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Widespread transposon co-option in the Caenorhabditis
germline regulatory network
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The movement of selfish DNA elements can lead to widespread genomic alterations with potential to create
novel functions. We show that transposon expansions in Caenorhabditis nematodes led to extensive rewiring
of germline transcriptional regulation. We find that about one-third of Caenorhabditis elegans germline-specific
promoters have been co-opted from two related miniature inverted repeat transposable elements (TEs), CERP2
and CELE2. These promoters are regulated by HIM-17, a THAP domain–containing transcription factor related to
a transposase. Expansion of CERP2 occurred before radiation of the Caenorhabditis genus, as did fixation of
mutations in HIM-17 through positive selection, whereas CELE2 expanded only in C. elegans. Through compar-
ative analyses in Caenorhabditis briggsae, we find not only evolutionary conservation of most CERP2 co-opted
promoters but also a substantial fraction that are species-specific. Our work reveals the emergence and evolu-
tionary conservation of a novel transcriptional network driven by TE co-option with a major impact on regula-
tory evolution.
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INTRODUCTION
Cis-regulatory elements play fundamental roles in gene expression
yet can undergo remarkably rapid evolutionary turnover (1–3).
Since seminal work from McClintock (4) and later from Britten
and Davidson (5), transposable elements (TEs) have been consid-
ered a potential source of novel regulatory elements. TEs often
harbor regulatory sequences recognized by the host machinery,
and if moved to an appropriate location, then they may affect the
expression of host genes. Clear evidence for co-option of some
TE insertions into host regulatory networks has been documented
[reviewed in (6, 7)], and it has been suggested that the amplification
of a TE family could lead to the concerted co-option of many TEs,
markedly changing whole regulatory networks. In support of this
scenario, specific repeat families are enriched near putative cis-reg-
ulatory regions of coregulated genes in different species, and mul-
tiple lines of evidence suggest that TEs transcriptionally control the
immune system, stress responses, and the physiology of complex
tissues such as the germ line and the mammalian placenta (8–12).
Nonetheless, the role of proposed large-scale co-option events is still
uncertain [e.g., (13)], and there is limited functional evidence in
vivo to support widespread or concerted transcriptional rewiring
(6). Here, we show through genomic and functional analyses in Cae-
norhabditis that two independent TE expansions gave rise to pro-
moters that control the expression of a large fraction of germline-
specific genes.

RESULTS
To investigate transcription regulation in the Caenorhabditis
elegans germ line, we first identified germline-specific accessible
chromatin sites (n = 2316) based on the presence of a strong
Assay for Transposase Accessible Chromatin with high-throughput
sequencing (ATAC-seq) signal in wild-type young adults but not in
glp-1 mutants lacking a germ line (fig. S1A) (14). Using nuclear
RNA sequencing (RNA-seq) patterns to link open chromatin
regions to annotated genes, we then classified 782 sites as germ-
line-specific promoters (Fig. 1A and table S1; see Materials and
Methods). Sequence analysis of these promoters revealed the en-
richment of two motifs (m1 and m2; Fig. 1B) that do not share sig-
nificant similarity with other eukaryotic regulatory motifs but were
previously identified upstream of C. elegans genes with germline ex-
pression (15). We found that an m1m2 pair is present in 36.3% (284
of 782) of all germline-specific promoters; of these, 76.8% are found
in a divergent orientation and 15.1% in an m2+m1+ tandem orien-
tation (Fig. 1C). Genes associated with m1m2-containing promot-
ers are more highly expressed than other germline genes, and their
promoters show greater accessibility in primordial germ cells
(PGCs) and in late larvae, which contain many germline cells
(fig. S1, B and C). Promoters containing m1m2 motif pairs were
also found upstream of 177 genes expressed in both germ line
and soma, which predominantly show ubiquitous accessibility by
ATAC-seq (fig. S1D).

While m1m2 pairs were strongly associated with germline pro-
moters, many additional copies of these motifs were also found in
nonaccessible regions of the C. elegans genome in both divergent
(n = 1458) and tandem (m2+m1+, n = 2566) orientations. These
sequences predominantly corresponded to the positions of
CERP2 (16) and CELE2 (17) elements, respectively. CERP2 and
CELE2 represent two families of miniature inverted repeat TEs
(MITEs), small, nonautonomous elements derived from autono-
mous DNA transposons (18, 19). The inverted repeats of both ele-
ments contain m1 and m2 motifs, divergently oriented in CERP2
and m2+m1+ tandemly in CELE2 (Fig. 1D and fig. S1E). The
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finding of m1m2 pairs in germline promoters and repeat elements
suggests that the m1m2-containing promoters may have been
derived from CERP2 or CELE2 repeats. In line with this hypothesis,
many m1m2-containing germline-specific promoters overlapped a
repeat annotated as CERP2 (n = 68) and/or CELE2 (n = 61), and
annotated CERP2 and CELE2 elements are enriched at germline-
specific promoters at genome-wide scale ( permutation test,
P < 0.001; see Materials and Methods). We note that a previous
study did not find m1m2 pairs in repetitive elements because
repeat sequences were masked in the analyses (15).

To investigate the evolutionary relationship between the m1m2
promoters and the repeat elements, we generated a tree based on
multiple sequence alignments of all m1m2-containing sequences
and classified them into four categories: promoter, repeat
element, both promoter and repeat element, and neither promoter
nor repeat element (fig. S2). The motif-containing promoters were
found among nonpromoter MITE elements in both trees, support-
ing the view that the motif-containing promoters were derived from
the MITE elements (fig. S2). On the basis of these findings and
functional analysis described below, we will hereafter refer to
m1m2-containing promoters as co-opted elements. Notably, both
co-opted promoters and nonpromoter CERP2 elements, and to
some extent the CELE2 family, contain a region of 10–base pair
(bp) periodic TT bias. This feature was recently shown to be asso-
ciated with strong nucleosome positioning in C. elegans germline
promoters (fig. S1F) (20) and may have contributed to the co-
option of these MITEs by creating a chromatin environment that
facilitates transcription in this tissue. CERP2 and CELE2 MITEs
thus provided the raw material for the emergence of hundreds of
C. elegans germline-active promoters, including around one-third
of all germline-specific promoters.

To functionally test the activity of MITE-derived promoters and
to understand the relevance of the m1 and m2 motifs for germline
transcription, we generated transgenes containing wild-type or
mutant motifs. CELE2- and CERP2-derived promoters containing
wild-type m1m2 sequences drove germline-specific expression of a
histone–green fluorescent protein (GFP) reporter (Fig. 1E and fig.
S1G). We found that both motifs were required for promoter activ-
ity, as GFP was not detectable after scrambling m1 or m2 (Fig. 1E
and fig. S1G). We identified an additional motif (m3, table S1)—

found in most germline-specific promoters, often alongside the
m1m2 pair, but found that it was not required for germline expres-
sion. To test motif requirements at an endogenous locus, we used
CRISPR-Cas9 editing to scramble m1 and m2 in the CERP2-asso-
ciated T05F1.2 promoter and found that this reduced expression by
5.9-fold (fig. S1H). These results show that co-opted promoters
drive germline expression and that the motif pairs are needed for
promoter activity. Notably, as for T05F1.2, around 60% (171 of
284) of germline-specific co-opted promoters are the only promot-
ers for the associated genes. Thus, the co-opted promoters are re-
quired for the expression of hundreds of germline-specific genes.

