total length 463 Mb. The samples were collected from adults and children including unweaned infants (6 months to 45 years), comprising two families of
three and four members, and six unrelated individuals.
The shotgun reads were obtained using MegaBACE4500
sequencers (GE Healthcare) [43].
The contigs from the Distal Gut metagenomic project
(DG) were downloaded from the NCBI website [44]. The
assembly contained 22,508 contigs, comprising 336 Mb.
The reads were sequenced using the ABI 3730xl DNA
analyzer [45].
The information about metagenomic datasets used here
is summarized in Table 1.
Identification and analysis of CRISPR cassettes

To construct a set of CRISPR cassettes for each metagenomic dataset, we used three algorithms, PILER-CR [46],
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Table 1 Characteristics of the analyzed metagenomic datasets
Metagenomic project

Number of
contigs/reads

Total length

Source

Individuals involved

Sequencing platform

Assembly
algorithm

The Human Microbiome
Project (HMP)

1,889,651 contigs

3,732 Mb

Fecal samples

124 Europeans of various ages
(18–69)

Illumina GA

MetaMos

Healthy Human Gut
Metagenomes (JPN)

353,805 contigs

Fecal samples

13 Japanese individuals
(6 months – 45 years),
comprising 2 families (of 3 and
4 members) and 6 unrelated
individuals

MegaBACE4500 sequencer
(GE Healthcare)

PCAP

Distal gut metagenomic
project (DG)

22,508 contigs

Fecal samples

2 healthy adults

ABI 3730x1 DNA analyzer

Celera
Assembler

(N50 = 3692)
463 Mb
(N50 = 1180)

336 Mb
(N50 = 1657)

the CRISPR Recognition Tool (CRT) [47], CRISPRFinder
[48], and a previously designed filtering procedure [26].
In addition, we attempted to use Crass [49] with default parameters to assemble CRISPR cassettes from
metagenomic reads. While the number of detected cassettes for the DG read dataset was comparable to that
obtained by our procedure, Crass did not assemble
CRISPR cassettes from the HMP data. Relaxing parameters for the number of repeats and spacer or repeat
length (−n 2 -w 6 -s 20 -S 55) allowed Crass to identify
only one CRISPR cassette in the HMP dataset. For the
JPN dataset metagenomic reads were not available, and
hence Crass could not be applied. Hence, for uniformity,
Crass predictions were not considered further.
To determine contig taxonomy, contigs were subjected
to the BLASTX search [50,51] against the non-redundant
protein collection (NR) of GenBank [52] (e-value threshold
1e−6). Taxonomic labels were assigned manually based on
the degree of consistency in the taxonomy origin of the top
hits. Taxonomic labels at the phylum level were assigned if
at least top ten hits belonged to one phylum; taxonomic labels at the level of class, family, and genus were assigned if
the majority of top 30 hits belonged to the same taxon of
that level. If top hits were taxonomically diverse, the contig
was assigned with a nonspecific taxonomic label. A contig
might not be assigned with a taxonomic label for the following reasons: (1) CRISPR cassette covering entire contig
length; (2) CRISPR cassette flanked by regions containing
only universal cas genes, known to be subject to frequent
horizontal gene transfer, so that their phylogeny does not
necessarily reflect taxonomy [53]; (3) flanking regions containing genes with no significant similarity to any entry in
the non-redundant GenBank collection. The cas genes
were identified as described previously [26].
We considered two types of data to perform the
BLASTN search in order to identify sources of spacers
(protospacers). Firstly, we compared spacer sequences to all
viral entries, including complete genomes, from GenBank.
Secondly, we compared the spacer sets with the human
metagenomic datasets themselves, assuming that these data
may still contain contigs of phage, prophage, or plasmid

origin after filtering out small particles (according to the
metagenome DNA isolation protocol [54]).
If a mismatch between two similar sequences is located
at a distance less than one word from the sequence end,
BLASTN would not extend the alignment over this
mismatch. Since the alignments between spacers and
protospacers are necessarily short, this means that
spacer-protospacer pairs with mismatches in the middle
might be aligned by BLASTN only partially. To offset
this and to estimate the real number of mismatches in
identified spacer-protospacer pairs, all obtained hits
were postprocessed, and if the observed matching regions were shorter than the corresponding spacer sequence they were extended in one or both directions to
match the full length of the spacer.
The number of mismatches was calculated for extended
alignments of spacer-protospacer pairs and a threshold of
four mismatches along the entire spacer length was set to
define candidate protospacer sequences. To ensure that a
sequence matched by a spacer is not an undetected CRISPR
cassette, we performed a parallel BLASTN search for repeat
sequences from the corresponding CRISPR cassettes against
the same datasets as it was done for spacer sequences.
The taxonomic labels were assigned to protospacercontaining contigs as described above, and then transferred
to the respective spacers as follows: if the protospacer was
of a phage or plasmid origin, we used the taxonomical
information about its host, whereas if the protospacer
came from a sequence of a bacterial origin, its taxonomy
was assigned as described above. If the spacer was
already assigned with a taxonomical label, the assignments were compared.
In order to estimate the significance of the observed
similarities between spacers and a sequence database, we
generated randomized sets of “pseudospacers”, where each
spacer was replaced by a random fragment of the same
length and, if possible, from the same contig. The range
for randomization excluded regions covered by CRISPR
cassettes. If a CRISPR cassette covered a metagenomic
contig (almost) completely, i.e., if both flanking sequences
were shorter than 100 nt, a fragment of the same length
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was taken from a randomly selected contig coming from
the same individual but not containing predicted CRISPR
cassettes.
However, a straightforward application of this procedure
would be confounded by gene homology. This would manifest as similarity extending beyond the pseudospacerpseudoprotospacer pair. To avoid this possibility, we
extracted the flanking sequences of selected pseudospacers.
These sequences had the same length as the repeats in the
respective cassette. They were run against the same datasets
as pseudospacers. A pseudospacer-pseudoprotospacer pair
was taken into account only if none of its pseudospacerflanking sequences matched the same sequence.
Repeat clusters were constructed as described previously [26] using the standard BLASTCLUST procedure
applied to the set of consensus repeat sequences (parameters: −L 0.5 -S 50 -e F -p F -W 15). All clusters with
more than one member were collected. Alignments for
the obtained clusters were constructed using the standard MUSCLE procedure [55]. For further analysis, the
repeats were considered to be similar if they belonged to
the same repeat cluster.
To search for PAM sequences (protospacer adjacent
motifs), 10 nt regions flanking protospacers from both
sides were used [56].
CRISPR cassettes were oriented, when possible, according to the position and direction of transcription of cas
genes. An end of a cassette was labeled as the leader
terminus if the adjacent region of the contig contained a
cas gene in the proper orientation. In addition, cassettes
lacking flanking sequences of sufficient length were oriented by comparison to cassettes from the same repeat
cluster, for which the orientation had been already
assigned, assuming that the repeat should be encoded on
the same strand for the entire cluster. For cassettes not belonging to clusters with defined orientation, the leader and
trailer termini could not be determined, and such cassettes
were not considered in the orientation-dependent analyses.
Targeting spacers were defined as spacers having at
least one reliable protospacer in the same individual
metagenome. Shared spacers were defined as spacers observed in two or more individual metagenomes.
To estimate whether targeting spacers tend to occur
close to the leader-end of cassettes, and shared spacers,
to the trailer-end, the following Monte-Carlo simulation
was implemented. Only complete cassettes (with noncassette flanking sequences) with defined orientation,
were used. Spacers in each cassette were enumerated.
For each cassette, serial numbers of all targeting (resp.
shared) spacers in the cassette were summarized. Then
the obtained statistics were summarized for the whole
set of considered CRISPR cassettes. Hence, we obtained
a single value equal to the sum of all serial numbers of
all targeting (resp. shared) spacers. After that, spacers in
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each cassette were randomly shuffled and the same procedure was applied. It was repeated 100,000 times and
the distribution of the analyzed statistic was built for the
targeting and shared spacers. Then the statistic obtained
for real cassettes was compared with the constructed
distributions, and the p-values were calculated.
To check whether spacers and protospacers tend to cooccur, we performed the following test. For each individual we constructed a 2 × 2 contingency table featuring
the number of spacer-protospacer pairs with spacer (resp.
protospacer) coming from this individual. For the resulting set of contingency tables, the Cochran–Mantel–
Haenszel (CMH) statistic was calculated [57]. As a null
hypothesis we assumed that the occurrences of spacer and
corresponding protospacer in an individual are independent. To check whether our data fit this hypothesis, we
shuffled protospacers across the individual metagenomes,
so that the number of protospacers in a given individual
remained unchanged. This procedure was performed
10,000 times, and in each round of permutations the
CMH statistic was calculated. The obtained distribution
was used to estimate the p-value of the observed statistic.

