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Abstract 

Background  Magnetotactic bacteria (MTB) are a unique group of microorganisms that sense and navigate 
through the geomagnetic field by biomineralizing magnetic nanoparticles. MTB from the phylum Nitrospirota (previ-
ously known as Nitrospirae) thrive in diverse aquatic ecosystems. They are of great interest due to their production 
of hundreds of magnetite (Fe3O4) magnetosome nanoparticles per cell, which far exceeds that of other MTB. The 
morphological, phylogenetic, and genomic diversity of Nitrospirota MTB have been extensively studied. However, 
the metabolism and ecophysiology of Nitrospirota MTB are largely unknown due to the lack of cultivation techniques.

Methods  Here, we established a method to link the morphological, genomic, and metabolic investigations 
of an uncultured Nitrospirota MTB population (named LHC-1) at the single-cell level using nanoscale secondary-
ion mass spectrometry (NanoSIMS) in combination with rRNA-based in situ hybridization and target-specific 
mini-metagenomics.

Results  We magnetically separated LHC-1 from a freshwater lake and reconstructed the draft genome of LHC-1 
using genome-resolved mini-metagenomics. We found that 10 LHC-1 cells were sufficient as a template to obtain 
a high-quality draft genome. Genomic analysis revealed that LHC-1 has the potential for CO2 fixation and NO3

− reduc-
tion, which was further characterized at the single-cell level by combining stable-isotope incubations and NanoSIMS 
analyses over time. Additionally, the NanoSIMS results revealed specific element distributions in LHC-1, and that the 
heterogeneity of CO2 and NO3

− metabolisms among different LHC-1 cells increased with incubation time.

Conclusions  To our knowledge, this study provides the first metabolic measurements of individual Nitrospirota MTB 
cells to decipher their ecophysiological traits. The procedure constructed in this study provides a promising strat-
egy to simultaneously investigate the morphology, genome, and ecophysiology of uncultured microbes in natural 
environments.
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Introduction
With the development of microscopy and sequenc-
ing techniques, the morphological and (meta)genomic 
identification and characterization of environmental 
microbes have been greatly advanced. However, verifi-
cation of metabolic features that are predicted from the 
obtained genomic data, as well as the quantitative infor-
mation on the ecophysiology of the individual uncultured 
microbes, remains very challenging. Nanoscale second-
ary-ion mass spectrometry (NanoSIMS) is a powerful 
tool that can be used to measure the distribution of sta-
ble isotopes in the microbes at a single-cell resolution. It 
allows the uptake of stable-isotope labeled substrates to 
be monitored over time and directly linking individual 
cells to their phylogenies and metabolic activities in the 
environment by combining with molecular identification 
tools, such as fluorescence in situ hybridization (FISH) 
[1–4].

Magnetotactic bacteria (MTB) are a group of micro-
organisms that sense and navigate along the geomag-
netic field. This unique ability of MTB is endowed by 
the production of intracellular magnetic nanoparticles 
of magnetite (Fe3O4) and/or Greigite (Fe3S4), defined as 
magnetosomes [5, 6]. Magnetosome crystals are usually 
arranged in one or multiple linear chains within the cell, 
creating a permanent magnetic dipole moment and act-
ing as a type of magnetoreceptor for the cell [7]. MTB are 
commonly found in a wide range of aquatic ecosystems 
and have been proposed to play important roles in the 
global biogeochemical cycling of Fe, C, N, S, P, etc. [8]. At 
least 16 different phyla of MTB have been identified thus 
far, although only a few have been cultivated in the labo-
ratory [9]. Therefore, high-resolution information on the 
genetics, metabolism, and evolution of MTB populations 
remains mainly based on a few cultured MTB species, 
such as Magnetospirillum magneticum strain AMB-1 
(AMB-1) and M. gryphiswaldense strain MSR-1 (MSR-1), 
which have been studied in detail using molecular biol-
ogy approaches. The verified metabolic activities and 
ecophysiological roles of MTB within other MTB phyla 
are very limited.

One of the most intriguing MTB phyla is the Nitros-
pirota phylum (previously known as Nitrospirae). In con-
trast to other MTB, they can produce many hundreds of 
(up to 1000) Fe3O4-type magnetosomes per cell, and the 
magnetosomes are normally arranged in multiple bun-
dles of chains [10, 11]. Nitrospirota MTB were originally 
considered to live in restricted environments with lim-
ited cell abundance. However, recent studies have shown 
that they are actually quite abundant in various aquatic 
ecosystems, including freshwater [12–15], estuaries [8], 
marine [16, 17], hot springs [18–20], and acidic peatlands 
[21]. Therefore, Nitrospirota MTB could make important 

contributions to aquatic biogeochemical cycles and to 
the natural remanent magnetism of sediments. Cultiva-
tion of Nitrospirota MTB under controlled laboratory 
conditions has not yet been achieved, which could be due 
to a lack of critical information on their ecology, physi-
ology, and key natural products for their growth. Previ-
ously, most diversity and ecology studies of Nitrospirota 
MTB have been based on 16S rRNA gene-based analy-
ses; while more recently, omics-based studies provide an 
opportunity for predicting their metabolic potential [11, 
16, 22–26]. Although the morphological and genomic 
investigations of Nitrospirota MTB have been greatly 
improved, to our knowledge, no literature has docu-
mented their verified metabolic activities and ecophysi-
ological roles.