To identify potential transcription factors that might regulate co-
opted promoters, we analyzed modERN and modENCODE tran-
scription factor binding data (21) for enrichment at co-opted
versus non–co-opted germline promoters. We found that HIM-17
showed the highest enrichment (>7.6-fold; fig. S3A). HIM-17 is a
germline chromatin–associated factor important for diverse germ-
line functions including the proliferation versus meiotic entry deci-
sion, meiotic double-strand break (DSB) formation, and germline
chromatin modification (22–25). It has six THAP domains, putative
sequence-specific DNA binding domains shared by P-element
family transposases (26).

As the HIM-17 chromatin immunoprecipitation sequencing
(ChIP-seq) modENCODE data were from a mutant background,
we generated new HIM-17 ChIP-seq data from wild-type adults,
which identified 3539 HIM-17 peaks (Fig. 2A and table S1).
HIM-17 binding was strongly associated with m1m2 motifs (table
S1); all but one of the 284 co-opted germline-specific promoters was
associated with a HIM-17 peak, as were 80.8% of nongermline–spe-
cific co-opted promoters (Fig. 2B). Overall, 66.8% of the HIM-17
binding sites were associated with an m1m2 pairs. Most of these
were located in a closed chromatin environment overlapping an
CELE2 or CERP2 element (Fig. 2C and fig. S3B). An additional
24.6% of HIM-17 peaks significantly overlapped at least an individ-
ual m1 or m2 motif (permutation test, P < 0.001; Fig. 2C) and had
weaker ChIP-seq signals (fig. S3C). The m1m2 pair is the likely de-
terminant of HIM-17 binding, as HIM-17 enrichment at a co-opted
promoter was abolished when either m1 or m2 was mutated
(fig. S3D).

Fig. 1. TE enrichment at germline-specific elements in C. elegans. (A) Example of germline-specific (purple) promoter in C. elegans. (B) Sequence logos of the m1 and
m2motifs. (C) Number of m1m2 pairs overlapping germline-specific promoters, color-coded based on their relative orientation. (D) Location of m1m2 pairs in CERP2 and
CELE2 consensus. IR, inverted repeat. (E) Green fluorescent protein (GFP) and 4′,6-diamidino-2-phenylindole (DAPI) signals from CERP2-derived wild-type (wt)
p(C16A11.4)::his-58::gfp and m1m2-scrambled p(C16A11.4)::his-58::gfp in adult gonads. Scale bars, 20 μm.
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To determine whether HIM-17 plays a role in co-opted promot-
er activity, we analyzed gene expression in young adults of the
strong loss-of-function mutant him-17(me24), which identified
1311 up-regulated and 1640 down-regulated genes (fig. S3E and
table S1). We then defined 304 direct targets of HIM-17 as misre-
gulated genes with HIM-17 binding in wild-type adults. Direct
targets were largely down-regulated in the mutant, suggesting that
HIM-17 is a transcriptional activator (Fisher’s exact test, P < 10−15;
Fig. 2D, fig. S3E, and table S1). Most direct targets (193 of 304,
63.4%; table S1) are regulated by a co-opted promoter, showing
that HIM-17 directly controls the transcription of a large fraction
of germline genes whose promoters were co-opted from MITEs.
Many of the remaining promoters are “HOT” (highly occupied
target) regions, which are thought to represent nonsequence-specif-
ic transcription factor binding or ChIP artifacts, and so are unlikely
to be directly regulated by HIM-17 (fig. S3F) (21, 27). The signifi-
cant but modest reduction in expression of most direct targets ob-
served in the him-17(me24) mutant (table S1) suggests that
additional transcription factors may also contribute to the expres-
sion of these genes.

Direct targets regulated by co-opted promoters are enriched for
genes involved in meiosis and reproduction (Fig. 2E and fig. S3G),
consistent with him-17 mutant phenotypes (22). Among the genes
strongly down-regulated in him-17(me24) mutants are him-5 and
rec-1 (fig. S3H), two paralogs that promote DSB formation during
meiosis (28). Down-regulation of these HIM-17 targets likely ac-
counts for the strong reduction in DSBs and the resulting high in-
cidence of males (Him) phenotype observed in him-17 mutants (fig.
S3E) (22, 25). The pleiotropic effects on germline processes

observed in him-17 mutants (22–25, 29), a factor that directly con-
trols the activity of many co-opted promoters, highlight the biolog-
ical impact of the co-option of hundreds of germline promoters in
C. elegans.

To gain further insights into CERP2 and CELE2 co-option and
their regulation by HIM-17, we investigated their evolution through
comparative analyses in nematodes. We first sought to determine
the timing of the co-option by dating the TE expansion events.
CERP2 elements are abundant in the genomes of all Caenorhabditis
species that we analyzed but not in other nematodes (Fig. 3A). In
contrast, CELE2 elements were detected only in C. elegans, suggest-
ing a recent, species-specific expansion of this repeat family
(Fig. 3B). The earlier expansion of CERP2 is also reflected in the
higher proportion of truncated CERP2 copies compared to
CELE2 in C. elegans (fig. S4A). We also observed a high number
of tandem m2+m1+ pairs in Caenorhabditis becei and Caenorhab-
ditis monodelphis with different spacing between m1 and m2 se-
quences compared to CELE2, suggesting that other related TEs
likely underwent expansion in these Caenorhabditis species (fig.
S4B). These data indicate that the CERP2 and CELE2 expansions
took place at different times in the Caenorhabditis clade, seeding
thousands of m1m2 sequences and generating a large reservoir of
potential regulatory elements.

HIM-17 predates the Caenorhabditis-specific expansions of
CERP2 and CELE2, as orthologs could be identified not only in
Caenorhabditis genomes but also in other Eurhabditis nematodes,
with the exception of Diploscapter species (Fig. 3C and fig. S4, C and
D). In light of the regulation of m1m2-associated promoters by
HIM-17, we speculated that HIM-17 sequence might have

Fig. 2. HIM-17 binds and regulates co-opted MITEs. (A) Example of HIM-17 ChIP-seq binding profile. (B) Fraction of promoters overlapped by HIM-17 peaks. (C)
Genome-wide overlap between HIM-17 peaks and m1m2 pairs. (D) Example of a gene down-regulated specifically in him-17 mutants. (E) Gene Ontology (GO) term
enrichment of HIM-17 down-regulated direct targets regulated by a co-opted promoter.
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undergone changes in line with the timing of the Caenorhabditis
CERP2 expansion. Evolutionary analyses indicate that him-17 un-
derwent positive selection before divergence of the Caenorhabditis
genus (branch-site test, P = 0.0007) in the same period in which the
expansion of the CERP2 sequence also took place. Fourteen of the
34 sites under positive selection are located within its six THAP
domains (Fig. 3D), which are related to the DNA binding domain
of the Drosophila P-element transposase (26) and conserved in
almost all HIM-17 orthologs. Moreover, across the Caenorhabiditis
clade, the fourth THAP domain has higher similarity to the Pfam
THAP consensus than the second THAP domain, whereas the

opposite is true for the Strongylida clade (Fig. 3D). As these con-
served changes in putative DNA binding domains occurred in par-
allel with the CERP2 expansion, we speculate that they may have
enhanced HIM-17 recognition of the MITE-derived m1m2 motifs.