Results and discussion
Characteristics of CRISPR cassette sets

We used three publicly available human metagenomes to
search for CRISPR cassettes. The latter were identified by
several existing programs (see Methods). To exclude false
predictions of CRISPR cassettes in the metagenomic data,
a filtering procedure was applied [26]. This procedure retains the following types of cassettes: (1) cassettes predicted
by the CRT, CRISPRFinder and PILER-CR programs simultaneously; (2) candidate cassettes (cassettes predicted by
only one or two programs listed) adjacent to cas genes; (3)
candidate cassettes whose repeat consensus is similar to
the repeat consensus of a cassette already accepted based
on (1) or (2).
The sets of identified cassettes are shown in Figure 1
and characterized in Table 2 and Additional file 1: Table
S1. The largest set of cassettes was identified in the JPN
dataset, followed by HMP, and few cassettes were observed in the DG metagenome. Among the algorithms,
the largest number of candidate cassettes was produced
by CRISPRFinder, followed by CRT and PILER-CR, with
considerable overlap between the predictions (Figure 1).
Examination of individual predictions demonstrated that
CRT and PILER-CR tend to consider genomic repeats and
low-complexity regions as a candidate CRISPR cassette,
whereas CRISPRFinder reports numerous short cassettes
of the type “repeat-spacer-repeat”.
Then, we considered candidate CRISPR cassettes identified by at least one of the programs, and adjacent to cas
genes (Table 2). There are several possible reasons why
these cassettes have not been identified initially, including
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Figure 1 Venn diagram showing the numbers of CRISPR cassettes identified by the three programs. JPN (A), HMP (B), and DG (C) metagenomes
are presented. Abbreviations for the program names are: CRT – the CRISPR recognition tool; CFI – CRISPRFinder; PIL – PILER-CR.

short cassette lengths, varying length of spacers, divergent
repeats, etc., confounding individual programs. Notably, of
132 cassettes adjacent to cas genes, 119 (90%) had repeats
not observed in other databases or complete genomes.
That done, no candidate cassettes with repeats similar to
the repeats of already accepted cassettes were observed.
Hence, filtering condition (3) turned out to be redundant.
This proves robustness of the procedure.
The final set of CRISPR cassettes consisted of 298, 78,
and 14 cassettes from the JPN, HMP, and DG metagenomes, respectively. Two distinct cassettes were never
observed in one contig. In all three metagenomic datasets, a considerable fraction of cassettes were adjacent to
putative cas genes. We detected 70, 56, and 6 such cassettes in the JPN, HMP, and DG metagenomes, respectively, comprising 24%, 71%, and 43% of the total cassette
number in the respective set.
The set of 298 CRISPR cassettes in the JPN metagenome contained 3410 spacers, comprising 2992 unique
spacers. 378 spacers from 78 HMP cassettes comprised
352 unique ones. Only one spacer out of 175 spacers
found in 14 DG cassettes occurred twice (Table 2). The
non-redundant set of repeat sequences contained 170, 74,

and 11 unique repeats for the JPN, HMP, and DG metagenomes, comprising 139 repeat clusters (Table 2).
Once a reliable set of CRISPR cassettes was constructed,
we compared consensus repeat sequences from these cassettes (Additional file 1: Table S1) with repeats from already
known CRISPR cassettes deposited in CRISPRdb [58]. Only
23 of 255 identified unique repeat sequences matched repeats
from the CRISPRdb database. All matched repeats originated
from the JPN metagenome and corresponded to 17 repeat
clusters. Such a small intersection with CRISPRdb indicates
that most CRISPR cassettes identified here are novel.
Generally, two different approaches to identification of
CRISPR cassettes in metagenomic data are feasible: making prediction on assembled contigs or extracting spacers
directly from raw reads. CRISPR prediction on assembled
contigs retains the order of spacers in a cassette. On the
other hand, assembly of sequences containing repeats is
difficult, and hence a considerable fraction of CRISPR
cassette-containing reads would remain unexplored. The
other approach, recently used to identify CRISPR cassettes
in the human gut metagenome [39], analyzes raw reads
and extracts spacer sequences flanked by sufficiently long
repeat segments from already known CRISPR cassettes
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Table 2 Statistics of identified CRISPR cassettes and spacers
Metagenome dataset

JPN

HMP

DG

PILER-CR

322

121

17

CRT

359

149

21

CRISPRFinder

361

235

22

All three programs

272

45

13

1 or 2 programs, but adjacent to cas genes

24

33

1

296

78

14

Cassettes adjacent to cas genes

70 (24%)

56 (71%)

6 (43%)

Cassettes with assigned taxonomy

73 (25%)

69 (82%)

9 (64%)

I type

18 (6%)

16 (20%)

1 (7%)

II type

9 (3%)

4 (5%)

1 (7%)

III type

6 (2%)

18 (23%)

1 (7%)

Total number

3410

378

175

Unique spacers

2992

352

174

The same metagenomic dataset

136

59

0

NR database

17

9

0

170

74

11

Cassettes
Identified by:

Final set of cassettes:
Total number

Cassettes with assigned CRISPR-cas type:

Spacers

Spacers with protospacers in:

Repeats
Unique
Repeats with matches in CRISPRdb

23

0

0

Repeats from known clusters according to the CRISPRmap algorithm

122

18

8

Columns correspond to three metagenome datasets.

from existing databases. Here, the set of identifiable spacers
is limited by the set of known repeats. A combination of
the described strategies, named “targeted assembly of
CRISPR cassettes”, first selects reads matched by known
repeat sequences or predicted by a program (CRT), and
then reassembles them into CRISPR cassettes [38]. We
compared our results with those produced by these two
approaches on the human gut metagenomic data.
The CRISPR set identified by Stern et al. [39] in raw
HMP reads contains 52,267 spacers, 48,484 of which are
unique. Comparing these spacers with the spacer sets
identified here, we found only 15 matches in our set of the
HMP spacers (originating in four different cassettes; only
three spacers from the Stern set exactly matched spacers
from the HMP set) and 125 matches in the JPN set (originating in 40 different cassettes). No matches with
spacers from the DG set were observed. The matched
spacers comprise 3% and 4% of our unique spacers in the
HMP and JPN sets, respectively, i.e., roughly the same
fractions of the whole sets of unique spacers.

