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the Discovery of twenty-eight new 
encapsulin Sequences, including 
three in Anammox Bacteria
John c. tracey  1*, Maricela coronado1, tobias W. Giessen2,3,4, Maggie c. Y. Lau  1,5, 
pamela A. Silver  3,4 & Bess B. Ward  1

Many prokaryotes encode protein-based encapsulin nanocompartments, including anaerobic 
ammonium oxidizing (anammox) bacteria. this study expands the list of known anammox encapsulin 
systems from freshwater species to include the marine genus Scalindua. Two novel systems, identified 
in “Candidatus Scalindua rubra” and “Candidatus Scalindua sp. SCAELEC01 167” possess different 
architectures than previously studied freshwater anammox encapsulins. characterization of the S. rubra 
encapsulin confirms that it can self-assemble to form compartments when heterologously expressed 
in Escherichia coli. BLAStp and HMMeR searches of additional genomes and metagenomes spanning 
a range of environments returned 26 additional novel encapsulins, including a freshwater anammox 
encapsulin identified in “Candidatus Brocadia caroliniensis”. Phylogenetic analysis comparing these 28 
new encapsulin sequences and cargo to that of their closest known relatives shows that encapsulins 
cluster by cargo protein type and therefore likely evolved together. Lastly, prokaryotic encapsulins may 
be more common and diverse than previously thought. through searching a small sample size of all 
public metagenomes and genomes, many new encapsulin systems were unearthed by this study. this 
suggests that many additional encapsulins likely remain to be discovered.

Biological metabolisms often require the sequestration of toxic byproducts and the use of spatial barriers between 
incompatible reactions. Eukaryotes use lipid-based membrane bound organelles such as peroxisomes and lyso-
somes to achieve these functions. Many prokaryotes possess proteinaceous compartments that could confer some 
of the same advantages as eukaryotic organelles. In these systems protein, rather than lipid, polymers form the 
boundary between the compartment and the cytosol. The proposed advantages of these compartments include 
the ability to concentrate enzymes and metabolites at one location, prevent damage from toxic metabolic inter-
mediates or byproducts, and perform incompatible reactions simultaneously1.

Prokaryotes use many types of protein compartments, such as carboxysomes2, ferritins3, proteins analogous to 
eukaryotic cytoskeleton4, and small micro-compartments dubbed encapsulin nanocompartments1,5. Encapsulin 
nanocompartments are icosahedral hollow protein complexes that are currently known to occur in two forms, 
one composed of 60 encapsulin subunits with a diameter of 20–24 nm and another of 180 subunits with a diame-
ter of 30–40 nm1. Each encapsulin nanocompartment typically encapsulates core cargo enzymes, which assemble 
with the encapsulin shell through binding sequences on their C terminus5,6, as well as occasional secondary cargo 
proteins. For most encapsulin systems, core and secondary cargo proteins can be differentiated based on three 
consensus sequences1. Prior to this work, 913 encapsulin systems were known from an extensive search of the 
NCBI non-redundant (nr) protein database1.

Four of the 913 encapsulins described by Giessen and Silver1 were found in anaerobic ammonium oxidizing 
(anammox) bacteria. The anammox reaction is thought to be a three-step reaction where the net reaction is the 
oxidation of ammonium with nitrite to create dinitrogen gas7. These three steps and the net reaction, listed in 
order with the enzymes involved, are:
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Hydrazine (N2H4) is a very reactive compound used as a fuel in the first rockets. Due to hydrazine’s high reac-
tivity, it was hypothesized that the anammox reaction is performed inside a unique membrane-bound organelle 
called the anammoxosome, which occupies most of the cell volume of anammox bacteria8,9. This hypothesis has 
been indirectly confirmed through the immunogold localization of HZS and HDH to the anammoxosome10 as 
well as in-vitro evidence that isolated anammoxosomes can perform the anammox reaction11. The anammox-
osome membrane is composed of unique ladderane lipids, whose wavy structure consisting of fused cyclobu-
tane and cyclohexane rings allows these lipids to be densely packed in membranes. This membrane structure is 
thought to increase the anammoxosome membrane’s impermeability towards toxic intermediates and/or prevent 
the loss of the proton motive force across the anammoxosome membrane due to diffusion9,12,13.

All known anammox bacteria reside in a deeply branching monophyletic clade in the phylum Planctomycetes13. 
Five anammox genera have been described to date from environments including wastewater treatment plants, lakes, 
marine sediments, and the three large marine oxygen minimum zones (OMZs) found in the Eastern Tropical North 
Pacific (ETNP), Eastern Tropical South Pacific (ETSP), and the Arabian Sea (AS). The genera “Candidatus Kuenenia,” 
“Brocadia,” “Jettenia,” and “Anammoxoglobus” have all been enriched from freshwater environments, mainly wastewa-
ter treatment plant outflows. The last genus, “Candidatus Scalindua,” predominates in marine sediments and OMZs8. 
While these five genera are all within the same family, “Candidatus Brocadiaceae,” the marine Scalindua species form a 
separate outgroup from the freshwater genera14.

Four freshwater anammox species possess an encapsulin system with an unusual double fusion protein archi-
tecture1. These freshwater anammox species contain an encapsulin/cytochrome c fusion protein (cEnc) encoded 
immediately before a nitrite reductase-like (NiR)/Hydroxylamine Oxidoreductase (HAO)-like fusion cargo pro-
tein (Fig. 1b). The presence of a NiR/HAO fusion protein hints at a potential role for the encapsulin system in the 
anammox reaction through the nitrite reductase. Anammox bacteria contain many HAO-like proteins; for exam-
ple, the freshwater species K. stuttgartiensis encodes ten15. The functions of these proteins in K. stuttgartiensis vary 
widely; HDH is a HAO-like protein specifically tuned to oxidize hydrazine to N2 gas16, whereas another Kuenenia 
HAO-like protein generates NO from hydroxylamine (NH2OH)17. It is hypothesized, based on experimental 
evidence from nitrifying organisms, that the presence of a C terminal tyrosine indicates whether a HAO-like 
protein is tuned for oxidative or reductive catalysis18–23. The K. stuttgartiensis encapsulin associated fusion cargo 
HAO lacks a C terminal tyrosine22, indicating that its HAO-like domain is likely involved in the reduction of 
nitrogenous compounds.

In addition to the phylum Planctomycetes, encapsulins are found in 14 bacterial and two archaeal phyla from 
species across a wide range of environments1. In order to explore additional encapsulin diversity, we searched 
for new encapsulins in environmental metagenomes outside the scope of previous searches. These searches were 
performed using the HMMER algorithm to take advantage of HMMER’s unique ability to search metagenomic 
data with a profile of all 913 known encapsulins1 with greater sensitivity to remote homologs and comparable 
speed to BLAST24.