A large fraction of CERP2-derived promoters showed evidence
of evolutionary conservation across multiple species, as indicated by
peaks of phyloP scores (Fig. 4A). In particular, the m1 and m2 se-
quences showed elevated phyloP scores compared to neighboring
sequences, indicative of purifying selection acting on these essential
motifs. To directly evaluate and quantify whether co-option events
in the Caenorhabditis genus have given rise to shared and/or

Fig. 3. Evolution ofm1m2 pairs and their binding factor in nematodes. (A and B) Number of CERP2 (A) and CELE2 (B) elements annotated in the genomes of different
nematode species, and fraction of divergent m1m2 pairs, tandemm2m1+ pairs, and other m1 and or m2motifs overlapped. (C) Evolutionary conservation of him-17. (D)
Top: Location of sites under positive selection with respect to the C. elegansHIM-17 protein. In dark, sites located in a THAP domain. Bottom: Location of THAP domains in
HIM-17 orthologs. Color code reflects their similarity to the canonical THAP domain (based on the hmmsearch score). Second and fourth THAP domains are highlighted in
gray. Protein length is drawn to scale and truncated for longer orthologs.
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lineage-specific regulatory elements, we analyzed germline promot-
ers in Caenorhabditis briggsae, which diverged from C. elegans
between ~20 and 100 million years ago (30, 31). As for C. elegans,
we identified C. briggsae germline–specific promoters by generating
ATAC-seq and nuclear RNA-seq data from wild-type and a germ-
line-less C. briggsae glp-1 temperature-sensitive mutant that we gen-
erated using CRISPR editing (see Materials and Methods; fig. S5A).

As in C. elegans, we observed that C. briggsae germline–specific
promoters are enriched for m1m2 pairs (Fig. 4B and fig. S5B). To
evaluate the evolutionary conservation of the CERP2 co-opted pro-
moters, we identified 1:1 orthologs associated with a co-opted pro-
moter either in C. elegans (n = 327) or in C. briggsae (n = 322; table
S1), including both germline-specific and nongermline-specific
promoters. We found that 53% of the orthologs in each species
were regulated by an evolutionary conserved co-opted promoter,
and a further 22 to 27% had some evidence of conservation, indi-
cated either by a promoter with only m1 or m2 or by an m1m2 pair
not annotated as a promoter (see Materials and Methods). Thus, 53
to 80% of CERP2 co-option events are conserved in C. elegans and
C. briggsae (Fig. 4C, fig. S5C, and table S1). The remaining 20 to
25% of the ortholog pairs had a co-opted promoter in only one
species (Fig. 4D, fig. S5C, and table S1). This considerable evolu-
tionary turnover could be explained either by the species-specific
co-option of new or ancestral MITEs or by the degeneration of an-
cestral m1m2 sequences.

DISCUSSION
Our work provides functional evidence for the large-scale co-option
of TEs as germline-specific promoters in Caenorhabditis. Hundreds
of co-opted promoters have been preserved by selection for many
millions of years, demonstrating that TEs can have a profound
impact on the host regulatory landscape. These ancient co-option
events were detectable and traceable because MITEs containing
the long m1-m2 motifs are still abundant in Caenorhabditis
genomes. It is likely that co-option events involving parental TEs

that have since degenerated or where the co-opted regulatory
motifs are short would be missed because little evidence may
remain. Thus, although it is impossible to determine the full
scope of regulatory sequences that TEs have contributed to eukary-
otic genomes, there is potential that a large fraction originates
from TEs.

MATERIALS AND METHODS
Strains and growth conditions
C. elegans strains were cultured using standard methods (32). A
complete list of strains is presented in table S1.

Generation of a C. briggsae glp-1(ts) allele
CRISPR-Cas9 genome editing was used to generate the C. briggsae
glp-1(ts) strain. Injections were performed in the wild-type (AF16)
C. briggsae strain using guide RNA–Cas9 ribonucleoprotein com-
plexes preassembled in vitro with in-house made Cas9 protein
(33, 34). Trans-activating CRISPR RNAs (tracrRNAs), CRISPR
RNAs (crRNAs), and Ultramer repair templates were purchased
from Integrated DNA Technologies. crRNAs were designed using
the online CRISPOR tool (35). We engineered two different muta-
tions in the C. briggsae glp-1 gene, R955C (GCA → TCT) and
G1036E (GGA → GAA), to mimic the C. elegans temperature-sen-
sitive e2141 and q231 alleles, respectively. Single mutants did not
display germline defects, but each produced some dead eggs at
27°C. We thus generated a double mutant, glp-1(we58), carrying
both R955C and G1036E. Double mutants were maintained at
16°C and failed to develop a germ line when grown from starved
stage 1 larvae (L1s) at 27°C.

Generation of C. briggsae ATAC-seq and nuclear RNA-
seq data
Wild-type AF16 C. briggsae or glp-1(we58) mutants were grown in
liquid culture from the starved L1 to the young adult stage using
standard S-basal medium with HB101 bacteria (wild type at 20°C,

Fig. 4. Evolutionary conservation and turnover of co-opted MITEs. (A) phyloP score profile (top) and heatmap (bottom) measured at germline-specific promoters
associated to a divergent m1m2 pair in C. elegans. Elements not aligned to other species were removed from the heatmap. (B) Number of germline-specific promoters
annotated in C. elegans and C. briggsae. (C and D) Examples of orthologs with a germline-specific CERP2-derived promoter in C. elegans conserved in C. briggsae (C) or C.
elegans specific (D).
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glp-1 at 27°C), frozen in liquid nitrogen, and stored at −80°C until
use. Nuclei were isolated, and ATAC-seq and nuclear RNA-seq li-
braries were generated from wild-type and glp-1(we58) C. briggsae
young adults as in (20). ATAC-seq and RNA-seq libraries were gen-
erated using approximately 1 million nuclei and for two biological
replicates for each C. briggsae strain.

HIM-17 ChIP-seq
HIM-17 ChIP-seq libraries were prepared from two biological rep-
licates following the protocol described in (36). Briefly, frozen
young-adult worms were ground to a powder, which was incubated
in 1.5 mM ethylene glycol bis(succinimidyl succinate) (EGS) (Pierce
21565) in phosphate-buffered saline (PBS) for 8 min, followed by
the addition of formaldehyde to a final concentration of 1%, and
incubated for a further 8 min. The fixation was quenched for
5 min by the addition of 0.125 M glycine. Fixed tissue was
washed 2× with PBS with protease inhibitors (Roche EDTA-free
protease inhibitor cocktail tablets 05056489001) and once in FA
buffer [50 mM Hepes (pH 7.5), 1 mM EDTA, 1% Triton X-100,
0.1% sodium deoxycholate, and 150 mM NaCl] with protease in-
hibitors (FA+) and then resuspended in 1 ml of FA+ buffer per 1
ml of ground worm powder. The extract was sonicated to an
average size of ~250 bp using a Bioruptor Pico (Diagenode), and
20 μg of DNA was used per ChIP reaction. ChIP DNA was blunt
ended, A-tailed, ligated to adaptors, amplified by PCR, and then
size-selected using AMPure beads. Sequencing was performed on
an Illlumina HiSeq 1500 machine using TruSeq adaptors.