The fact that only few of the spacers from Stern et al.
[39] matched spacers identified here could be caused by
two reasons: either these spacers or the respective cassettes were present in the HMP assembled contigs, but
had been missed by our identification procedure, or the
reads containing these spacers were not assembled in
the contigs. To distinguish between these alternatives,
we performed BLASTN search for unique spacers from the
Stern set against all assembled HMP contigs. Most spacers
(39,273, 81%) did not match contigs. The remaining spacers
and the matching contigs were analyzed in more detail. As
repeats identified by Stern et al. were not available, we
checked whether HMP contigs matched by the Stern
spacers contained repeats from the HMP repeat set (identified here) and/or known CRISPR repeats from CRISPRdb
[58]. With the exception of the contigs with three spacers
that exactly matched HMP spacers identified here and
twelve spacers with non-exact matches (up to four mismatches), none of contigs matched by the Stern spacers
contained repeats either from CRISPRdb or from our
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HMP repeat set. Further, six spacers from the Stern set
matched HMP contigs with questionable (in the CRISPRFinder notation) CRISPR cassettes, which had been predicted by only one or two algorithms due to a low level of
repeat conservation and varying spacer lengths within a candidate cassette. This strongly suggests that we did not miss
any considerable number of identifiable cassettes with
spacers from the Stern set while the false negative rate of
our predictions given the available data is low. On the other
hand, a considerable fraction of the Stern spacers (9,100,
19%) matched HMP contigs without repeats or CRISPR
cassettes predicted by either algorithm. Given that the
Stern et al. [39] procedure relies on known repeats,
these matches could be protospacers of those spacers.
The set of CRISPR cassettes identified in the HMP data
by the targeted assembly approach contained 150 cassettes, 86 of which were found in gut samples [38] and we
used the latter for further analysis. Comparison of these
data with the repeat sequences identified here yielded only
four matches with repeats from the HMP set, originating
in four different CRISPR cassettes. Only 25 of HMP repeats identified by Rho et al. [38] had matches in the assembled HMP contigs. These contigs did not pass our
filters as they did not contain CRISPR cassettes identified
by the three programs due, in particular, to short cassette
length or degenerate repeats; neither they contained cas
genes. As in the previous case, it shows that the Rho cassettes absent in our set have been produced by reads that
had not been assembled into contigs.
Unfortunately, we could not make a universal comparison
as the necessary data were not available – only spacers were
provided in [39] and only repeats, in [38]. Still, this analysis
shows that CRISPR cassettes identified by our approach are
mostly novel and considerably different from CRISPR cassettes found in human gut microbiomes earlier, and hence
the contig-based and read-based approaches produce
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complementary results. Indeed, the read-based approach
missed cassettes with new repeats, while the contig-based
techniques missed cassette fragments in unassembled reads.
The number of CRISPR cassettes in individual metagenomes varied. No dependence between the number
of identified cassettes or spacers and the average contig size or sample size could be observed (Additional
file 2: Figure S1); however, the sequencing technologies and assembly algorithms could be responsible for
the observed differences between the datasets. On the
other hand, the number of identifiable CRISPR cassettes
might reflect the major taxonomic breakdown of human
gut microbiota and, indirectly, enterotypes of particular
individuals [59].
Taxonomy of metagenomic contigs containing
CRISPR cassettes

To define the taxonomic origin of contigs containing the
identified cassettes, a BLASTX-based procedure was used
(for details see Methods). The short length of metagenomic
contigs combined with the propensity of cas genes to horizontal gene transfer makes taxonomic predictions for
CRISPR-containing contigs difficult. We assigned the taxonomy at least at the domain level to 73 of 296 JPN cassettes (25%), 69 of 78 HMP cassettes (82%), and 9 of 14 DG
cassettes (64%). The differences in the average fractions of
CRISPR-containing contigs with assigned taxonomy reflect
the average lengths of the contigs in the respective samples.
Despite the fact that the total number of cassettes identified in the three studied metagenomes was considerably
different, the prevalent taxa of contigs with CRISPR cassettes were similar in all three datasets (Figure 2). The largest fraction of contigs with assigned taxonomy belonged
to Firmicutes. We observed 33, 43, and 8 contigs of the
Firmicutes origin in the JPN, HMP, and DG metagenomes,
respectively, with the majority of them belonging to Bacilli

Figure 2 Taxonomy of CRISPR-containing contigs. The presented metagenomes are: JPN (A); JPN, children only (B); HMP (C); DG (D). The
abbreviation “nd” stands for “not determined”.
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and Clostridia. In the JPN sample, 20 contigs were observed in adults and 13, in children.
The second major group in the JPN metagenomic dataset was comprised of 19 contigs (5 in adults and 14 in children) from Actinobacteria with a majority of them
assigned to the Bifidobacterium genus. Contigs belonging
to Proteobacteria and Bacteroidetes/Chlorobii group comprised about 2% each. Proteobacterial contigs were predominantly coming from Enterobacteriaceae, in particular,
from Escherichia coli. For about 25% of JPN contigs, no
strong evidence of any particular bacterial phylum was detected, so these contigs were generically assigned to Bacteria (Figure 2A, B). According to a previous analysis of the
JPN metagenome [43], the major constituents in adults
and children are different. CRISPR-containing metagenomic contigs originating from children were assigned to
the same predominant taxa as the whole dataset, but the
fraction of contigs assigned to Actinobacteria was larger
(13%) (Figure 2B).
As mentioned above, the largest fraction of HMP CRISPRcontaining contigs (56%) was assigned to Firmicutes
(Figure 2C). 22% of HMP contigs showed a clear bacterial
origin but could not be assigned to any particular phylum,
while for 16% of contigs, the taxonomic origin could not be
determined. A minority of CRISPR-containing contigs in
the HMP metagenome originated in Actinobacteria, Bacteroidetes, and Proteobacteria, together comprising less than
6%. In the DG metagenomic dataset, one cassette was
assigned to Bacteroidetes and one, to Actinobacteria
(Figure 2D). No archaeal contigs containing CRISPR cassettes were observed in any human gut metagenome.
The taxonomy breakdown of the CRISPR-containing contigs slightly differs from that based on 16S rRNA for the entire metagenomic datasets. According to 16S rRNA, the
major constituents of the JPN metagenome in adults and
weaned children were always Bacteroidetes followed by several Firmicutes genera and the genus Bifidobacterium. In
the case of infants, representatives of Bifidobacteriaceae and
Enterobacteriaceae were predominant [43]. This does not
agree with the prevalence of Firmicutes CRISPR-containing
contigs in the JPN metagenome. In HMP, the major fraction
of the microbial diversity, according to 16S rRNA, is comprised by Firmicutes, followed by almost equal fractions
assigned to Bacteroidetes, Actionobacteria and Proteobacteria, i.e., it is very similar to the taxonomic diversity of
CRISPR-containing contigs predicted in the HMP metagenome. In the DG metagenome, the majority of 16S rRNA sequences were assigned to Firmicutes and a smaller number,
to Actinobacteria [45]. This breakdown generally matches
the taxonomic breakdown of CRISPR-containing DG contigs with one exception: according to our data, one CRISPRcontaining contig was assigned to Bacteroidetes. Probable
reasons for these discrepancies might be biases in the estimation of the taxa abundance due to variability of the 16S
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rRNA genes copy number ranging from 1 to 15 per bacterial genome [60], or varying CRISPR prevalence in different
bacterial phyla.
CRISPR-cas types