Methods
BLAStp Searches for planctomycete encapsulins. Each of the putative four freshwater anammox 
encapsulin and fusion cargo amino acid sequences was used as a query for a BLASTp search against the NCBI 
non-redundant (nr), environmental metagenome (env_nr), and patented (pat) protein sequence databases using 
default parameters. The percent similarities of the new anammox encapsulins and cargo proteins to previously 
known freshwater anammox cEnc and NiR/HAO fusion proteins were determined using Clustal Omega with the 
default parameters25. Copper binding cupredoxin domains and iron rich heme binding sites containing CxxCH 
motifs were located via Conserved Domain (CD) search of the CDD v3.16 database using the default settings26. 
The encapsulin core cargo and two secondary cargo consensus sequences1 were used as queries for BLASTp 
searches to discover new anammox encapsulin cargo proteins. These sequences are DGSLGTIGSLKGE (core 
cargo sequence), RGSVVPAGGAAV (FolB secondary cargo sequence), and DGAPPAAGGAL (BfrB secondary 
cargo sequence). BLASTp parameters for the cargo consensus sequences searches were as follows: the PAM30 
matrix was used with the word size set to 2, the cost to open a gap set to 9, and the expect threshold equal to 
200,000.

characterization of the Scalindua rubra encapsulin. The Scalindua rubra encapsulin system was 
cloned using Gibson Assembly. gBlock gene fragments (IDT Inc., Iowa, USA) were created that (1) encode the 
E. coli codon optimized encapsulin gene and multi-copper oxidase cargo (mco) together so that they would be 
under one promoter, (2) contain only the S. rubra encapsulin, or (3) contain only the S. rubra mco with a C ter-
minal His tag. Each gBlock contains a 25 bp overlap for direct assembly. The gBlocks were combined with a NdeI 
and PacI digested pETDuet1 plasmid to yield assembled expression constructs. Electrocompetent E. coli DH10B 
cells (Invitrogen) were transformed with the expression constructs and confirmed by sequencing (Genewiz). 
Assembled and sequence-confirmed plasmids (0.5 ng total DNA) (see Supplementary Materials for sequenc-
ing files) were then used to transform chemically competent E. coli BL21 (DE3) cells (Invitrogen). Expression 
experiments were carried out in LB broth supplemented with ampicillin (100 mg mL−1). For protein expressions 
50 mL LB was inoculated (1:50) using an over-night culture, grown at 37 °C and 200 rpm to an OD600 of 0.5, then 
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induced with IPTG (final concentration: 0.1 mM). Cultures were grown at 30 °C for 18 h, harvested via centrif-
ugation (4,000 rpm, 15 min, 4 °C) and the pellets either immediately used or flash-frozen in liquid nitrogen and 
stored at −20 °C. For encapsulin protein purifications, pellets were resuspended in 5 mL PBS (pH 7.4) followed 
by the addition of lysozyme (1 mg mL−1 final concentration) and DNase I (1 μg mL−1 final concentration). This 
solution was incubated for 20 min on ice, then sonicated using a 550 Sonic Dismembrator (Fisher Scientific) 
using power level 3.5, pulse time of 8 s, an interval of 10 s, and total pulse time of 3 min. Cell debris was removed 
through centrifugation (8,000 rpm, 15 min, 4 °C). To test induction, a fraction of this lysate was run on a Novex 
Tris-Glycine gel following standard protocols, stained with Coomassie Blue and compared with lysates resulting 
from uninduced cultures (Figs. 2a and S1–3). A 5 mL fraction of the encapsulin (derived from the separate pro-
moter gBlocks) lysate was prepared for TEM analysis by PEG precipitation using the sequential addition of 0.15 g 

Figure 1. Comparison of newly discovered and previously known Planctomycete encapsulins. (a) Four 
newly discovered Planctomycete encapsulin systems. The B. caroliniensis and uncultured Planctomycete 
RIFCSPHIGHO2 systems contain an encapsulin followed by a nitrite reductase/hydroxylamine oxidoreductase 
(NiR/HAO) fusion protein. The S. rubra system consists of an encapsulin, a multi-copper oxidase (MCO), and a 
downstream NiRK. The Scalindua SCAELEC01 167 system consists of a NiR/HAO fusion protein, an encapsulin 
fused to a hypothetical protein also found immediately before the S. rubra encapsulin, and a nitrite reductase. 
(b) Previously known encapsulin systems discovered in freshwater anammox genera (figure reproduced with 
permission from ref. 1). These systems consist of a cytochrome c/encapsulin fusion protein (cEnc) followed 
by a NiR/HAO fusion protein. The blue bars represent cupredoxin copper binding domains and the red bars 
represent iron rich heme moieties. DUF2325, Trx, c1, and c554 are possible secondary cargo proteins.
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NaCl and 0.4 g PEG-8000 (8% w/v final concentration) followed by incubation on ice for 30 min. Precipitate was 
collected through centrifugation (8,000 rpm, 15 min, 4 °C), resuspended in PBS buffer, filtered using a 0.2 μm 
syringe filter (Fisher Scientific) and then centrifuged (8,000 rpm, 15 min, 4 °C). The pellet was resuspended in 
PBS buffer and subjected to size exclusion chromatography performed with an AKTA Explorer 10 (GE Healthcare 
Life Sciences) equipped with a HiPrep 16/60 Sephacryl S-500 HR column (GE Healthcare Life Sciences) using a 
flow rate of 1 mL min−1. Fractions were evaluated using SDS–PAGE (Figs. S4 and 5) and encapsulin containing 
fractions were combined and concentrated using Amicon 100,000 NMWL filters. Samples were stained for TEM 
using uranyl formate and visualized on an FEI Tecnai G2 at 80 kV (Figs. 2b and S6).

HMMeR Searches for Scalindua and other novel encapsulins in environmental Metagenomes.  
Multiple amino acid and DNA sequence alignments containing 913 putative encapsulins1 and the S. rubra 
encapsulin were created using CLUSTAL-OMEGA27. These alignments were then converted into profile HMMs 
using HMMER v3.1 b224. Research collaborators generously provided three metagenomic datasets to search for 
a Scalindua encapsulin and other novel encapsulins: (1) particulate material from OMZ seawater (ETSP) at 40, 
80, 200 & 300 m depths provided by Xin Sun28, (2) an anammox enrichment from a Swedish fjord29, and (3) a 
Dominican saltwater aquifer where Scalindua hits had been observed by Jenn Macalady and Zena Cardman 
(Table S1). Twenty-five additional metagenomic datasets (Table S1), including coastal waters, estuaries, and 
bays (n = 13), soil and root microbiome samples (n = 5), OMZs (n = 3), the open ocean (n = 2), and the human 
microbiome (n = 2) were downloaded from MG-RAST30 and NCBI’s Sequence Read Archive to search for novel 
encapsulins in a wide variety of environments. Each metagenome’s DNA and amino acid sequences were searched 
for encapsulins by performing a HMMER search with the 914 encapsulin HMM profile as query. The default 
parameters were used for all HMMER searches and E-values less than 10−5 were considered significant. To fur-
ther validate positive HMMER hits, all metagenomes with positive HMMER hits were assembled again with 
IDBA_UD v1.1.131 and open reading frames (ORFs) were predicted using Prodigal v2.6.332. HMMER searches 
were performed on these files using the same parameters as above.