RNA sequencing
For each of two replicates, approximately 100 wild-type or him-
17(me24) (m+z−; inherited wild-type maternal gene product and
homozygous mutant for him-17) young adults grown at 20°C
from the starved L1 stage were collected. him-17(me24) was
derived from him-17(me24)/tmC12 [tmIs1194] mothers. Total
RNA was extracted using TRIzol. Poly(A) RNA was isolated using
the NEBNext Poly(A) mRNA Isolation Kit, and libraries were pre-
pared using the NEBNext Ultra Directional RNA Library Prep
Kit (E7760S).

Processing of sequencing data
ChIP-seq data generated in this study, ATAC-seq data from isolated
L1 PGCs (Gene Expression Omnibus (GEO) accession:
GSE100651] (37), and ATAC-seq data from adult germ lines
(GEO accession: GSE141213) (20) were preprocessed using trim
galore (version 0.6.4; available at https://github.com/FelixKrueger/
TrimGalore) and mapped using bwa mem (version 0.7.17) (38).
Read depth-normalized coverage tracks from mapq10 reads were
generated using MACS2 (39) (version 2.1.2; for ATAC-seq data pro-
cessing, we used the following parameters: --nomodel –extsize 150 –
shift -75), converted to bigWig format, and replicate pairs were used
as input to identify peaks with the yapc software (version 0.1; avail-
able at https://github.com/jurgjn/yapc) (40), with –smoothing-
window-width set to 100. Peaks passing an irreproducible discovery
rate cutoff of 0.00001 (for ChIP-seq) or 0.001 (for ATAC-seq) were
used in this study. ATAC-seq and HIM-17 ChIP-seq heatmaps were
generated using the computeMatrix and plotHeatmap functions
from the deepTools2 suite (version 3.4.3) (41). RNA-seq data
were aligned on the genome using STAR (version 2.7.5a) (42) to

generate coverage tracks. Gene expression was estimated using kal-
listo (version 0.46.2) (43).

Genome annotation
Genome, gene, and protein annotations were downloaded from the
repositories listed in table S1. For each protein coding gene, we ex-
tracted the genomic and protein sequences of its longest transcript.
Repeats from Dfam (release 3.1) (44) were annotated in the C.
elegans genome using the dfamscan.pl script available on the
Dfam website. Repeat coordinates are available in table S1.

Identification of germline-specific accessible sites in C.
elegans and C. briggsae
Accessible sites in C. elegans and C. briggsae were identified using
ATAC-seq data generated from wild-type and glp-1 mutant strains.
Single-end ATAC-seq reads were mapped on the respective genome
assembly (WS275 for both C. elegans and C. briggsae) using bwa-
backtrack (45), keeping only reads with high mapping quality
(MAPQ) > 10] on fully assembled chromosomes. Coverage-nor-
malized tracks generated using MACS2 were used as input for
yapc to identify open chromatin regions. To annotate germline-spe-
cific accessible sites in each species, we compared ATAC-seq signals
in wild-type and glp-1 data using DiffBind (version 2.10.0) (46). We
defined sites as germline-specific when the glp-1 versus wild-type
log2 fold change (LFC) < −2 and the adjusted P value (p.adj) < 0.01.

Annotation of germline-specific promoters in C. elegans
and C. briggsae
Germline-specific accessible sites were annotated as promoters in
the C. elegans or the C. briggsae genomes, using a slightly modified
version of the annotation pipeline from (40), based on patterns of
nuclear RNA-seq data, which identifies regions of transcription
elongation. Most C. elegans genes are trans-spliced (47), during
which the original 5′ “outron” sequence is replaced by a short 22-
nt leader sequence. Transcript start annotations in Wormbase pre-
dominantly mark the site of trans-splicing, not the site of promot-
ers. As transcription of outron sequences is visible in nuclear RNA-
seq data, promoters can be annotated on the basis of transcription
from an accessible site to the annotated first exon of a gene. In this
work, mapped RNA-seq reads from both replicates of each strain
were randomly and evenly distributed in two pseudoreplicates to
compensate for different sequencing depths. Accessible sites were
annotated as promoters when (i) nuclear RNA-seq signal connected
the site to an annotated first exon, allowing gaps in RNA-seq signal
of up to 200 bp, and (ii) where a significantly higher RNA-seq signal
was present in the regions +75 to +350 bp from the midpoint of an
open chromatin region (relative to the downstream gene) compared
to the −75- to −350-bp sequence.

Motif enrichment and motif pair annotation
We used the MEME suite (version 5.0.5) (48) to identify motifs en-
riched in germline-specific promoters in C. elegans or C. briggsae
(enrichment compared to non–GL-specific promoters, MEME-
ChIP parameters used: -meme-nmotifs 6 -meme-minw 5 -meme-
maxw 20). Enriched motifs were mapped on the genomes of differ-
ent species with FIMO (P < 0.0005). We annotated all occurrences
of m1 and m2 motifs separated by 10 to 30 bp—a range including
the most frequently observed m1-m2 spacings—as m1m2 motif
pairs and distinguished them based on the relative motif orientation
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into four arrangements: convergent m1m2, divergent m1m2,
tandem m1+m2+, and tandem m2+m1+ (table S1).

CERP2 and CELE2 enrichment at germline promoters
Significant enrichment of m1m2-containing CERP2 and CELE2 el-
ements within germline-specific promoters was tested by permuta-
tion (n = 1000). Random repeat locations were defined using
shuffleBed from BEDTools (49) by excluding gene bodies and
maintaining the original chromosomal distribution.

Analysis of the evolutionary relationships between m1m2
promoters and MITE elements
To determine the similarity between m1m2 pair–containing pro-
moters and annotated CERP2 or CELE2 elements, we extracted
the sequences of all divergent m1m2 (intermotif spacing: 12 to 16
bp) and tandem m2+m1+ pairs (intermotif spacing: 23 to 28 bp)
plus 50-bp up-/downstream of each pair (orientation defined by
m1) and then subjected the divergent m1m2 and tandem
m2+m1+ sequences to separate multiple sequence alignments
using MAFFT (with settings: --retree 1 –treeout –globalpair) (50),
which produces a guide tree using a modified Unweighted Pair
Group Method with Arithmetic Mean (UPGMA) method; similar
results were obtained using other tree building methods. Motif pairs
were annotated on the basis of overlap with promoters or annotated
CERP2 or CELE2 MITE elements, giving four categories: promoter,
MITE, promoter + MITE, and neither promoter nor MITE. Diver-
gent m1m2 and tandem m2+m1+ output trees were plotted using
the R package ape (51).

Assessment of CERP2- and CELE2-derived promoter activity
Transgenes containing the annotated CERP2-associated promoter
of C16A11.4 or the CELE2-associated alternative promoter of fat-
1 upstream of his-58::gfp::tbb-2 3′ untranslated region (3′UTR)
were generated using Mos-1–Mediated single-copy insertion
(MosSCI) (52). Wild-type and mutant versions in which motifs
were scrambled were generated. Promoter sequences used are
given in table S1. Synthesized promoter sequences were ordered
as plasmids containing att sites for Gateway cloning from Gen-
Script, and reporter transgenes were constructed using three-site
Gateway cloning (Invitrogen) using vector pCFJ150, which targets
Mos site Mos1 (ttTi5605) on chromosome II (52), the promoter to
be tested in site one, his-58 in site two (plasmid pJA357), and gfp-
tbb-2 3′UTR in site three (pJA256) (53). GFP signal was assessed
using a Zeiss Axioplan microscope equipped with wide-field fluo-
rescence microscopy. At least 20 individuals were scored per strain.