Functional CRISPR-cas immune systems consist of
CRISPR cassettes and cas genes [14]. We classified the
identified systems according to repeat types and associated
cas genes where possible. The latter were found in flanking
sequences of 130 cassettes. In a large fraction of flanking
sequences (50, 38%) the only identified cas gene was cas1
(Additional file 2: Figure S2), a universal marker of all
CRISPR-cas systems, hence not applicable for differentiating system types. Among cassettes that could be classified
according to characteristic cas genes, 34 were assigned to
CRISPR-cas type I; 25 cassettes, to CRISPR-cas type III;
and 14 cassettes, to CRISPR-cas type II. For 29 cassettes,
the composition of associated cas genes was sufficient to
assign subtypes (Additional file 2: Figure S2, Additional file
1: Table S1).
CRISPR repeats may be divided into types based on sequence similarity and ability to form stable secondary structures [61,62]. The repeat type is associated with certain cas
genes, and hence the repeat sequence itself can be used as
a classifying feature. Recently, an automated classifier of
CRISPR repeats – CRISPRmap – was published [63].
CRISPRmap was designed for comprehensive classification
of all known (i.e., publicly available) CRISPR cassettes based
entirely on the repeat properties (sequence and secondary
structure). Applying CRISPRmap to CRISPR repeats identified in the human gut microbiomes resulted in assignment
of 191 unique repeat sequences corresponding to 233 cassettes to one of six superclasses (labeled A-F) (Additional
file 1: Table S1). The representatives of all six superclasses
were found. Superclasses F, E and D appeared to be the
most populated ones. Of note, these superclasses contain
families with little sequence conservation [63]. Repeats
from 160 cassettes were not assigned with any superclass
label according to the CRISPRmap classification; however,
for 50 of these, a CRISPR-cas type could be determined according to the composition of the associated cas locus [62].
This suggests that these come from previously unknown
CRISPR cassettes.
For 83 cassettes both classification labels could be
assigned. For 17 cassettes the CRISPR-type assignments
did not match the repeat-based classification (Additional
file 3: Table S2). Contradictions were observed for only
three repeat superclasses (F, C and D). This may indicate
that the existing correspondence between cas-gene composition and repeat types should be revised.
Identification of protospacers

We compared each of three non-redundant spacer sets
with the metagenome it originated from. In the JPN non-
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redundant set, we identified 240 reliable spacerprotospacer pairs (Additional file 4: Table S3, Additional
file 5: Figure S3). The observed protospacers corresponded
to 136 different spacers (~5% of the JPN non-redundant
set) and originated from 165 unique metagenomic contigs. For two metagenomic contigs (HumanGut_CONTIG_00179657 and HumanGut_CONTIG_00179696)
the number of protospacers was remarkably high (16
and 10, respectively). These contigs clearly demonstrated
a bacteriophage origin and were similar to Bacillus phi29like phages. For one spacer from the JPN spacer set, we
detected 19 protospacers, all of them coming from contig regions corresponding to bifidobacterial transposase
genes. For 35 (15%) of non-redundant HMP spacers,
we identified 89 spacer-protospacer pairs with protospacers coming from 59 different contigs. For the DG
spacer set, no reliable spacer-protospacer pairs in the
same metagenomic dataset were observed (Additional
file 4: Table S3).
The comparison of the spacers with the NR collection
of GenBank yielded 75 spacer-protospacer pairs for the
JPN spacer set, corresponding to 17 spacers (Table 2).
Among these spacer-protospacer pairs, eleven matches
were found in complete viral genomes. The detected protospacers corresponded to four different spacers and were
located in genomes of phages infecting Escherichia, Salmonella, Clostridium spp. and three unspecified enterobacteria (VT2-Sakai, epsilon15, Sf6). Notably, one of these
spacers had protospacers, all with four mismatches, in five
different enterobacterial phages: Enterobacteria phage
VT2-Sakai, Enterobacteria phage Sf6, Escherichia Stx1
converting bacteriophage, Stx2 converting phage II,
Salmonella enterica bacteriophage SE1. This protospacer corresponded to the most conserved region in the
lambda phage protein Ea22 gene, occurring in all five enterobacterial phages. This may reflect a close evolutionary
relationship of these sequences with the real source of the
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spacer, and, probably, this spacer might mediate CRISPRdependent multiphage resistance against a group of enterobacterial bacteriophages (Figure 3).
Seven spacers coming from contigs with the same repeat sequence matched protospacers in two unclassified
phages; six residing in the unidentified phage clone
2204_scaffold14 (JQ680368.1) and one, in the unidentified
phage clone 2209_scaffold1451 (Q680376.1). Both phages
were isolated from human gut samples. Four protospacers
originating from those unclassified phages occurred in
coding sequences assigned to hypothetical proteins, while
three protospacers were located in intergenic regions.
Three spacers matched protospacers in the complete
genome of Bifidobacterium longum subsp. infantis 157 F.
Remarkably, one of these protospacers was located in a
gene encoding a putative phage tail protein (the ruler
protein), i.e., it originated from a prophage sequence. The
remaining two bifidobacterial protospacers originated from
genes encoding conserved hypothetical proteins. Of note,
the bifidobacterial protospacers corresponded to spacers
from two CRISPR cassettes assigned to children.
The remaining three spacers for the JPN set matched protospacers of enterobacterial origin, residing in plasmids from
Escherichia coli, Salmonella enterica and Klebsiella pneumoniae. One of the enterobacterial protospacers matched a
plasmid gene encoding replication protein A from the
repFIB replicon; another one matched a gene encoding a
putative antirestriction protein, and the remaining protospacer corresponded to an intergenic region of various E.coli
plasmids (pHUSEC41-1, pUMNK88_91, pND12_96, pECO
ED, pEK204, pEC_Bactec, pO113). Summing up, the majority of JPN protospacers found in GenBank sequences were
of clear viral or plasmid origin.
Only nine protospacers, corresponding to nine spacers,
were found in the NR collection for the HMP spacer set
(Table 2). Of five protospacers matching regions in the
genome of Faecalibacterium prausnitzi, two resided in

Figure 3 The position of protospacer corresponding to the most conserved part of a protein related to the lambda phage Ea22
protein in six related enterophages. (A) Nucleotide sequence alignment for spacer and identified protospacers. (B) Amino acid sequence
alignment for the respective protospacers. The protospacer position is shown by the black frame.
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intergenic regions, two corresponded to a gene annotated
as the growth inhibitor protein, and the remaining protospacer matched CDS of a hypothetical protein. Three
protospacers for HMP spacers matched sequences of
uncultured organisms, clones LM0ABA27ZF12FM1 and
VC1A546TR, both isolated from human gut samples.
Finally, the remaining protospacer corresponded to a hypothetical protein-coding gene in Bifidobacterium longum
subsp. longum.
No reliable protospacers were associated with the
DG spacer set both in the same metagenomic dataset
(Additional file 4: Table S3, Additional file 5: Figure S3)
and among viral sequences from GenBank. The observed
low number of matches with complete and partial phage
genomes (deposited to GenBank) probably reflects the fact
that most of the viral space remains unexplored.
In order to estimate the significance of detected protospacers, we performed a similar search against the NR collection for simulated pseudospacers (see Methods). For
2,992 spacers simulating the JPN spacer set, we detected
66 hits (mainly originating from multiple E.coli strains)
corresponding to ten pseudospacer-pseudoprotospacer
pairs. Unlike the real JPN spacers with identified protospacers, JPN pseudoprotospacers were mainly found in
complete genomes of various bacterial taxa, corresponded
to intergenic regions, and showed no tendency to match
mobile elements or genes associated with prophages or viruses. Based on this simulation, we posit that protospacers
corresponding to spacers from CRISPR cassettes are not
random matches obtained by chance and are indeed associated with defence against mobile elements such as viruses and plasmids. Similar results were obtained for the
HMP and DG spacer sets (data not shown).
Although short protospacer adjacent motifs (PAMs)
are considered to be a common feature of many diverse
CRISPR systems [58,64], we could not detect any reliable PAM motifs for the protospacers clustered by the
repeats.
Taxonomy of protospacer origin and compatibility with
the CRISPR-cassette taxonomy