In this study, we developed a correlative pipeline that 
combines electron microscopy, FISH, target-specific 
mini-metagenomics, and NanoSIMS-based stable-iso-
tope analysis to characterize the morphology, phylog-
eny, genome, and metabolic activity of uncultured MTB 
at the single-cell level (Fig.  1). We applied this pipeline 
to characterize an uncultured Nitrospirota MTB popu-
lation (named LHC-1). We recovered the high-quality 
draft genome of LHC-1 and revealed that LHC-1 had the 
potential to fix carbon dioxide (CO2) and take up nitrate 
(NO3

−) as a nitrogen source to produce energy and bio-
mass. Furthermore, we uncovered the distribution of 
C, N, O, and S elements in LHC-1 cells over time and 
observed cell-to-cell heterogeneity of carbon and nitro-
gen uptake within LHC-1 population. Moreover, the car-
bon and nitrogen uptake rates appeared to be related to 
the growth status of LHC-1 cells. Overall, our study pro-
vides the first experimental evidence of carbon and nitro-
gen uptake by Nitrospirota MTB at the single-cell level, 
shedding new light on their metabolism and ecology in 
the natural environment.

Materials and methods
Sample collection and morphological observation
Sediment samples were collected from freshwater Lian-
huachi Lake, Beijing, China (39°53′27″N, 116°18′52″E). 
The ambient air temperature during the sampling was 
about 25–30 °C. Briefly, surface sediments (5–10 cm) of 
the lake were collected using 600-ml plastic flasks and 
stored in the laboratory at room temperature. The sedi-
ment had a pH of 7.1 and a salinity of 0.52 ppt. A drop of 
sediment was observed using the “hanging-drop” method 
[27] under an Olympus BX51 microscope (Olympus Cor-
poration, Japan) to check for the presence of MTB cells. 
For those samples containing MTB cells, the MTB cells 
were enriched using the “capillary racetrack” method 
[28].
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For transmission electron microscopy (TEM) obser-
vation, 2 µL of enriched MTB cells was applied on a 
copper grid coated with formvar and carbon films (Bei-
jing XXBR Technology Co., Ltd., China). After the grids 
were dried in a 35 °C incubator, they were washed with 
milliQ water and dried again in the 35 °C incubator. 
Then the dried cells were imaged on a JEM-2100 HR 
Electron Microscope (JEOL Ltd., Japan) at an acceler-
ating voltage of 200 kV. The magnetosome crystal size 
quantification was performed as described previously 
[29]. Briefly, individual crystals were manually meas-
ured using the Fiji software [30]. The longest axis of the 
crystal is reported as crystal size or length, and the axis 
perpendicular to that is considered the width.

PCR, cloning, and DNA sequencing
16S rRNA genes were PCR amplified from the magneti-
cally enriched MTB samples using the bacterial uni-
versal primers 27F (5′-AGA​GTT​TGA​TCC​TGG​CTC​
AG-3′) and 1492R (5′-GGT​TAC​CTT​GTT​ACG​ACT​
T-3′) [31]. About 1400-bp PCR products were purified 
with the E.Z.N.A. Gel Extraction Kit (Omega Bio-Tek, 
USA) and ligated with the pMD19-T vector (TaKaRa, 
Japan), followed by transformation into DH5α com-
petent cells and culturing on the LB agar plates con-
taining ampicillin (100 ng/μL). Vector inserts from 10 
randomly selected colonies were chosen for Sanger 
sequencing. The obtained sequences were clustered 

Fig. 1  The pipeline developed in this study. For the target-specific cell sorting and mini-metagenomics, different numbers of magnetotactic 
bacteria (MTB) cells were sorted with a micromanipulation system (Step 1), which were then lysed and used as the template of whole genome 
amplification (Step 2). After sequencing, assembly, and binning, the draft genome of the MTB population was obtained (Step 3). Genome 
annotation and subsequent analysis (including phylogeny analysis, metabolism analysis) were then performed (Step 4). For the NanoSIMS-based 
isotopic analysis, the stable-isotope incubated MTB cells were first magnetically enriched (Step 1), then characterized by fluorescence in 
situ hybridization (FISH) (Step 2) and focused ion beam scanning electron microscope (FIB-SEM) (Step 3), and finally analyzed by NanoSIMS 
at the single-cell level (Step 4)
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into operational taxonomic units (OTUs) at a threshold 
of 97% sequence identity using Mothur v1.43.0 [32].