T05F1.2 promoter mutation
We used CRISPR-Cas9 to scramble the m1 and m2 sequences in the
endogenous CERP2-associated promoter of T05F1.2. T05F1.2 ex-
pression in the wild-type and mutant strains (we59) was quantified
by qPCR using two different sets of primers and compared to cdc-42
expression. Primer sequences used are available in table S1.

Association of co-opted promoters with TF binding sites
ChIP-seq data from 283 C. elegans TFs were downloaded as aggre-
gated peaks from the modERN website (https://epic.gs.washington.
edu/modERN/) (21), and from these, we extracted only the data
from 73 factors that were generated from young adult animals.
We further included data from a single HIM-17 ChIP-seq replicate

(3916_SDQ0801_HIM17_FEM2_AD_r1) available in modEN-
CODE (27) but not included in Modern. The HIM-17 ChIP-seq
reads were mapped on the ce11 genome using bwa-mem, and
peaks were called using mapq10 reads with MACS2. For each
factor, we compared the ratio of peaks overlapping germline-specif-
ic co-opted and non–co-opted promoters.

Testing requirement for m1m2 motifs in HIM-17 chromatin
association
To test whether HIM-17 requires motifs m1 or m2 for chromatin
association at a co-opted promoter, three variants of the transgene
driven by the CERP2-derived C16A11.4 promoter were generated
using MosSCI: scrambled m1, scrambled m2, or scrambled m1
and m2. ChIP-qPCR was performed for HIM-17, testing enrich-
ment for the transgene promoter, for the co-opted ztf-15 promoter
as a positive control, and for two negative control loci showing no
ChIP-seq enrichment for HIM-17. Experiments were done on three
technical replicates from two biological replicates.

Him-17 gene expression analysis
DESeq2 (version 1.22.1) (54) was used to identify significantly up-
regulated (LFC > 0, p.adj < 0.001) or down-regulated (LFC < 0,
p.adj < 0.001) genes in him-17 mutants compared to wild type.
Gene Ontology enrichment analysis on differentially expressed
genes was performed with clusterProfile (55). Direct targets were
defined as genes significantly down-regulated in the mutant that
have a HIM-17 ChIP-seq peak on their associated promoter. We
evaluated transcription factor occupancy at promoters of direct
target using curated modENCODE ChIP-seq peaks from 176
factors from Janes et al. (40).

Annotation of CERP2 and CELE2 in different species
We extracted sequences from all CERP2 and CELE2 elements in C.
elegans to refine Hidden Markov Models (HMMs) of these repeats
using the HMMER3 suite (http://hmmer.org/). Fasta sequences of
all repeats from each family were aligned against the CERP2 or
CELE2 Dfam HMM using hmmalign (with parameter –trim).
The resulting alignment was used to define new HMMs using
hmmbuild. The HMMs were then used to annotate CERP2 and
CELE2 repeats in nematodes with chromosome-level genome an-
notations (table S1) using nhmmer and requiring a minimal E
value of 0.001.

HIM-17 evolution and structure
HIM-17 orthologs were identified using BLASTP (E value <
0.00001) on the protein annotation from a number of nematode
species (listed in table S1). To test the him-17 sequence for positive
selection, HIM-17 orthologs were aligned using MAFFT (50) with
the L-INS-I method and then the output alignment was used to
guide a codon-based alignment using PAL2NAL (56). The resulting
alignment was used to test for positive selection acting on the
common Caenorhabditis branch using the branch-site test (57) im-
plemented in codeml from the PAML package (58). THAP domains
in HIM-17 orthologs were annotated with hmmsearch using the
THAP profile HMMs from the Pfam database (59).

Analysis of co-opted promoters conservation
Sequence conservation of m1m2 pairs located in CERP2-derived
germline-specific promoters was assessed using phyloP scores
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from 26 nematodes (phyloP26way from the cell release) available
from the UCSC genome browser. To evaluate the conservation of
individual CERP2 promoters in C. elegans and C. briggsae, we ex-
tracted all 1-to-1 orthologs (obtained from Wormbase) regulated by
a co-opted promoter in at least one species, i.e., associated to at least
one promoter containing an m1m2 pair in divergent orientation
and spaced by 12 to 16 bp (CERP2-like arrangement). Co-opted
promoters were defined as conserved when both orthologs were as-
sociated with a co-opted promoter. We considered co-opted pro-
moters as potentially conserved when the ortholog in the other
species was either (i) associated with a promoter containing at
least m1 or m2 or (ii) when an m1m2 pair was located in the puta-
tive promoter region (−1000 bp/+200 bp) of the orthologs’ tran-
scription start site but was not in an annotated promoter. When
none of the criteria were met, we defined the co-opted promoter
as species specific.

Supplementary Materials
This PDF file includes:
Figs. S1 to S5

Other Supplementary Material for this
manuscript includes the following:
Table S1

REFERENCES AND NOTES
1. R. K. Bradley, X.-Y. Li, C. Trapnell, S. Davidson, L. Pachter, H. C. Chu, L. A. Tonkin, M. D. Biggin,

M. B. Eisen, Binding site turnover produces pervasive quantitative changes in transcription
factor binding between closely related Drosophila species. PLOS Biol. 8, e1000343 (2010).

2. D. Villar, C. Berthelot, S. Aldridge, T. F. Rayner, M. Lukk, M. Pignatelli, T. J. Park, R. Deaville,
J. T. Erichsen, A. J. Jasinska, J. M. A. Turner, M. F. Bertelsen, E. P. Murchison, P. Flicek,
D. T. Odom, Enhancer evolution across 20 mammalian species. Cell 160, 554–566 (2015).

3. R. S. Young, Y. Hayashizaki, R. Andersson, A. Sandelin, H. Kawaji, M. Itoh, T. Lassmann,
P. Carninci; FANTOM Consortium, W. A. Bickmore, A. R. Forrest, M. S. Taylor, The frequent
evolutionary birth and death of functional promoters in mouse and human. Genome Res.
25, 1546–1557 (2015).

4. B. Mcclintock, Intranuclear systems controlling gene action and mutation. Brookhaven
Symp. Biol. 8, 58–74 (1956).

5. R. J. Britten, E. H. Davidson, Gene regulation for higher cells: A theory. Science 165,
349–357 (1969).

6. E. B. Chuong, N. C. Elde, C. Feschotte, Regulatory activities of transposable elements: From
conflicts to benefits. Nat. Rev. Genet. 18, 71–86 (2017).

7. R. L. Cosby, N.-C. Chang, C. Feschotte, Host-transposon interactions: Conflict, cooperation,
and cooption. Genes Dev. 33, 1098–1116 (2019).

8. E. B. Chuong, M. A. K. Rumi, M. J. Soares, J. C. Baker, Endogenous retroviruses function as
species-specific enhancer elements in the placenta. Nat. Genet. 45, 325–329 (2013).