Encapsulins and HK97 viral capsid proteins, one of the major classifications of capsid monomers33,34, are 
largely identical in appearance, yet only have weak similarity in amino acid sequence5,35. Nevertheless, in order to 
definitively verify that the HMMER hits were encapsulins and not viral capsid proteins, each gene within 10 kb of 
a potential encapsulin was used as a query for BLASTp searches with the default parameters against the nr data-
base. If the best matching BLASTp hit to any gene within 10 kb was viral in origin (according to the annotation in 
the NCBI database) the potential encapsulin sequence present on that contig was discarded as a viral homolog. 
Many contigs did not extend for 10 kb on each side of the possible encapsulin. In these cases, all genes on the con-
tig were searched. In order to double check that the HMMER hits had homology to encapsulins, each significant 
non-viral HMMER hit was used as a query for a NCBI CD-search with the default parameters against the CDD 
v3.16 database. Since all encapsulins are part of the Linocin M18 family (protein family PF04454), homology to 
this family with an E-value less than 10−5 was considered significant.

In order to identify the HMMER hits, each HMMER hit as well as the full-length protein sequence, from the 
metagenome, that contained each hit was used as a query for a BLASTp search against the nr database. Due to the 
voluminous hits that these searches returned, only the top three best matching protein sequences for each of the 
two searches are reported here. In order to check if these sequences were non-viral, the assemblies for each of the 
top three BLASTp hits for each search were examined. If any gene within 10 kb of the match was annotated as a 
viral protein, that match was not reported as a new encapsulin.

In addition to discovering new encapsulins through reviewing BLASTp results with HMMER hits as queries, 
this study also sought to determine if the metagenome derived full-length encapsulin sequences themselves were 

Figure 2. The S. rubra encapsulin monomer can self-assemble into a spherical polymer 25 nm in diameter.  
(a) Protein gel electrophoresis reveals that a protein with the predicted molecular mass (34 kDa) of the S. rubra 
encapsulin can be expressed in and isolated from E. coli lysate. Enc 1 refers to a protein beginning at the first of 
two possible translation start sites, Enc 2 refers to a protein that begins at the second site. (b) TEM imaging of 
a solution containing purified S. rubra encapsulin reveals that the S. rubra encapsulin monomer self-assembles 
into a spherical polymer with a diameter of 25 nm.
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new encapsulins. This determination depends on (1) how similar the full-length sequences are to each other and 
(2) how similar the full-length sequences are to the best matched BLASTp sequence. Question (1) was addressed 
through creating pairwise alignments using Jalview with default parameters.

Question (2) was addressed by pairwise comparison of full-length sequences to the best BLASTp result. The 
typical percent identity thresholds for taxonomic classifications are defined for 16S rRNA genes as >98.65% 
to be members of the same species and >95% to be within the same genus36. Since this study involves protein 
sequences, an alternative threshold was found in the previously calculated percent similarities between freshwa-
ter anammox encapsulins. If the percent identity between two full-length sequences (question 1) or a full-length 
sequence and a BLASTp result (question 2) was 89% or lower (the percent identity between the Brocadia carolin-
iensis and B. fulgida encapsulins and the highest encapsulin percent similarity between two distinct species) then 
those two full-length encapsulin sequences were considered to be from separate species.

construction of the encapsulin phylogenetic tree. All previously known encapsulins1, the four new 
anammox and Planctomycete encapsulins, the full-length encapsulin sequences containing the HMMER hits, 
and the new encapsulins found by BLASTp were aligned using MAAFT25 with the default parameters for protein 
sequences. The alignment was trimmed using TrimAl v1.337 in Phylemon v2.038 with the gap threshold set at 0.05. 
The phylogenetic tree was created using Fasttree v2.1.1039 with the WAG model of protein evolution. Lengths were 
rescaled to optimize the Gamma20 likelihood after using the CAT approximation to optimize the tree. Before run-
ning Fasttree, Prottest v3.4.240 was used to select the most appropriate model of evolution among Fasttree’s three 
options – the WAG, JTT, and LG models. The resulting tree was visualized, annotated, and pruned to include only 
those sequences closely related to the newly discovered encapsulins in ITOL v441. Cargo proteins were identified 
by examining the assemblies that contain each encapsulin. The gene encoded immediately before the encapsulin, 
except in the case of the anammox species, was classified by cargo type according to Giessen and Silver1.

Results
BLAStp Searches for planctomycete encapsulins. BLASTp searches of the nr database with the pre-
viously known freshwater anammox encapsulin and cargo sequences as queries returned two potential Scalindua 
encapsulin systems whose structures hint at a role in the anammox process (Fig. 1a). The first putative encap-
sulin was previously annotated as a hypothetical protein from “Candidatus S. rubra,” a proposed species found 
in a metagenome from the interface of a hypersaline brine pool in the Red Sea42. The S. rubra encapsulin is 306 
amino acids long and is 49–52% identical to previously identified freshwater encapsulins at the amino acid level 
(Fig. S7a). Unlike the freshwater anammox encapsulins, the S. rubra encapsulin is not fused to a cytochrome 
domain. The encapsulin contains two possible transcription start sites, a GTG start codon located at the begin-
ning of the DNA sequence, and an ATG located 63 residues downstream (boldface in S1).

Encoded 17 bp downstream from the putative encapsulin is a multi-copper oxidase (MCO) that is between 
54–59% identical to the NiR portion of the freshwater fusion cargo proteins. CD-searches reported that the mco gene 
aligns to the cl19115, cupredoxin superfamily, which contains type I copper centers that are typically involved in 
inter-molecular electron transfer reactions, as well as the COG2132 SufI family of multi-copper oxidases. Although 
not explicitly annotated as a nitrite reductase, this gene might be a functional nitrite reductase because one of the 
two cupredoxin domains (amino acids 65–190 out of 324) was also described by CD-search as a NiR-like laccase. 
Positioned 280 bp further downstream is a NiRK nitrite reductase, which is 22–23% similar to the nitrite reductase 
found in the freshwater anammox fusion protein (Fig. S7b). BLASTp searches with the FolB secondary cargo con-
sensus sequence as query returned that this downstream NiRK contains a VPAGGAAV sequence or two-thirds of 
the FolB consensus sequence. This sequence, like almost all other secondary cargo sequences1 is located at the C ter-
minal of the protein spanning amino acids 289–296 out of 344. Canonically, two cupredoxin domains are required 
for a functional nitrite reductase. When the NiRK was examined by CD-search, the results returned a specific hit to 
only cupredoxin domain two of a nitrite reductase, while a hit to cupredoxin domain one was obtained among the 
non-specific matches. As a result, the annotation of this gene as NiRK should be interpreted as provisional.