The taxonomy of CRISPR-containing metagenomic contigs can be determined relying on either flanking sequences or protospacers. When a metagenomic contig
was assigned with both types of taxonomic labels, they
were compared.
Out of 296 CRISPR-containing contigs in the JPN metagenome, 73 had taxonomy status assigned by the flanking
sequences, 13 contigs had taxonomic labels based on the
protospacers and, seven had both types of taxonomic labels. Five of them demonstrated a good concordance between the taxonomic labels, as the assignments agreed at
least on the level of phyla. For two contigs with an uncertain flank-based assignment (“Bacteria”), the protospacer-
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based taxonomy was more specific (Additional file 6:
Table S4).
Out of 78 HMP contigs with CRISPR cassettes, 48
were assigned with taxonomic labels based on the taxonomy of cassette-flanking regions, and for six contigs
the taxonomic assignment could be made according to
protospacers. Only three contigs had both taxonomic labels, and in all cases they were in a general agreement
(Additional file 6: Table S5).
Similarity of the spacer composition in the human gut
microbiomes

A pair of adjacent spacers was observed in more than
one metagenome, in the JPN and HMP datasets. The respective contigs overlapped by a region containing these
two spacers and a short flanking sequence of 134 nt. According to the independently assigned taxonomic labels,
both cassettes were of the same taxonomic origin, belonging to Firmicutes.
In individual JPN metagenomes, the largest number of
shared spacers was observed between CRISPR cassettes
assigned to children, in particular, for the F2X-F2Y and
F2X-INM pairs (44 and 18, respectively). In three pairs
(INE-INB; F1T-F2W; F2W-INA), complete CRISPR cassettes with flanking sequences were shared. In almost all
cases, shared spacers originated from CRISPR cassettes
with identical direct repeats, the only exception being
the F1T-F2W pair having one mismatch between the repeat sequences (Figure 4).
The number of spacers occurring in more than one individual (shared spacers) in the JPN metagenome was 78.
To check whether this is significantly more or less than
expected at random, we applied a shuffling procedure. At
that, we randomly replaced cassettes between individuals,
so that the number of cassettes assigned to a given individual did not change. This procedure was applied
100,000 times, and the number of shared spacers was calculated. The average number of shared spacers was 127,
and the distribution is shown in Additional file 2: Figure
S4. In all cases the number of shared spacers was larger
than the observed one, indicating that the latter was significantly below the random expectation (p < 10−5).
To estimate the CRISPR core, we considered the distribution of repeats among individual metagenomes. No universal or widely distributed repeat clusters (indicating the
same or similar cassettes) were detected (Additional file 2:
Figure S5, Additional file 6: Table S6). The overwhelming
majority of repeat clusters (290) appeared to be highly
specific and associated with only one particular individual.
Still, 24 repeat clusters were shared between at least two
individual metagenomes. The most widely distributed
repeat cluster was found in five different individuals (all
from the JPN metagenomic dataset). At that, four repeat clusters were found in individuals coming from
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Figure 4 Shared spacers between JPN individuals. Each square stands for an individual metagenome (male – blank square, female – square with a green
circle). Identifier for each individual, gender, age, the numbers of predicted cassettes and spacers are specified within the respective square. Individuals with
identifiers starting with ‘F’ belong to families (F1 and F2), individuals with identifiers starting with ‘IN’ are independent. Numbers of shared spacers are shown
on the edges connecting individuals; numbers of repeating spacers in the same individual are shown on the directed edges.

different metagenomic datasets (HMP and JPN), i.e.,
geographically distant populations, indicating a possibility for a common CRISPR core in the human gut
metagenomes. However, available data were insufficient
to further address this problem.
Spacer-protospacer co-occurrence in individual
metagenomes

We then analyzed whether protospacers have a tendency
to originate in the same individual metagenome as the
spacers (Additional file 5: Figure S3, Additional file 4:
Table S3). We analyzed the combined human gut set that
contained 139 individual metagenomes. 41 (32%) of individuals had a majority of protospacers originating in
other individual metagenomes. For 37 (28%) of such individuals there was one particular individual metagenome
that contained a large fraction of protospacers. The preference of spacers to have protospacers in the same individual metagenome was clearly observed in the F2Y, INB
and INR individuals, featuring a considerable number of
spacer-protospacer pairs (26, 49 and 14, respectively). No

cross-matching pairs between siblings (F2X and F2Y)
were observed (Additional file 4: Table S3). Surprisingly,
we identified a large number of protospacers in the JPN
dataset that corresponded to spacers originating from the
HMP dataset, much more than in the HMP dataset itself.
A possible explanation comes from the HMP metagenomic DNA purification protocol: the procedure included filtering of a sample suspension through 100 um
mesh nylon membrane [43]. This procedure probably
eliminated viral particles and subsequently viral sequences in the HMP metagenome, further leading to the
relative scarcity of HMP protospacers for HMP spacers,
compared to JPN protospacers. The fact that we observed
many spacer-protospacer pairs in different individuals suggests that viruses associated with the human gut are to
some extent universal, containing a fraction of ubiquitous
viruses present in many individuals.
To check whether spacers and protospacers tend to
co-occur, the CMH statistic was calculated for the real
data and simulated data (see Methods). The CMH value
for the observed data was 5.18, while the distribution of
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CMH statistic for the shuffled tables is shown in Additional
file 2: Figure S6. In the majority of cases the actual
CMH statistic was larger than that calculated for the
shuffled tables, (p-value = 0.182), however, not reaching
significance.
The observed lack of clear preference of spacers and
protospacers to occur in the same individual suggests
that CRISPR systems in most individual metagenomes
are active and highly effective against bacteriophages.
A similar observation was made earlier [39]. On the
other hand, in several studies focusing on CRISPR
dynamics in human oral microbiomes [35-37], protospacers for the respective spacers were more likely to
be identified when the oral virome of the respective individual was also available. So, the observed scarcity of
identified protospacers for the gut CRISPR spacers may be
revised when individual gut viromes will be also available
for comparison.
Compared with the spacer-protospacer co-occurrence
patterns in CRISPR systems from the ocean metagenome [26], the CRISPR composition of the human
gut seems to be more homogeneous as some spacers
happen to have protospacers in geographically distant populations. It is a likely consequence of the
relatively larger stability and uniformity of environmental conditions in the human gut (temperature,
pH, salinity, etc.), compared to the physical and
chemical characteristics of the ocean samples. The
latter differ dramatically, so their CRISPR content
does as well.

Position of targeting spacers and shared spacers

Positions of targeting spacers, i.e., spacers having protospacers in the same individual, are shifted to the
leader end of a cassette (p-value < 0.0002) (for details see Methods) (Figure 5A), whereas spacers
shared between metagenomes of different individuals
tended to be located close to the trailer end of a
cassette (p-value < 0.001) (Figure 5B), and hence are
older.
These observations agree with earlier reports about
selected, experimentally studied systems. Indeed, in response to the phage infection, Streptococcus thermophillus alters its CRISPR loci by adding new spacerrepeat units to the leader end of the cassettes [18,19].
Further, reconstruction of CRISPR loci of an extremophilic archaeon, I-plasma, showed that the leader-end
spacers are highly diverse while the trailer-end spacers
tend to be clonal population-wide [65]. The observed
clonality of the trailer ends could be caused by consecutive selective sweeps that would homogenize CRISPR
composition in a population, followed by differential
addition of new spacers at the leader end.
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Figure 5 Positions of functionally important spacers compared
to positions of all spacers. Targeting (A) and shared (B) spacers
are presented. Spacers in each cassette were enumerated. For each
cassette, serial numbers of all targeting (resp., shared) spacers in the
cassette were summarized, and then the obtained statistics was
summarized for the whole set of cassettes (the red dashed line).
The plot shows the distribution of sums of serial numbers of
targeting (resp., shared) spacers for the shuffled sets of cassettes
(100,000 permutations) (see Methods).