9. V. J. Lynch, M. C. Nnamani, A. Kapusta, K. Brayer, S. L. Plaza, E. C. Mazur, D. Emera,
S. Z. Sheikh, F. Grützner, S. Bauersachs, A. Graf, S. L. Young, J. D. Lieb, F. J. DeMayo,
C. Feschotte, G. P. Wagner, Ancient transposable elements transformed the uterine regu-
latory landscape and transcriptome during the evolution of mammalian pregnancy. Cell
Rep. 10, 551–561 (2015).

10. E. B. Chuong, N. C. Elde, C. Feschotte, Regulatory evolution of innate immunity through co-
option of endogenous retroviruses. Science 351, 1083–1087 (2016).

11. J. M. Garrigues, B. V. Tsu, M. D. Daugherty, A. E. Pasquinelli, Diversification of the Caeno-
rhabditis heat shock response by Helitron transposable elements. eLife 8, e51139 (2019).

12. A. Sakashita, S. Maezawa, K. Takahashi, K. G. Alavattam, M. Yukawa, Y.-C. Hu, S. Kojima,
N. F. Parrish, A. Barski, M. Pavlicev, S. H. Namekawa, Endogenous retroviruses drive species-
specific germline transcriptomes in mammals. Nat. Struct. Mol. Biol. 27, 967–977 (2020).

13. C. D. Todd, Ö. Deniz, D. Taylor, M. R. Branco, Functional evaluation of transposable ele-
ments as enhancers inmouse embryonic and trophoblast stem cells. eLife 8, e44344 (2019).

14. J. Austin, J. Kimble, glp-1 is required in the germ line for regulation of the decision between
mitosis and meiosis in C. elegans. Cell 51, 589–599 (1987).

15. C. Linhart, Y. Halperin, A. Darom, S. Kidron, L. Broday, R. Shamir, A novel candidate cis-
regulatory motif pair in the promoters of germline and oogenesis genes in C. elegans.
Genome Res. 22, 76–83 (2012).

16. J. Sulston, Z. Du, K. Thomas, R. Wilson, L. Hillier, R. Staden, N. Halloran, P. Green, J. Thierry-
Mieg, L. Qiu, The C. elegans genome sequencing project: A beginning. Nature 356,
37–41 (1992).

17. T. Oosumi, B. Garlick, W. R. Belknap, Identification and characterization of putative trans-
posable DNA elements in solanaceous plants and Caenorhabditis elegans. Proc. Natl. Acad.
Sci. U.S.A. 92, 8886–8890 (1995).

18. C. Feschotte, C. Mouchès, Evidence that a family of miniature inverted-repeat transposable
elements (MITEs) from the Arabidopsis thaliana genome has arisen from a pogo-like DNA
transposon. Mol. Biol. Evol. 17, 730–737 (2000).

19. C. Feschotte, E. J. Pritham, DNA transposons and the evolution of eukaryotic genomes.
Annu. Rev. Genet. 41, 331–368 (2007).

20. J. Serizay, Y. Dong, J. Jänes, M. Chesney, C. Cerrato, J. Ahringer, Distinctive regulatory ar-
chitectures of germline-active and somatic genes in C. elegans. Genome Res. 30,
1752–1765 (2020).

21. M. M. Kudron, A. Victorsen, L. Gevirtzman, L. W. Hillier, W. W. Fisher, D. Vafeados, M. Kirkey,
A. S. Hammonds, J. Gersch, H. Ammouri, M. L. Wall, J. Moran, D. Steffen, M. Szynkarek,
S. Seabrook-Sturgis, N. Jameel, M. Kadaba, J. Patton, R. Terrell, M. Corson, T. J. Durham,
S. Park, S. Samanta, M. Han, J. Xu, K.-K. Yan, S. E. Celniker, K. P. White, L. Ma, M. Gerstein,
V. Reinke, R. H. Waterston, The ModERN resource: Genome-wide binding profiles for hun-
dreds of Drosophila and Caenorhabditis elegans transcription factors. Genetics 208,
937–949 (2018).

22. K. C. Reddy, A. M. Villeneuve, C. elegans HIM-17 links chromatin modification and com-
petence for initiation of meiotic recombination. Cell 118, 439–452 (2004).

23. J. B. Bessler, K. C. Reddy, M. Hayashi, J. Hodgkin, A. M. Villeneuve, A role for Caenorhabditis
elegans chromatin-associated protein HIM-17 in the proliferation vs. meiotic entry deci-
sion. Genetics 175, 2029–2037 (2007).

24. P. M. Meneely, O. L. McGovern, F. I. Heinis, J. L. Yanowitz, Crossover distribution and fre-
quency are regulated by him-5 in Caenorhabditis elegans. Genetics 190, 1251–1266 (2012).

25. S. Nadarajan, E. Altendorfer, T. T. Saito, M. Martinez-Garcia, M. P. Colaiácovo, HIM-17 reg-
ulates the position of recombination events and GSP-1/2 localization to establish short arm
identity on bivalents in meiosis. Proc. Natl. Acad. Sci. U.S.A. 118, e2016363118 (2021).

26. M. Roussigne, S. Kossida, A.-C. Lavigne, T. Clouaire, V. Ecochard, A. Glories, F. Amalric, J.-
P. Girard, The THAP domain: A novel protein motif with similarity to the DNA-binding
domain of P element transposase. Trends Biochem. Sci. 28, 66–69 (2003).

27. M. B. Gerstein, Z. J. Lu, E. L. Van Nostrand, C. Cheng, B. I. Arshinoff, T. Liu, K. Y. Yip,
R. Robilotto, A. Rechtsteiner, K. Ikegami, P. Alves, A. Chateigner, M. Perry, M. Morris,
R. K. Auerbach, X. Feng, J. Leng, A. Vielle, W. Niu, K. Rhrissorrakrai, A. Agarwal,
R. P. Alexander, G. Barber, C. M. Brdlik, J. Brennan, J. J. Brouillet, A. Carr, M.-S. Cheung,
H. Clawson, S. Contrino, L. O. Dannenberg, A. F. Dernburg, A. Desai, L. Dick, A. C. Dosé, J. Du,
T. Egelhofer, S. Ercan, G. Euskirchen, B. Ewing, E. A. Feingold, R. Gassmann, P. J. Good,
P. Green, F. Gullier, M. Gutwein, M. S. Guyer, L. Habegger, T. Han, J. G. Henikoff, S. R. Henz,
A. Hinrichs, H. Holster, T. Hyman, A. L. Iniguez, J. Janette, M. Jensen, M. Kato, W. J. Kent,
E. Kephart, V. Khivansara, E. Khurana, J. K. Kim, P. Kolasinska-Zwierz, E. C. Lai, I. Latorre,
A. Leahey, S. Lewis, P. Lloyd, L. Lochovsky, R. F. Lowdon, Y. Lubling, R. Lyne, M. MacCoss,
S. D. Mackowiak, M. Mangone, S. McKay, D. Mecenas, G. Merrihew, D. M. Miller III,
A. Muroyama, J. I. Murray, S.-L. Ooi, H. Pham, T. Phippen, E. A. Preston, N. Rajewsky,
G. Rätsch, H. Rosenbaum, J. Rozowsky, K. Rutherford, P. Ruzanov, M. Sarov, R. Sasidharan,
A. Sboner, P. Scheid, E. Segal, H. Shin, C. Shou, F. J. Slack, C. Slightam, R. Smith,
W. C. Spencer, E. O. Stinson, S. Taing, T. Takasaki, D. Vafeados, K. Voronina, G. Wang,
N. L. Washington, C. M. Whittle, B. Wu, K.-K. Yan, G. Zeller, Z. Zha, M. Zhong, X. Zhou;
modENCODE Consortium, J. Ahringer, S. Strome, K. C. Gunsalus, G. Micklem, X. S. Liu,
V. Reinke, S. K. Kim, L. W. Hillier, S. Henikoff, F. Piano, M. Snyder, L. Stein, J. D. Lieb,
R. H. Waterston, Integrative analysis of the Caenorhabditis elegans genome by the mod-
ENCODE project. Science 330, 1775–1787 (2010).