Due to the NiRK’s distance from the encapsulin, the most likely core cargo protein in S. rubra is the multicop-
per oxidase. Although the MCO protein does not contain the core cargo consensus sequence, it is not unusual for 
anammox core cargo proteins to lack this sequence1.

The NiRK, as evidenced by the presence of the FolB sequence, could function as a secondary cargo protein. 
The lack of a HAO-like cargo protein was confirmed by BLASTp searches with previously known freshwater 
anammox cargo sequences as queries. These searches returned seven Scalindua HAO proteins (Table S2); how-
ever, these Scalindua genes are either not from Scalindua rubra or are encoded on different contigs than the one 
containing an encapsulin. As a result, no conclusive evidence of a HAO-like cargo was found near the putative S. 
rubra encapsulin.

Another Scalindua encapsulin was discovered in “Candidatus Scalindua sp. SCAELEC01 167,” a proposed spe-
cies from a lab-scale microbial electrolysis cell metagenome43. This encapsulin system fuses elements of all other 
anammox encapsulin systems. For example, the S. SCAELEC01 167 system contains both a NiR/HAO fusion 
cargo protein and a separate NiR cargo protein that is 73% identical to the S. rubra NiRK (Figs. 1a and S7b).  
Like the S. rubra NiRK, the S. SCAELEC01 167 NiR contains only a specific hit to cupredoxin domain two 
of a nitrite reductase when examined with CD-search. Similarly, the S. SCAELEC01 167 system contains 
part of the FolB secondary cargo sequence at the C terminal, in this case VPAGCAAV instead of the canoni-
cal sequence (VPAGGAAV) possessed by the S. rubra NiRK. S. SCAELEC01, like the RIFCSPHIGHO2_02_
Full_50_42 system, also encodes a myo-inositol-1-phosphate synthase immediately before the fusion NiR/HAO 
cargo protein. This enzyme catalyzes the creation of the widespread signaling molecule inositol-1-phosphate 
from glucose-6-phosphate. Due to its proximity, the SCAELEC01 encapsulin system may be regulated by 
inositol-1-phosphate.
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The SCAELEC01 167 encapsulin itself is a fusion protein between a hypothetical protein and the encapsulin 
monomer. When the sequence of this hypothetical protein was searched against the nr database, its best matching 
sequence was a hypothetical protein encoded immediately before the Scalindua rubra encapsulin. While the func-
tion of this protein is unknown, its proximity to the Scalindua encapsulins implies that it may play an important 
role in encapsulin function.

The same BLASTp searches that revealed the Scalindua encapsulins discovered a freshwater encapsulin sys-
tem in a “Candidatus Brocadia caroliniensis” genome recovered from a wastewater treatment plant in New York 
City44. As in the Scalindua systems, the B. caroliniensis encapsulin is not fused to a cytochrome domain; however, 
the B. caroliniensis system does contain a NiR/HAO fusion protein (Fig. 1a). The B. caroliniensis encapsulin is 
71–89% similar to the other freshwater anammox encapsulins (Fig. S7a). The B. caroliniensis fusion cargo protein 
is 70–85% similar to the freshwater cargo proteins (Fig. S7b).

A novel Planctomycete encapsulin system was also discovered in Planctomycetes bacterium 
RIFCSPHIGHO2_02_Full_50_42 (RIF), which was detected in a shallow, anoxic aquifer adjacent to the Colorado 
River45. This system, like the S. rubra, S. SCAELEC01, and B. caroliniensis systems, does not contain a cEnc 
fusion protein. However, like the freshwater anammox encapsulins, the RIF system does include a NiR/HAO 
fusion protein (Fig. 1a). BLASTp searches with the core cargo consensus sequence as query returned that the 
fusion NiR/HAO contains a TIGS sequence or 31% of the core cargo consensus sequence located at the C ter-
minus, spanning amino acids 838–841 out of 867. The RIF encapsulin is 64–71% identical to both the fresh-
water and Scalindua encapsulins (Fig. S7a). The RIF cargo protein is 62–68% identical to the freshwater fusion 
cargo proteins and the S. rubra MCO (Fig. S7b). Like S. SCAELEC01, the RIF encapsulin also is encoded near a 
myo-inositol-1-phosphate synthase. The architecture of this encapsulin system, an encapsulin and fusion NiR/
HAO, suggests that this uncultured RIF Planctomycete could be an anammox bacterium.

characterization of the Scalindua rubra encapsulin. The putative Scalindua rubra encapsulin system was 
heterologously expressed in E. coli to examine if the monomer and cargo could assemble into a nanocompartment. 
Unfortunately, no expression of either the encapsulin or mco was observed when each gene was expressed under the 
same promoter (See Figs. S1 and 2). However, protein gel electrophoresis showed that a protein with the expected 
molecular mass of the S. rubra encapsulin (34 kDa as predicted by ExPASy)46 was present in the crude lysate when 
the S. rubra encapsulin and mco were under the control of separate promoters. Of the two possible translation 
start sites within the encapsulin, the second shorter site responded strongly to IPTG addition. The first site and the 
MCO (36 kDa predicted molecular mass) were not expressed at levels above the background bands (Figs. 2a and 
S3). TEM analysis of purified lysate revealed spherical particles approximately 25 nm in diameter, confirming that 
the Scalindua rubra putative encapsulin monomer can self-assemble to form protein nanocompartments (Fig. 2b).