Conclusions
We analyzed CRISPR systems in the metagenomic datasets
of three human gut microbiomes. A detailed comparison
with other studies [38,39] demonstrated complementarity
of read-based and contig-based approaches — while many
spacers remained in unassembled reads, our contig-based
procedure could identify cassettes with new types of
repeats and characterize the evolutionary dynamics of
spacers within cassettes.
In all three metagenomes, the largest fraction of contigs with CRISPR cassettes was assigned to Firmicutes.
Comparison of the identified spacers with the GenBank
NR collection and complete viral genomes yielded only
few matches, revealing that the viral space remains
largely unexplored. Contrariwise, we found an appreciable
number of spacers originating in the same metagenomic
datasets. Based on the implemented statistical analysis, we
could not reject the hypothesis that the observed cooccurrence of spacers and their protospacers was generated by chance, and moreover a considerable fraction of
spacers had protospacers originating in other gut metagenomic datasets.
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On the other hand, the overlap in spacers between different human gut metagenomic samples was negligible.
Here we encounter an apparent paradox: a low spacer
similarity between individuals versus a considerable number of spacer-protospacer pairs originating in different individuals. The absence of spacer-protospacer pairs in the
same individual may result from high efficiency of CRISPR
systems against viruses, i.e., fast elimination of the respective bacteriophage from the environment [39].
On the other hand, the occurrence of protospacers in
other individuals suggests that there exists a common viral
core inhabiting the human gut, and that this core may be
shared between geographically distant populations. The
extent to which CRISPR systems acquired resistance
against these common viruses, i.e., the presence of spacers,
may vary between individuals.
In comparison with CRISPRs in the ocean metagenome
[26], the human gut appeared to be a more homogeneous
environment as some spacers have protospacers in geographically distant populations. A possible explanation
comes from the uniformity of environmental conditions
in the human gut compared with different ocean samples
(temperature, pH, salinity, etc.). A broad range of physical
and chemical conditions in the Ocean results in variability
of the microbial and phage composition, and, consequently, differences in the CRISPR content.
The contig-based approach allowed us to reconstruct
the order of spacers in CRISPR cassettes. Targeting
spacers tend to be located closer to the leader end. As this
is the site of addition of new spacers [18,19], this indicates
a footprint of recent bacteriophage infections. Vice versa,
spacers shared between individual metagenomes tend to
be located closer to the trailer-end of the cassettes, and
hence represent a more ancient, common state of the
CRISPR based immunity [62,66].

Additional files
Additional file 1: Table S1. Characteristics of reliably predicted CRISPR
cassettes. Classification of adjacent cas genes, where possible, and
CRISPRmap classification of repeat sequences are provided. Background
colors denote samples (yellow – DG, red – HMP, blue – JPN).
Additional file 2: Figure S1. CRISPR detection in relation to
metagenome characteristics. Vertical axes: numbers of identified cassettes
(A, C) and spacers (B, D). Horizontal axes: average contig length (A, B) and
total contig length (C, D). Each dot corresponds to an individual human
gut metagenome: red dots represent DG individuals; blue dots, JPN
individuals; green dots, HMP individuals. Figure S2. Distribution of
CRISPR-cas types in the identified cassettes. The classification is based on
the cas-loci composition, see the text for details. Figure S4. Distribution
of the number of shared spacers between individuals for 100,000 random
permutations. The red dashed line shows the number of observed shared
spacers. Figure S5. Distribution of repeat clusters across individual
metagenomes. Figure S6. Distribution of the CMH statistic for independence
of spacer and protospacer occurrences in individual metagenomes. The distributions are based on 10,000 permutations of protospacers across
individuals (for the simulation details see the text). The red dashed line shows
the observed CMH statistic.
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Additional file 3: Table S2. Compatibility of the CRISPRmap
classification of repeat sequences and the CRISPR-Cas system classification
of adjacent cas genes. Inconsistent assignments are highlighted.
Additional file 4: Table S3. Number of spacer-protospacer pairs per
individual. Columns – metagenomes containing spacers, rows – metagenomes
containing protospacers; each cell shows the number of spacer-protospacer pairs
originating in the respective metagenomes. Background colors in the header
columns and rows denote samples (yellow – DG, red – JPN, blue – HMP).
Cells have green background if the respective value is non-trivial (>0) or
grey background if the spacer and protospacer originate in the same sample.
Additional file 5: Figure S3. Heatmap of the spacer-protospacer pairs
distribution between individual metagenomes. Colors reflect the numbers
of detected pairs (shown in the heatmap).
Additional file 6: Table S4. Comparison of taxonomic labels assigned
to CRISPR-containing contigs and respective protospacers for the JPN
metagenome. Column ‘protospacer’ shows the taxonomic label of the
contig containing the respective protospacer; column ‘contig’ shows the
taxonomic label of the contig containing the respective cassette. Table S5.
Comparison of taxonomic labels assigned to CRISPR-containing contigs and
respective protospacers for the HMP metagenome. Column ‘protospacer’
shows the taxonomic label of the contig containing the respective
protospacer; column ‘contig’ shows the taxonomic label of the contig
containing the respective cassette. Table S6. List of shared repeat clusters.
All repeats observed in at least two individuals are listed.

Abbreviations
bp: Base pairs; cas(Cas): CRISPR-associated; CRISPR: Clustered regularly
interspaced short palindromic repeats; crRNA: CRISPR RNA; CMH:
Cochran–Mantel–Haenszel test; DG: Distal gut metagenomic project;
GOS: Global ocean sampling expedition; HMP: Human Microbiome Project;
JPN: Metagenome of 13 healthy japanese individuals; NR: Non-redundant;
PAM: Protospacer-adjacent motif; VLP: Virus-like particles.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
AAG carried out the analysis and drafted the manuscript. MSG participated in
the design and helped to draft the manuscript. IIA conceived the study,
participated in its design and coordination, and helped to draft the
manuscript. All authors read and approved the final manuscript.
Acknowledgments
We thank Prof. Adam Godzik and Dr. Iakov Davydov for helpful suggestions.
This work was partially supported by the Russian Foundation for Basic Research
(12-04-01856-а) and the Russian Academy of Sciences (programs “Molecular
and Cellular Biology” to I.I.A. and M.S.G and “Biodiversity” to M.S.G.).
Author details
N. I. Vavilov Institute of General Genetics, Russian Academy of Sciences,
Gubkina str. 3, Moscow 119991, Russia. 2A. A. Kharkevich Institute for
Information Transmission Problems, Russian Academy of Sciences, Moscow,
Russia. 3Faculty of Bioengineering and Bioinformatics, M. V. Lomonosov
Moscow State University, Moscow, Russia.
1

Received: 23 July 2013 Accepted: 4 March 2014
Published: 17 March 2014
References
1. Lederberg J: Infectious history. Science 2000, 288:287–293.
2. Bocci V: The neglected organ: bacterial flora has a crucial
immunostimulatory role. Perspect Biol Med 1992, 35(2):251–260.
3. Conly JM, Stein K, Worobetz L, Rutledge-Harding S: The contribution of
vitamin K2 (menaquinones) produced by the intestinal microflora to
human nutritional requirements for vitamin K. Am J Gastroenterol 1994,
89(6):915–923.
4. Hill MJ: Intestinal flora and endogenous vitamin synthesis. Eur J Cancer
Prev 1997, 6(2)(Suppl 1):S43–S45.

Gogleva et al. BMC Genomics 2014, 15:202
http://www.biomedcentral.com/1471-2164/15/202

5.
6.

7.
8.

9.
10.
11.

12.
13.
14.
15.
16.

17.

18.

19.

20.

21.

22.

23.
24.

25.

26.

27.

28.
29.