28. G. Chung, A. M. Rose, M. I. R. Petalcorin, J. S. Martin, Z. Kessler, L. Sanchez-Pulido,
C. P. Ponting, J. L. Yanowitz, S. J. Boulton, REC-1 and HIM-5 distribute meiotic crossovers
and function redundantly in meiotic double-strand break formation in Caenorhabditis
elegans. Genes Dev. 29, 1969–1979 (2015).

29. X. She, X. Xu, A. Fedotov, W. G. Kelly, E. M. Maine, Regulation of heterochromatin assembly
on unpaired chromosomes during Caenorhabditis elegans meiosis by components of a
small RNA-mediated pathway. PLOS Genet. 5, e1000624 (2009).

30. L. D. Stein, Z. Bao, D. Blasiar, T. Blumenthal, M. R. Brent, N. Chen, A. Chinwalla, L. Clarke,
C. Clee, A. Coghlan, A. Coulson, P. D’Eustachio, D. H. A. Fitch, L. A. Fulton, R. E. Fulton,
S. Griffiths-Jones, T. W. Harris, L. W. Hillier, R. Kamath, P. E. Kuwabara, E. R. Mardis,
M. A. Marra, T. L. Miner, P. Minx, J. C. Mullikin, R. W. Plumb, J. Rogers, J. E. Schein,
M. Sohrmann, J. Spieth, J. E. Stajich, C. Wei, D. Willey, R. K. Wilson, R. Durbin, R. H. Waterston,

Carelli et al., Sci. Adv. 8, eabo4082 (2022) 16 December 2022 8 of 9

SC I ENCE ADVANCES | R E S EARCH ART I C L E
D

ow
nloaded from

 https://w
w

w
.science.org at C

am
bridge U

niversity on June 02, 2023



The genome sequence of Caenorhabditis briggsae: A platform for comparative genomics.
PLOS Biol. 14, evac042 (2003).

31. A. D. Cutter, Divergence times in Caenorhabditis and Drosophila inferred from direct esti-
mates of the neutral mutation rate. Mol. Biol. Evol. 25, 778–786 (2008).

32. S. Brenner, The genetics of Caenorhabditis elegans. Genetics 77, 71–94 (1974).
33. A. Paix, A. Folkmann, D. Rasoloson, G. Seydoux, High efficiency, homology-directed

genome editing in Caenorhabditis elegans using CRISPR-Cas9 ribonucleoprotein com-
plexes. Genetics 201, 47–54 (2015).

34. A. Paix, A. Folkmann, D. H. Goldman, H. Kulaga, M. J. Grzelak, D. Rasoloson, S. Paidemarry,
R. Green, R. R. Reed, G. Seydoux, Precision genome editing using synthesis-dependent
repair of Cas9-induced DNA breaks. Proc. Natl. Acad. Sci. U.S.A. 114 (50),
E10745–E10754 (2017).

35. M. Haeussler, K. Schönig, H. Eckert, A. Eschstruth, J. Mianné, J.-B. Renaud, S. Schneider-
Maunoury, A. Shkumatava, L. Teboul, J. Kent, J.-S. Joly, J.-P. Concordet, Evaluation of off-
target and on-target scoring algorithms and integration into the guide RNA selection tool
CRISPOR. Genome Biol. 17, 148 (2016).

36. A. N. McMurchy, P. Stempor, T. Gaarenstroom, B. Wysolmerski, Y. Dong, D. Aussianikava,
A. Appert, N. Huang, P. Kolasinska-Zwierz, A. Sapetschnig, E. A. Miska, J. Ahringer, A team of
heterochromatin factors collaborates with small RNA pathways to combat repetitive ele-
ments and germline stress. eLife 6, e21666 (2017).

37. C.-Y. S. Lee, T. Lu, G. Seydoux, Nanos promotes epigenetic reprograming of the germline by
down-regulation of the THAP transcription factor LIN-15B. eLife 6, e21666 (2017).

38. H. Li, Aligning sequence reads, clone sequences and assembly contigs with BWA-MEM.
arXiv:1303.3997 [q-bio.GN] (16 March 2013).

39. Y. Zhang, T. Liu, C. A. Meyer, J. Eeckhoute, D. S. Johnson, B. E. Bernstein, C. Nusbaum,
R. M. Myers, M. Brown, W. Li, X. S. Liu, Model-based analysis of ChIP-seq (MACS). Genome
Biol. 9, R137 (2008).

40. J. Jänes, Y. Dong, M. Schoof, J. Serizay, A. Appert, C. Cerrato, C. Woodbury, R. Chen,
C. Gemma, N. Huang, D. Kissiov, P. Stempor, A. Steward, E. Zeiser, S. Sauer, J. Ahringer,
Chromatin accessibility dynamics across C. elegans development and ageing. eLife 7,
e37344 (2018).

41. F. Ramírez, D. P. Ryan, B. Grüning, V. Bhardwaj, F. Kilpert, A. S. Richter, S. Heyne, F. Dündar,
T. Manke, deepTools2: A next generation web server for deep-sequencing data analysis.
Nucleic Acids Res. 44, W160–W165 (2016).

42. A. Dobin, C. A. Davis, F. Schlesinger, J. Drenkow, C. Zaleski, S. Jha, P. Batut, M. Chaisson,
T. R. Gingeras, STAR: Ultrafast universal RNA-seq aligner. Bioinformatics 29, 15–21 (2013).

43. N. L. Bray, H. Pimentel, P. Melsted, L. Pachter, Near-optimal probabilistic RNA-seq quan-
tification. Nat. Biotechnol. 34, 525–527 (2016).

44. R. Hubley, R. D. Finn, J. Clements, S. R. Eddy, T. A. Jones, W. Bao, A. F. A. Smit, T. J. Wheeler,
The Dfam database of repetitive DNA families. Nucleic Acids Res. 44, D81–D89 (2016).

45. H. Li, R. Durbin, Fast and accurate long-read alignment with Burrows-Wheeler transform.
Bioinformatics 26, 589–595 (2010).

46. C. S. Ross-Innes, R. Stark, A. E. Teschendorff, K. A. Holmes, H. R. Ali, M. J. Dunning,
G. D. Brown, O. Gojis, I. O. Ellis, A. R. Green, S. Ali, S.-F. Chin, C. Palmieri, C. Caldas, J. S. Carroll,
Differential oestrogen receptor binding is associated with clinical outcome in breast
cancer. Nature 481, 389–393 (2012).