HMMeR Searches for Scalindua and other novel encapsulins in environmental Metagenomes.  
Additional Scalindua encapsulins were sought by searching environmental metagenomes with HMMER24. 
HMMER searches of five OMZ or anammox enrichment metagenomes, Stewart et al.47 (ETSP), van de 
Vossenberg et al.29 (anammox enrichment), Glass et al.48 (ETNP), Tsementzi et al.49 (ETNP), and Sun et al.28 
(ETSP) with a HMM profile of the previously discovered 913 putative encapsulins1 (see Fig. 3 for metagen-
ome locations and Table S1 for depths) and the above Scalindua rubra system as query, returned no additional 
Scalindua encapsulins. However, HMMER searches of Sun et al.28 (200 m depth) and Stewart et al.47 (150 m depth) 
returned three significant non-viral HMMER hits. These HMMER hits and the full-length sequences that con-
tain them were confirmed to have homology to encapsulins through CD-searches (Tables S3 and S4). BLASTp 
searches with these HMMER sequences as queries returned that the best non-viral matches included proteins 
from a Chloroflexi bacterium, a Nitrospiraceae bacterium, and a Thermoplasmata archaeon (Table S5). None of 
these proteins had been previously reported as an encapsulin nanocompartment (Table S5). A close evolutionary 
relationship between these proteins and the three ETSP hits was also confirmed by phylogeny (Fig. 4).

To follow up on the potential of HMMER searches to discover novel encapsulins, HMMER searches were also 
conducted on additional metagenomes from environments other than OMZs including coastal waters and estu-
aries, tropical and temperate soils, the open ocean, and the human microbiome. These searches returned seven 
significant non-viral hits from three of the 23 surveyed metagenomes (Table S1). The greatest density of hits per 
sample site was found in tropical and temperate soils, as seen by the five hits found at the Luquillo Experimental 
Forest in Puerto Rico (Table S1). Each of these HMMER hits and the full-length sequences that contain them 
were confirmed to have homology to encapsulins by CD-search (Tables S3 and S4). BLASTp searches with these 
seven HMMER hits and their corresponding full-length sequences as queries showed that the best non-viral 
matches include 11 sequences not previously reported as encapsulins (Table S5). These 11 sequences include a 
DyP type peroxidase from Rhodoplanes sp. Z2-YC6860 as well as proteins from Bradyrhizobium (B.) canariense, 
B. erythrophlei, Roseiarcus fermentans, Afipia broomae, a “Candidatus Rokubacteria” bacterium, a Myxococcales 
bacterium, a Rhodospirillaceae bacterium, Acidobacteria bacterium 21-70-11, Marinobacter sp. T13-3, and 
Caenispirillum bisanense.

A HMMER search using encapsulin sequences as query could pick up a DyP type peroxidase cargo protein 
because some DyP type peroxidase encapsulins contain a unique fusion architecture where the encapsulin and 
cargo are fused together5. Examination of upstream and downstream genes from the Rhodoplanes sp. Z2-YC6860 
DyP type peroxidase showed that the adjacent gene is a member of the Linocin M18 superfamily and thus an 
encapsulin. The identity of this system was further validated by the presence of the core cargo sequence in the 
cargo protein.

An important question not yet considered is if the full-length sequences that enclose the HMMER hits are 
themselves new encapsulins. The two pieces of information that are necessary to determine this are (1) how similar 
the full-length sequences are to each other and (2) how similar the full-length sequences are to the best matched 

https://doi.org/10.1038/s41598-019-56533-5


7Scientific RepoRtS |         (2019) 9:20122  | https://doi.org/10.1038/s41598-019-56533-5

www.nature.com/scientificreportswww.nature.com/scientificreports/

BLASTp sequence. Pairwise sequence alignments performed using Jalview between full-length sequences revealed 
that all full-length sequences did not have percent identities above the 89% threshold (See Section S2 for a link to 
alignments).

Alignments between the full-length sequences and their best BLASTp matches showed that only the ETNP 
metagenome of Tsementzi et al.49 has a percent identity to its best BLASTp match that is above the 89% threshold 
(Table S5). As a result, ten of the 11 full-length sequences that contain significant non-viral HMMER hits are new 
encapsulins (only the Tsementzi et al.49 sequence is removed). In summary, four new encapsulins were discov-
ered in Planctomycete bacterial genomes (Fig. 1a), ten in HMMER searches of environmental metagenomes, and 
14 through BLASTp searches that sought to identify the above HMMER hits and the full-length sequences that 
contain them (Figs. 3 and 4).

A phylogenetic tree (Fig. 4) of the closest relatives of all the newly discovered full-length encapsulin sequences 
was constructed to further confirm the above BLASTp results and to try to identify the cargo protein type associ-
ated with each new encapsulin. This analysis showed that, for the most part, encapsulin sequences cluster by cargo 
protein type implying that evolution acts on the encapsulin and its cargo system as a unit. The only exceptions to 
this clustering are (1) in the topmost cluster of ferritin-like proteins, the cargo protein of Marinobacter sp. T13-3 
was classified as a hypothetical protein/other, (2) in the haemerythrin cluster, Pseudonocardia sp. P2 possesses a 
peroxidase instead of a haemerythrin cargo, and (3) the cluster including hit 4 from the Luquillo Experimental 
Forest. This last cluster includes encapsulin sequences that are separated by large distances and a mixture of 
two peroxidase and one hypothetical protein/other cargo classifications. Due to the rarity of these exceptions, 
reasonable hypotheses can be proposed for the identity of the cargo proteins associated with each of the new 
encapsulins, except hit 4 from the Luquillo Experimental Forest, discovered in environmental metagenomes. 
The new encapsulins are predicted to include cargo proteins of four types: ferritin-like proteins, peroxidases, 
Haemerythrins (di-iron proteins that coordinate small molecules like O2), and "other" – proteins with different 
functions than those described above or hypothetical proteins with no predicted function (Table S6). Iron miner-
alizing encapsulins in Firmicutes (IMEF) type cargo proteins are only found in the Firmicutes lineage. As a result, 
no IMEF type cargo proteins were observed due to the lack of known Firmicutes sequences in the pruned tree.

Discussion
Encapsulin bearing organisms often inhabit extreme environments1. The putative encapsulins found in Scalindua 
rubra (identified from a hypersaline brine interface), Acidobacteria bacterium 21-70-11 (isolated from mine 
wastewater), and Thermoplasmata archaeon (isolated from a marine hydrothermal sediment) all further support 
the idea that encapsulation could be particularly advantageous in extreme environments. In an extreme environ-
ment, organisms must adapt to harsh conditions such as extremes in temperatures, pressures, pH, and salinities. 

Figure 3. HMMER searches of OMZ metagenomes, as well as other environmental metagenomes, with an 
HMM profile of all 913 previously known encapsulins and the Scalindua rubra encapsulin as query returned 
twenty-four new encapsulins. Green points indicate locations where new encapsulins were discovered while 
white points indicate locations where no significant HMMER hits were observed. Black text indicates the 
number of novel non-viral encapsulins discovered at a location.
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While the correlation of encapsulins to extreme environments does not prove that encapsulins are an adaptation 
to these environments, this hypothesis merits additional testing.