Cummings JH: Microbial digestion of complex carbohydrates in man.
Proc Nutr Soc 1984, 43(1):35–44.
Nishimura A, Fujimoto M, Oguchi S, Fusunyan RD, MacDermott RP,
Sanderson IR: Short-chain fatty acids regulate IGF-binding protein
secretion by intestinal epithelial cells. Am J Physiol 1998, 275:55–63.
Bäckhed F, Ley RE, Sonnenburg JL, Peterson DA, Gordon JI: Host-bacterial
mutualism in the human intestine. Science 2005, 307(5717):1915–1920.
Paterson S, Vogwill T, Buckling A, Benmayor R, Spiers AJ, Thomson NR, Quail M,
Smith F, Walker D, Libberton B, Fenton A, Hall N, Brockhurst MA: Antagonistic
coevolution accelerates molecular evolution. Nature 2010, 464(7286):275–278.
Riley PA: Bacteriophages in autoimmune disease and other inflammatory
conditions. Med Hypotheses 2004, 62(4):493–498.
Labrie SJ, Samson JE, Moineau S: Bacteriophage resistance mechanisms.
Nat Rev Microbiol 2010, 8(5):317–327.
Sorek R, Kunin V, Hugenholtz P: CRISPR—a widespread system that
provides acquired resistance against phages in bacteria and archaea.
Nat Rev Microbiol 2008, 6:181–186.
Barrangou R: CRISPR-Cas systems and RNA-guided interference. Wiley
Interdiscip Rev RNA 2013, 4(3):267–278.
Sorek R, Lawrence CM, Wiedenheft B: CRISPR-mediated adaptive immune
systems in bacteria and archaea. Annu Rev Biochem 2013, 82:237–266.
Makarova KS, Wolf YI, Koonin EV: Comparative genomics of defense
systems in archaea and bacteria. Nucleic Acids Res 2013, 41(8):4360–4377.
Reeks J, Naismith JH, White MF: CRISPR interference: a structural
perspective. Biochem J 2013, 453(2):155–166.
Makarova KS, Grishin NV, Shabalina SA, Wolf YI, Koonin EV: A putative RNAinterference-based immune system in prokaryotes: computational analysis
of the predicted enzymatic machinery, functional analogies with eukaryotic
RNAi, and hypothetical mechanisms of action. Biol Direct 2006, 16:1–7.
Richter C, Chang JT, Fineran PC: Function and regulation of clustered
regularly interspaced short palindromic repeats (CRISPR)/CRISPRassociated (Cas) systems. Viruses 2012, 4(10):2291–2311.
Barrangou R, Fremaux C, Deveau H, Richards M, Boyaval P, Moineau S,
Romero DA, Horvath P: CRISPR provides acquired resistance against
viruses in prokaryotes. Science 2007, 315(5819):1709–1712.
Deveau H, Barrangou R, Garneau JE, Labonté J, Fremaux C, Boyaval P, Romero
DA, Horvath P, Moineau S: Phage response to CRISPR encoded resistance in
Streptococcus thermophilus. J Bacteriol 2008, 190(4):1390–1400.
Fineran PC, Charpentier E: Memory of viral infections by CRISPR-Cas
adaptive immune systems: acquisition of new information. Virology 2012,
434(2):202–209.
Chakraborty S, Snijders AP, Chakravorty R, Ahmed M, Tarek AM, Hossain MA:
Comparative network clustering of direct repeats (DRs) and cas genes
confirms the possibility of the horizontal transfer of CRISPR locus among
bacteria. Mol Phylogenet Evol 2010, 56(3):878–887.
NIH HMP Working Group, Peterson J, Garges S, Giovanni M, McInnes P,
Wang L, Schloss JA, Bonazzi V, McEwen JE, Wetterstrand KA, Deal C, Baker
CC, di Francesco V, Howcroft TK, Karp RW, Lunsford RD, Wellington CR,
Belachew T, Wright M, Giblin C, David H, Mills M, Salomon R, Mullins C,
Akolkar B, Begg L, Davis C, Grandison L, Humble M et al: The NIH human
microbiome project. Genome Res 2009, 19(12):2317–2323.
Andersson AF, Banfield JF: Virus population dynamics and acquired virus
resistance in natural microbial communities. Science 2008, 320(5879):1047–1050.
Bolduc B, Shaughnessy DP, Wolf YI, Koonin EV, Roberto FF, Young M:
Identification of novel positive-strand RNA viruses by metagenomic
analysis of archaea-dominated Yellowstone hot springs. J Virol 2012,
86(10):5562–5573.
Emerson JB, Andrade K, Thomas BC, Norman A, Allen EE, Heidelberg KB,
Banfield JF: Virus-host and CRISPR dynamics in Archaea-dominated
hypersaline Lake Tyrrell, Victoria, Australia. Archaea 2013, 2013:370871.
Sorokin VA, Gelfand MS, Artamonova II: Evolutionary dynamics of
clustered irregularly interspaced short palindromic repeat systems in the
ocean metagenome. Appl Environ Microbiol 2010, 76(7):2136–2144.
Berg Miller ME, Yeoman CJ, Chia N, Tringe SG, Angly FE, Edwards RA, Flint HJ,
Lamed R, Bayer EA, White BA: Phage-bacteria relationships and CRISPR
elements revealed by a metagenomic survey of the rumen microbiome.
Environ Microbiol 2012, 14(1):207–227.
Li K, Bihan M, Yooseph S, Methé BA: Analyses of the microbial diversity
across the human microbiome. PLoS One 2012, 7(6):32118.
Breitbart M, Haynes M, Kelley S, Angly F, Edwards RA, Felts B, Mahaffy JM,
Mueller J, Nulton J, Rayhawk S, Rodriguez-Brito B, Salamon P, Rohwer F: Viral

Page 14 of 15

30.

31.

32.

33.

34.

35.

36.

37.

38.
39.

40.

41.
42.

43.

44.
45.

46.
47.

48.

49.

50.
51.