47. M. A. Allen, L. W. Hillier, R. H. Waterston, T. Blumenthal, A global analysis of C. elegans trans-
splicing. Genome Res. 21, 255–264 (2011).

48. T. L. Bailey, M. Boden, F. A. Buske, M. Frith, C. E. Grant, L. Clementi, J. Ren, W. W. Li,
W. S. Noble, MEME SUITE: Tools for motif discovery and searching. Nucleic Acids Res. 37,
W202–W208 (2009).

49. A. R. Quinlan, I. M. Hall, BEDTools: A flexible suite of utilities for comparing genomic fea-
tures. Bioinformatics 26, 841–842 (2010).

50. K. Katoh, K.-i. Kuma, H. Toh, T. Miyata, MAFFT version 5: Improvement in accuracy of mul-
tiple sequence alignment. Nucleic Acids Res. 33, 511–518 (2005).

51. E. Paradis, K. Schliep, ape 5.0: An environment for modern phylogenetics and evolutionary
analyses in R. Bioinformatics 35, 526–528 (2019).

52. C. Frøkjaer-Jensen, M. W. Davis, C. E. Hopkins, B. J. Newman, J. M. Thummel, S.-P. Olesen,
M. Grunnet, E. M. Jorgensen, Single-copy insertion of transgenes in Caenorhabditis elegans.
Nat. Genet. 40, 1375–1383 (2008).

53. E. Zeiser, C. Frøkjær-Jensen, E. Jorgensen, J. Ahringer, MosSCI and gateway compatible
plasmid toolkit for constitutive and inducible expression of transgenes in the C. elegans
germline. PLOS ONE 6, e20082 (2011).

54. M. I. Love, W. Huber, S. Anders, Moderated estimation of fold change and dispersion for
RNA-seq data with DESeq2. Genome Biol. 15, 550 (2014).

55. G. Yu, L.-G. Wang, Y. Han, Q.-Y. He, clusterProfiler: An R package for comparing biological
themes among gene clusters. OMICS 16, 284–287 (2012).

56. M. Suyama, D. Torrents, P. Bork, PAL2NAL: Robust conversion of protein sequence align-
ments into the corresponding codon alignments. Nucleic Acids Res. 34,
W609–W612 (2006).

57. J. Zhang, R. Nielsen, Z. Yang, Evaluation of an improved branch-site likelihood method for
detecting positive selection at the molecular level. Mol. Biol. Evol. 22, 2472–2479 (2005).

58. Z. Yang, PAML 4: Phylogenetic analysis by maximum likelihood. Mol. Biol. Evol. 24,
1586–1591 (2007).

59. J. Mistry, S. Chuguransky, L. Williams, M. Qureshi, G. A. Salazar, E. L. L. Sonnhammer,
S. C. E. Tosatto, L. Paladin, S. Raj, L. J. Richardson, R. D. Finn, A. Bateman, Pfam: The protein
families database in 2021. Nucleic Acids Res. 49, D412–D419 (2021).

Acknowledgments: We thank the current and former members of the J.A. laboratory for
helpful discussions and J. Jänes and A. Frapporti for experimental assistance. Funding: This
work was supported by Welcome Senior Research Fellowship 101863 (to J.A.), Wellcome
Investigator award 217170 (to J.A.), Wellcome core grant 092096 (Gurdon Institute), CRUK core
grant C6946/A14492 (Gurdon Institute), Swiss National Science Foundation Postdoc Mobility
Fellowship P400PB_180795 (to F.N.C.), and EMBO Long-Term Fellowship ALTF 936-2017 (to
F.N.C.). Author contributions: Conceptualization: F.N.C. and J.A. Methodology: F.N.C. and J.A.
Investigation: F.N.C., C.C., Y.D., and A.A. Visualization: F.N.C. and J.A. Funding acquisition: J.A.
Project administration: J.A. Supervision: J.A. Writing—original draft: F.N.C. and J.A. Writing—
review and editing: F.N.C., J.A., and A.D. Competing interests: The authors declare that they
have no competing interests. Data andmaterials availability: All data needed to evaluate the
conclusions in the paper are present in the paper and/or the Supplementary Materials. The
code used to analyze the data and to generate the figures reported in the manuscript is
available in a Zenodo repository (https://doi.org/10.5281/zenodo.7326252). ATAC-seq, ChIP-
seq, and RNA-seq data generated in this study are available at NCBI GEO under accession code
GSE192540.

Submitted 1 February 2022
Accepted 18 November 2022
Published 16 December 2022
10.1126/sciadv.abo4082

Carelli et al., Sci. Adv. 8, eabo4082 (2022) 16 December 2022 9 of 9

SC I ENCE ADVANCES | R E S EARCH ART I C L E
D

ow
nloaded from

 https://w
w

w
.science.org at C

am
bridge U

niversity on June 02, 2023



Use of this article is subject to the Terms of service

Science Advances (ISSN ) is published by the American Association for the Advancement of Science. 1200 New York Avenue NW,
Washington, DC 20005. The title Science Advances is a registered trademark of AAAS.
Copyright © 2022 The Authors, some rights reserved; exclusive licensee American Association for the Advancement of Science. No claim
to original U.S. Government Works. Distributed under a Creative Commons Attribution License 4.0 (CC BY).

Widespread transposon co-option in the Caenorhabditis germline regulatory
network
Francesco Nicola Carelli, Chiara Cerrato, Yan Dong, Alex Appert, Abby Dernburg, and Julie Ahringer

Sci. Adv., 8 (50), eabo4082. 
DOI: 10.1126/sciadv.abo4082

View the article online
https://www.science.org/doi/10.1126/sciadv.abo4082
Permissions
https://www.science.org/help/reprints-and-permissions

D
ow

nloaded from
 https://w

w
w

.science.org at C
am

bridge U
niversity on June 02, 2023

https://www.science.org/content/page/terms-service

	INTRODUCTION
	RESULTS
	DISCUSSION
	MATERIALS AND METHODS
	Strains and growth conditions
	Generation of a C. briggsae glp-1(ts) allele
	Generation of C. briggsae ATAC-seq and nuclear RNA-seq data
	HIM-17 ChIP-seq
	RNA sequencing
	Processing of sequencing data
	Genome annotation
	Identification of germline-specific accessible sites in C. elegans and C. briggsae
	Annotation of germline-specific promoters in C. elegans and C. briggsae
	Motif enrichment and motif pair annotation
	CERP2 and CELE2 enrichment at germline promoters
	Analysis of the evolutionary relationships between m1m2 promoters and MITE elements
	Assessment of CERP2- and CELE2-derived promoter activity
	T05F1.2 promoter mutation
	Association of co-opted promoters with TF binding sites
	Testing requirement for m1m2 motifs in HIM-17 chromatin association
	Him-17 gene expression analysis
	Annotation of CERP2 and CELE2 in different species
	HIM-17 evolution and structure
	Analysis of co-opted promoters conservation

	Supplementary Materials
	This PDF file includes:
	Other Supplementary Material for this &break /;manuscript includes the following:

	REFERENCES AND NOTES
	Acknowledgments