In addition to connections between environmental conditions and anammox encapsulins, there is some evi-
dence of a connection between anammox encapsulins and the central anammox reaction elucidated by Kartal et al.7.  
This evidence rests on a proteomics study11 that showed encapsulin proteins are present within the anammox-
osome as well as separate observations of small ~25 nm diameter electron and iron rich regions within the 
anammoxosome50. It has been previously hypothesized that these regions could be encapsulins based on the 
approximate size agreement between the electron rich regions and heterologously expressed heme containing 
Kuenenia encapsulins1,51. One proposed function of the anammoxosome is to create a proton gradient for ATP 
synthesis, analogous to a single eukaryotic mitochondrion8. This analogy is supported by an immunogold label-
ling study that localized ATP synthases to the anammoxosome membrane52. Since the only known function of 
the anammoxosome is energy generation, and encapsulins have been found within the anammoxosome, together 
these results give some credence to hypothesizing that encapsulins might play a role in the anammox process 

Figure 4. Newly discovered full-length encapsulin sequences cluster into clades with identical cargo protein 
types. Dark green rectangles indicate that a cargo protein of that type is encoded immediately next to the 
encapsulin in the tree, while light green rectangles show that the indicated cargo type is not present. Grey 
rectangles indicate encapsulins that are present on contigs that are too short to reveal other genes. All bootstrap 
values above 0.75 are displayed on the tree as blue circles. Newly discovered encapsulins are shown in green, 
while their known closest relatives are shown in black. Newly discovered anammox encapsulins are displayed in 
bold green text while the entire anammox clade is outlined in blue.
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through the nitrite reductase piece of the cargo protein. However, direct proof of the role of encapsulins and their 
cargo proteins in the anammox reaction is still lacking.

Additional hypotheses for the function of anammox encapsulins have been formulated. The NiR-like section 
of the K. stuttgartiensis cargo protein is classified by CD-search as belonging to a family of NiR-like two domain 
laccases22. Laccases are enzymes that oxidize aromatic, particularly phenolic, compounds, while simultaneously 
reducing oxygen gas53. It is reasonable to hypothesize that aromatic oxidation instead of nitrite reduction could 
be the cargo protein’s function. In addition, many encapsulins are thought to be exported to the cell exterior22. If 
anammox encapsulins are exported and contain a functional laccase, then the function of anammox encapsulin 
cargo proteins may be to maintain an anaerobic environment around the outer cell membrane.

Although much progress has been made in the field of anammox biochemistry, many questions remain. These 
include explaining why anammox bacteria possess multiple copies of HAO-like proteins15 and tying the core 
anammox reaction elucidated by Kartal et al.7 to the metabolic flexibility15,54–56 that anammox organisms exhibit. 
Due to the HAO-like cargo proteins and cytochromes found in many encapsulins, a greater understanding of 
encapsulins may provide some clues to these outstanding questions.

It has become clear that anammox is a large contributor to marine fixed nitrogen loss. Anammox occurring 
in oxygen minimum zones and marine sediments is estimated to remove 70 Tg fixed N yr−1 57,58. This large flux 
is performed almost entirely by members of the Scalindua genus. As a result, it is crucial to understand the fun-
damental biochemistry underlying this sink of fixed nitrogen. Research into the role of encapsulins in anammox 
biochemistry is a promising avenue towards addressing this need.

conclusion and future Directions
While there are still relatively few experimentally characterized encapsulin systems, recent studies1 as well as this 
work provide additional evidence that encapsulin systems may be a widespread prokaryotic compartmentaliza-
tion strategy with unappreciated diversity. This study discovered new anammox encapsulin systems in Scalindua 
rubra, Scalindua sp. SCAELEC01 167, Brocadia caroliniensis, as well as a new Planctomycete encapsulin from an 
aquifer metagenome. The two Scalindua species contain a different cargo protein architecture than previously 
known freshwater encapsulins, illustrating that even within an ecological guild encapsulins have enzymatic diver-
sity. In addition to discovering new anammox encapsulins, metagenomic prospecting discovered twenty-four 
new encapsulins from a wide variety of environments. Phylogenetic analysis of these sequences as well as the new 
anammox sequences illustrate that, for the most part, encapsulins cluster by cargo protein type. This relationship 
provides evidence that encapsulins and their cargo evolve together and also allows the prediction of cargo pro-
teins for encapsulins found in metagenomic samples. Lastly, as only a minute fraction of the MG-RAST database 
was surveyed, many additional encapsulins likely await discovery through future searches.

Data availability
A link to example code for all bioinformatics programs is included in the Supplemental Materials. All sequences 
discussed in this paper are available in public databases or are contained in the Supplemental Materials.

Received: 23 January 2019; Accepted: 12 December 2019;
Published: xx xx xxxx

References
 1. Giessen, T. W. & Silver, P. A. Widespread distribution of encapsulin nanocompartments reveals functional diversity. Nat. Microbiol. 

2, 1–11 (2017).
 2. Kerfeld, C. A. & Erbilgin, O. Bacterial microcompartments and the modular construction of microbial metabolism. Trends 

Microbiol. 23, 22–34 (2015).
 3. Hintze, K. J. & Theil, E. C. Cellular regulation and molecular interactions of the ferritins. Cell. Mol. Life Sci. 63, 591–600 (2006).
 4. Lowe, J. & Amos, L. A. Crystal Structure of the Cell-Division Protein Ftsz. Nature 330, 325–330 (1998).
 5. Sutter, M. et al. Structural basis of enzyme encapsulation into a bacterial nanocompartment. Nat. Struct. Mol. Biol. 15, 939–947 

(2008).
 6. Rurup, W. F., Snijder, J., Koay, M. S. T., Heck, A. J. R. & Cornelissen, J. J. L. M. Self-sorting of foreign proteins in a bacterial 

nanocompartment. J. Am. Chem. Soc. 136, 3828–3832 (2014).
 7. Kartal, B. et al. Molecular mechanism of anaerobic ammonium oxidation. Nature 479, 127–130 (2011).
 8. van Niftrik, L. & Jetten, M. S. M. Anaerobic Ammonium-Oxidizing Bacteria: Unique Microorganisms with Exceptional Properties. 