diversity and dynamics in an infant gut. Res Microbiol 2008,
159(5):367–373.
Nakamura S, Maeda N, Miron IM, Yoh M, Izutsu K, Kataoka C, Honda T,
Yasunaga T, Nakaya T, Kawai J, Hayashizaki Y, Horii T, Iida T: Metagenomic
diagnosis of bacterial infections. Emerg Infect Dis 2008, 14(11):1784–1786.
Willner D, Furlan M, Haynes M, Schmieder R, Angly FE, Silva J, Tammadoni S,
Nosrat B, Conrad D, Rohwer F: Metagenomic analysis of respiratory tract
DNA viral communities in cystic fibrosis and non-cystic fibrosis individuals.
PLoS One 2009, 4(10):7370.
Song SJ, Lauber C, Costello EK, Lozupone CA, Humphrey G, Berg-Lyons D,
Caporaso JG, Knights D, Clemente JC, Nakielny S, Gordon JI, Fierer N, Knight R:
Cohabiting family members share microbiota with one another and with
their dogs. Elife 2013, 16:2.
Karlsson FH, Tremaroli V, Nookaew I, Bergström G, Behre CJ, Fagerberg B,
Nielsen J, Bäckhed F: Gut metagenome in European women with normal,
impaired and diabetic glucose control. Nature 2013, 498(7452):99–103.
le Chatelier E, Nielsen T, Qin J, Prifti E, Hildebrand F, Falony G, Almeida M,
Arumugam M, Batto JM, Kennedy S, Leonard P, Li J, Burgdorf K, Grarup N,
Jørgensen T, Brandslund I, Nielsen HB, Juncker AS, Bertalan M, Levenez F,
Pons N, Rasmussen S, Sunagawa S, Tap J, Tims S, Zoetendal EG, Brunak S,
Clément K, Doré J, Kleerebezem M: Richness of human gut microbiome
correlates with metabolic markers. Nature 2013, 500(7464):541–546.
Pride DT, Sun CL, Salzman J, Rao N, Loomer P, Armitage GC, Banfield JF,
Relman DA: Analysis of streptococcal CRISPRs from human saliva reveals
substantial sequence diversity within and between subjects over time.
Genome Res 2011, 21(1):126–136.
Pride DT, Salzman J, Relman DA: Comparisons of clustered regularly
interspaced short palindromic repeats and viromes in human saliva
reveal bacterial adaptations to salivary viruses. Environ Microbiol 2012,
14(9):2564–2576.
Robles-Sikisaka R, Ly M, Boehm T, Naidu M, Salzman J, Pride DT: Association
between living environment and human oral viral ecology. ISME J 2013,
7(9):1710–1724.
Rho M, Wu YW, Tang H, Doak TG, Ye Y: Diverse CRISPRs evolving in
human microbiomes. PLoS Genet 2012, 8(6):1002441.
Stern A, Mick E, Tirosh I, Sagy O, Sorek R: CRISPR targeting reveals a
reservoir of common phages associated with the human gut
microbiome. Genome Res 2012, 22(10):1985–1994.
Mick E, Stern A, Sorek R: Holding a grudge: persisting anti-phage CRISPR
immunity in multiple human gut microbiomes. RNA Biol 2013,
10(5):900–906.
The Gut Samples of the Human Microbiome Project (HMP) Dataset.
[http://public.genomics.org.cn/BGI/gutmeta/UniSet/]
The assembled metagenomic dataset from 13 healthy Japanese
individuals (JPN). [ftp://portal.camera.calit2.net/ftp-links/cam_datasets/
projects/assemblies/CAM_PROJ_HumanGut.asm.fa.gz]
Kurokawa K, Itoh T, Kuwahara T, Oshima K, Toh H, Toyoda A, Takami H,
Morita H, Sharma VK, Srivastava TP, Taylor TD, Noguchi H, Mori H, Ogura Y,
Ehrlich DS, Itoh K, Takagi T, Sakaki Y, Hayashi T, Hattori M: Comparative
metagenomics revealed commonly enriched gene sets in human gut
microbiomes. DNA Res 2007, 14(4):169–181.
Distal Gut metagenomic project (DG). [http://www.ncbi.nlm.nih.gov/Traces/
wgs/?val=AAQL01, http://www.ncbi.nlm.nih.gov/Traces/wgs/?val=AAQK01]
Gill SR, Pop M, Deboy RT, Eckburg PB, Turnbaugh PJ, Samuel BS, Gordon JI,
Relman DA, Fraser-Liggett CM, Nelson KE: Metagenomic analysis of the
human distal gut microbiome. Science 2006, 312(5778):1355–1359.
Edgar RC: PILER-CR: fast and accurate identification of CRISPR repeats.
BMC Bioinforma 2007, 8:18.
Bland C, Ramsey TL, Sabree F, Lowe M, Brown K, Kyrpides NC, Hugenholtz P:
CRISPR recognition tool (CRT): a tool for automatic detection of
clustered regularly interspaced palindromic repeats. BMC Bioinforma
2007, 8:209.
Grissa I, Vergnaud G, Pourcel C: CRISPRFinder: a web tool to identify
clustered regularly interspaced short palindromic repeats. Nucleic Acids
Res 2007, 35:W52–W57.
Skennerton CT, Imelfort M, Tyson GW: Crass: identification and
reconstruction of CRISPR from unassembled metagenomic data. Nucleic
Acids Res 2013, 41(10):105.
BLASTX. [http://blast.ncbi.nlm.nih.gov/Blast.cgi]
Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ: Basic local alignment
search tool. J Mol Biol 1990, 215(3):403–410.

Gogleva et al. BMC Genomics 2014, 15:202
http://www.biomedcentral.com/1471-2164/15/202

Page 15 of 15

52. Benson DA, Cavanaugh M, Clark K, Karsch-Mizrachi I, Lipman DJ, Ostell J,
Sayers EW: GenBank. Nucleic Acids Res 2013, 41(Database issue):D36–D42.
53. Haft DH, Selengut J, Mongodin EF, Nelson KE: A guild of 45 CRISPR
associated (Cas) protein families and multiple CRISPR/Cas subtypes exist
in prokaryotic genomes. PLoS Comput Biol 2005, 1(6):e60.
54. Manichanh C, Rigottier-Gois L, Bonnaud E, Gloux K, Pelletier E, Frangeul L,
Nalin R, Jarrin C, Chardon P, Marteau P, Roca J, Dore J: Reduced diversity of
faecal microbiota in Crohn’s disease revealed by a metagenomic
approach. Gut 2006, 55:205–211.
55. Edgar RC: MUSCLE: multiple sequence alignment with high accuracy and
high throughput. Nucleic Acids Res 2004, 32(5):1792–1797.
56. Semenova E, Nagornykh M, Pyatnitskiy M, Artamonova II, Severinov K:
Analysis of CRISPR system function in plant pathogen Xanthomonas
oryzae. FEMS Microbiol Lett 2009, 296(1):110–116.
57. Wittes J, Wallenstein S: The power of the Mantel-Haenszel test. Biometrics
1993, 49(4):1077–1087.
58. Grissa I, Vergnaud G, Pourcel C: The CRISPRdb dtatbase and tools to
display CRISPRs and to generate dictionaries of spacers and repeats.
BMC Bioinforma 2007, 8:172.
59. Wu GD, Chen J, Hoffmann C, Bittinger K, Chen YY, Keilbaugh SA, Bewtra M,
Knights D, Walters WA, Knight R, Sinha R, Gilroy E, Gupta K, Baldassano R,
Nessel L, Li H, Bushman FD, Lewis JD: Linking long-term dietary patterns
with gut microbial enterotypes. Science 2011, 334(6052):105–108.
60. Smith CJ, Nedwell DB, Dong LF, Osborn AM: Evaluation of quantitative
polymerase chain reaction-based approaches for determining gene copy
and gene transcript numbers in environmental samples. Environ Microbiol
2006, 8(5):804–815.
61. Kunin V, Sorek R, Hugenholtz P: Evolutionary conservation of sequence
and secondary structures in CRISPR repeats. Genome Biol 2007, 8(4):R61.
62. Makarova KS, Haft DH, Barrangou R, Brouns SJ, Charpentier E, Horvath P,
Moineau S, Mojica FJ, Wolf YI, Yakunin AF, van der Oost J, Koonin EV:
Evolution and classification of the CRISPR-Cas systems. Nat Rev Microbiol
2011, 9(6):467–477.
63. Lange SJ, Alkhnbashi OS, Rose D, Will S, Backofen R: CRISPRmap: an
automated classification of repeat conservation in prokaryotic adaptive
immune systems. Nucleic Acids Res 2013, 41(17):8034–8044.
64. Mojica FJ, Díez-Villaseñor C, García-Martínez J, Almendros C: Short motif
sequences determine the targets of the prokaryotic CRISPR defence
system. Microbiology 2009, 155(Pt3):733–740.
65. Weinberger AD, Sun CL, Pluciński MM, Denef VJ, Thomas BC, Horvath P,
Barrangou R, Gilmore MS, Getz WM, 52. Banfield JF: Persisting viral
sequences shape microbial CRISPR based immunity. PLoS Comput Biol
2012, 8(4):e1002475.
66. Held NL, Herrera A, Cadillo-Quiroz H, Whitaker RJ: CRISPR associated
diversity within a population of Sulfolobus islandicus. PLoS One 2010,
5(9):e12988.
doi:10.1186/1471-2164-15-202
Cite this article as: Gogleva et al.: Comparative analysis of CRISPR
cassettes from the human gut metagenomic contigs. BMC Genomics
2014 15:202.

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