Microbiol. Mol. Biol. Rev. 76, 585–596 (2012).
 9. Damste, J. S. S. et al. Linearly concatenated cyclobutane lipids form a dense bacterial membrane. Nature 419, 708–712 (2002).
 10. de Almeida, N. M. et al. Immunogold Localization of Key Metabolic Enzymes in the Anammoxosome and on the Tubule-Like 

Structures of Kuenenia stuttgartiensis. J. Bacteriol. 197, 2432–2441 (2015).
 11. Neumann, S. et al. Isolation and characterization of a prokaryotic cell organelle from the anammox bacterium Kuenenia 

stuttgartiensis. Mol. Microbiol. 94, 794–802 (2014).
 12. Moss, F. R. et al. Ladderane phospholipids form a densely packed membrane with normal hydrazine and anomalously low proton/

hydroxide permeability. Proc. Natl. Acad. Sci. 201810706, https://doi.org/10.1073/pnas.1810706115 (2018).
 13. Jetten, M. S. M. et al. Biochemistry and molecular biology of anammox bacteria biochemistry and molecular biology of anammox 

bacteria M. S. M. Jetten et al. Crit. Rev. Biochem. Mol. Biol. 44, 65–84 (2009).
 14. Jetten, M. S. M., Op den Camp, H. J. M., Kuenen, J. G. & Strous, M. No Title. In Bergey’s Manual of Systematic Bacteriology Vol. 4 (ed. 

Krieg, N. R.) 596–603 (2010).
 15. Strous, M. et al. Deciphering the evolution and metabolism of an anammox bacterium from a community genome. Nature 440, 

790–794 (2006).
 16. Maalcke, W. J. et al. Characterization of anammox hydrazine dehydrogenase, a key N2 producing enzyme in the global nitrogen 

cycle. J. Biol. Chem. 291, 17077–17092 (2016).
 17. Maalcke, W. J. et al. Structural basis of biological NO generation by octaheme oxidoreductases. J. Biol. Chem. 289, 1228–1242 (2014).
 18. Klotz, M. G. et al. Evolution of an octahaem cytochrome c protein family that is key to aerobic and anaerobic ammonia oxidation by 

bacteria. Environ. Microbiol. 10, 3150–63 (2008).

https://doi.org/10.1038/s41598-019-56533-5
https://doi.org/10.1073/pnas.1810706115


1 0Scientific RepoRtS |         (2019) 9:20122  | https://doi.org/10.1038/s41598-019-56533-5

www.nature.com/scientificreportswww.nature.com/scientificreports/

 19. Hooper, A. B. & Terry, K. R. Hydroxylamine Oxidoreductase from Nitrosomonas: Inactivation by Hydrogen Peroxide. Biochemistry 
16, 455–459 (1977).

 20. Igarashi, N., Moriyama, H., Fujiwara, T., Fukumori, Y. & Tanaka, N. The 2.8 A structure of hydroxylamine oxidoreductase from a 
nitrifying chemolithotrophic bacterium Nitrosomonas europaea. Nat. Struct. Biol. 4 (1997).

 21. Arciero, D. M. & Hooper, A. B. Evidence for a crosslink between c-heme and a lysine residue in cytochrome P460 of Nitrosomonas 
europaea. FEBS Lett. 410, 457–460 (1997).

 22. Kartal, B. et al. How to make a living from anaerobic ammonium oxidation. FEMS Microbiol. Rev. 37, 428–461 (2013).
 23. Haase, D., Hermann, B., Einsle, O. & Simon, J. Epsilonproteobacterial hydroxylamine oxidoreductase (εHao): characterization of a 

‘missing link’ in the multihaem cytochrome c family. Mol. Microbiol. 105, 127–138 (2017).
 24. Eddy, S. R. Accelerated profile HMM searches. PLoS Comput. Biol. 7, e1002195 (2011).
 25. Madeira, F. et al. The EMBL-EBI search and sequence analysis tools APIs in 2019. Nucleic Acids Res. 47, W636–W641 (2019).
 26. Marchler-Bauer, A. & Bryant, S. H. CD-Search: Protein domain annotations on the fly. Nucleic Acids Res. 32, 327–331 (2004).
 27. Sievers, F. et al. Fast, scalable generation of high-quality protein multiple sequence alignments using Clustal Omega. Mol. Syst. Biol. 

7 (2011).
 28. Sun, X. et al. Uncultured Nitrospina-like species are major nitrite oxidizing bacteria in oxygen minimum zones. ISME J., https://doi.

org/10.1038/s41396-019-0443-7 (2019).
 29. Van de Vossenberg, J. et al. The metagenome of the marine anammox bacterium ‘Candidatus Scalindua profunda’ illustrates the 

versatility of this globally important nitrogen cycle bacterium. Environ. Microbiol. 15, 1275–1289 (2013).
 30. Meyer, F. et al. The metagenomics RAST server - a public resource for the automatic phylogenetic and functional analysis of 

metagenomes. BMC Bioinformatics 9, 386–394 (2008).
 31. Peng, Y., Leung, H. C. M., Yiu, S. M. & Chin, F. Y. L. IDBA-UD: A de novo assembler for single-cell and metagenomic sequencing 

data with highly uneven depth. Bioinformatics 28, 1420–1428 (2012).
 32. Hyatt, D. et al. Prodigal: Prokaryotic gene recognition and translation initiation site identification. BMC Bioinformatics 11 (2010).
 33. Hendrix, R. W. & Johnson, J. E. Bacteriophage HK97 Capsid Assembly and Maturation. In Viral Molecular Machines (eds. Rossmann, 

M. G. & Rao, V. B.) 351–363, https://doi.org/10.1007/978-1-4614-0980-9_15 (Springer US, 2012).
 34. Pietilä, M. K. et al. Structure of the archaeal head-tailed virus HSTV-1 completes the HK97 fold story. Proc. Natl. Acad. Sci. 110, 

10604 LP–10609 (2013).
 35. Akita, F. et al. The Crystal Structure of a Virus-like Particle from the Hyperthermophilic Archaeon Pyrococcus furiosus Provides 

Insight into the Evolution of Viruses. J. Mol. Biol. 368, 1469–1483 (2007).
 36. Kim, M., Oh, H.-S., Park, S.-C. & Chun, J. Towards a taxonomic coherence between average nucleotide identity and 16S rRNA gene 

sequence similarity for species demarcation of prokaryotes. Int. J. Syst. Evol. Microbiol. 64, 346–351 (2014).
 37. Capella-Gutiérrez, S., Silla-Martínez, J. M. & Gabaldón, T. trimAl: a tool for automated alignment trimming in large-scale 

phylogenetic analyses. Bioinformatics 25, 1972–1973 (2009).
 38. Sánchez, R. et al. Phylemon 2.0: a suite of web-tools for molecular evolution, phylogenetics, phylogenomics and hypotheses testing. 

Nucleic Acids Res. 39, W470–W474 (2011).
 39. Price, M. N., Dehal, P. S. & Arkin, A. P. FastTree 2 – Approximately Maximum-Likelihood Trees for Large Alignments. PLoS One 5, 

1–10 (2010).
 40. Darriba, D., Taboada, G. L., Doallo, R. & Posada, D. ProtTest 3: fast selection of best-fit models of protein evolution. Bioinformatics 

27, 1164–1165 (2011).
 41. Letunic, I. & Bork, P. Interactive Tree Of Life (iTOL) v4: recent updates and new developments. Nucleic Acids Res. 47, W256–W259 (2019).
 42. Speth, D. R. et al. Draft Genome of Scalindua rubra, Obtained from the Interface Above the Discovery Deep Brine in the Red Sea, 

Sheds Light on Potential Salt Adaptation Strategies in Anammox Bacteria. Microb. Ecol. 74, 1–5 (2017).
 43. Rangel Shaw, D. et al. Candidatus Scalindua sp. SCAELEC01 167, whole genome shotgun sequence. Unpublished (2019).
 44. Park, H., Brotto, A. C., van Loosdrecht, M. C. M. & Chandran, K. Discovery and metagenomic analysis of an anammox bacterial 

enrichment related to Candidatus “Brocadia caroliniensis” in a full-scale glycerol-fed nitritation-denitritation separate centrate 
treatment process. Water Res. 111, 265–273 (2017).

 45. Anantharaman, K. et al. Thousands of microbial genomes shed light on interconnected biogeochemical processes in an aquifer 
system. Nat. Commun. 7, 13219 (2016).

 46. Gasteiger, E. et al. ExPASy: the proteomics server for in-depth protein knowledge and analysis. Nucleic Acids Res. 31, 3784–3788 (2003).
 47. Stewart, F. J., Ulloa, O. & Delong, E. F. Microbial metatranscriptomics in a permanent marine oxygen minimum zone. Environ. 

Microbiol. 14, 23–40 (2012).
 48. Glass, J. B. et al. Meta-omic signatures of microbial metal and nitrogen cycling in marine oxygen minimum zones. Front. Microbiol. 

6, 998 (2015).
 49. Tsementzi, D. et al. SAR11 bacteria linked to ocean anoxia and nitrogen loss. Nature 536, 179–183 (2016).
 50. van Niftrik, L. et al. Combined structural and chemical analysis of the anammoxosome: a membrane-bounded intracytoplasmic 

compartment in anammox bacteria. J. Struct. Biol. 161, 401–410 (2008).
 51. Ferousi, C. et al. Iron assimilation and utilization in anaerobic ammonium oxidizing bacteria. Curr. Opin. Chem. Biol. 37, 129–136 

(2017).
 52. Van Niftrik, L. et al. Intracellular localization of membrane-bound ATPases in the compartmentalized anammox bacterium 

‘Candidatus Kuenenia stuttgartiensis’. Mol. Microbiol. 77, 701–715 (2010).
 53. NCBI. Conserved Protein Domain Family CuRO_1_2_DMCO_NIR_like_2. cd14449 The cupredoxin domain 1 of a two domain 

laccase related to nitrite reductase (2019). Available at: https://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?ascbin=8&maxaln= 
10&seltype=2&uid=cd14449 (Accessed: 6th June 2019).

 54. Kartal, B. et al. Candidatus “Anammoxoglobus propionicus” a new propionate oxidizing species of anaerobic ammonium oxidizing 
bacteria. Syst. Appl. Microbiol. 30, 39–49 (2007).

 55. Kartal, B. et al. Candidatus ‘Brocadia fulgida’: an autofluorescent anaerobic ammonium oxidizing bacterium. FEMS Microbiol. Ecol. 
63, 46–55 (2008).

 56. Van De Vossenberg, J. et al. Enrichment and characterization of marine anammox bacteria associated with global nitrogen gas 
production. Environ. Microbiol. 10, 3120–3129 (2008).

 57. Gruber, N. The marine nitrogen cycle: overview and challenges. Nitrogen Mar. Environ. 2, 1–50 (2008).
 58. Babbin, A. R., Keil, R. G., Devol, A. H. & Ward, B. B. Organic matter stoichiometry, flux, and oxygen control nitrogen loss in the 

ocean. Science (80-.). 344, 406–408 (2014).

Acknowledgements
We thank Xin Sun for providing her ETSP metagenome and assemblies of the Glass et al. and Tzementzi et al. 
metagenomes to search, Michael Jetten for providing metagenomic data from van de Vossenberg et al., Ashley 
Maloney for aid in creating Figure 3, and Zena Cardman and Jennifer Macalady for searching their Dominican 
Republic cave metagenome samples for us. This work was funded in part by the Gordon and Betty Moore 
Foundation, Grant Number 5506.

https://doi.org/10.1038/s41598-019-56533-5
https://doi.org/10.1038/s41396-019-0443-7
https://doi.org/10.1038/s41396-019-0443-7
https://doi.org/10.1007/978-1-4614-0980-9_15
https://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?ascbin=8&maxaln=10&seltype=2&uid=cd14449
https://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?ascbin=8&maxaln=10&seltype=2&uid=cd14449


1 1Scientific RepoRtS |         (2019) 9:20122  | https://doi.org/10.1038/s41598-019-56533-5

www.nature.com/scientificreportswww.nature.com/scientificreports/

Author contributions
J.T., M.C. and M.C.Y.L. performed the metagenomics analysis. J.T., M.C., M.C.Y.L. and B.W. designed 
metagenomics analysis research. T.G. performed and T.G. and P.S. analyzed the Scalindua rubra encapsulin 
expression experiment in E. coli. J.T. and B.W. wrote the main manuscript text. J.T. prepared Figures 1a, 1c, 1d, 2, 
3, and 4. T.G. prepared Figure 1b. All authors reviewed the manuscript.

competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-019-56533-5.
Correspondence and requests for materials should be addressed to J.C.T.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-56533-5
https://doi.org/10.1038/s41598-019-56533-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	The Discovery of Twenty-Eight New Encapsulin Sequences, Including Three in Anammox Bacteria
	Methods
	BLASTp Searches for Planctomycete Encapsulins. 
	Characterization of the Scalindua rubra Encapsulin. 
	HMMER Searches for Scalindua and Other Novel Encapsulins in Environmental Metagenomes. 
	Construction of the Encapsulin Phylogenetic Tree. 

	Results
	BLASTp Searches for Planctomycete Encapsulins. 
	Characterization of the Scalindua rubra Encapsulin. 
	HMMER Searches for Scalindua and Other Novel Encapsulins in Environmental Metagenomes. 

	Discussion
	Conclusion and Future Directions
	Acknowledgements
	Figure 1 Comparison of newly discovered and previously known Planctomycete encapsulins.
	Figure 2 The S.
	Figure 3 HMMER searches of OMZ metagenomes, as well as other environmental metagenomes, with an HMM profile of all 913 previously known encapsulins and the Scalindua rubra encapsulin as query returned twenty-four new encapsulins.
	Figure 4 Newly discovered full-length encapsulin sequences cluster into clades with identical cargo protein types.