Single‑cell sorting and whole genome amplification
A micromanipulation system was employed to separate 
MTB cells directly from the sediment. This system con-
tains three parts: an inverted phase contrast microscope 
Olympus IX51 (Olympus Corporation, Japan), an IM-21 
Microinjector (Narishige, Japan), and a MMO-202ND 
Three-axis Joystick Type Oil Hydraulic Fine Microma-
nipulator (Narishige, Japan) (Fig. S1). The whole sort-
ing process was conducted on a clean bench, including 
three main steps: (i) cell separation from sediment, (ii) 
cell washing, and (iii) cell counting and cryopreservation. 
Firstly, we used a sterilized glass slide as a sorting stage, 
and ferrite magnets were placed on the left side of the 
slide to create a magnetic field with the south pole of the 
magnet close to the sample (Fig. S1). A drop of sediment 
was placed onto the right end of the slide, and a drop of 
filter-sterilized sample water was then placed next to it. 
Using a Pasteur pipette, two drops were linked together. 
Under the magnetic field, MTB cells swam to the edge 
of the water droplet and were then collected using the 
micromanipulator. For the washing step, enriched cells 
were released into a filter-sterilized sample water and 
recollected at the edge of the droplets. Then, this washing 
step was repeated one time with filter-sterilized sample 
water and two more times with sterilized 1X PBS solu-
tion. Finally, six 200-μl centrifuge tubes containing 2 μl 
of 1X PBS solution with 1, 5, 10, 20, 50, and 100 LHC-1 
cells, respectively, were cryopreserved at −20 °C until 
further processing.

For each centrifuge tube, whole genome amplification 
was conducted using the multiple displacement ampli-
fication (MDA) method with φ29 polymerase (REPLI-g 
Single Cell Kit, Qiagen). Cells were first lysed at 65 °C for 
10 min using the lysis buffer, and a master mix contain-
ing φ29 polymerase was added into the tube (the final 
reaction volume was 50 μL). The amplification was per-
formed for 8 h at 30 °C and heated to 65 °C for 10 min 
to stop the reaction. Amplified DNA was extracted using 
the Mag-MK PCR Products Purification Kit (Sangon 
Biotech, China), and the length of DNA fragments was 
examined by gel electrophoresis.

Genomic sequencing, assembly, and annotation
Genomic sequencing, assembly, and annotation were 
performed as described previously [24]. Briefly, shotgun 
sequencing of six samples was performed using Illu-
mina HiSeq 2500 using the pair-end 125 × 125 library 
with a 600-bp insert size (Beijing Genomics Institute, 
China). For each sample, the adapter sequences and low-
quality bases were removed from the raw reads, and the 

cleaned reads were assembled using metaSPAdes v3.13.0 
[33] with the following parameters: --only-assembler 
-k 31, 41, 51, 61, 71, 81, 91, 101, 111, and 121. Cover-
age information was determined using Bowtie2 v2.3.4.3 
[34] and SAMtools v1.6 [35]. Thereafter, the assembled 
contigs and scaffolds longer than 2500 bp were binned 
using MetaBAT v0.26.1 [36] (--verysensitive mode). The 
quality of the draft genomes was assessed by CheckM 
v1.0.12 [37] using the “lineage_wf” workflow, CheckM2 
v1.0.1 [38] with the “specific” neural network model, 
and BUSCO v5.6.1 [39] with bacteria_odb10 (2024-01-
08) lineage dataset using default parameters. Finally, the 
draft genomes were annotated using Prokka v1.11 [40] 
with default parameters. The candidate magnetosome 
gene clusters (MGCs) were first identified using Mag-
Cluster v0.2.2 [41] with minimum number of magneto-
some genes in a given contig set to 3 (“--threshold 3”) 
and then manually checked using the BLASTp program 
against the NCBI nonredundant protein sequences (nr) 
database [42]. The general genomic features were evalu-
ated by QUAST v5.0.2 [43]. 16S rRNA gene sequence 
was retrieved from the draft genome and compared with 
known MTB 16S rRNA gene sequences. The metabolic 
potential of the LHC-1 genome was analyzed using MET-
ABOLIC v4.0 [44] and KEGG [45] with the BlastKOALA 
[46] tool.

Phylogeny and taxonomic classification analysis
The 16S rRNA genes of the two OTUs (LHC-1 and LHC-
2) obtained from magnetically enriched cells were first 
searched against the NCBI’s nucleotide collection (nr/
nt) database using BLASTn search (E-value < 1e-05) [47]. 
Then, closely related and representative MTB 16S rRNA 
genes that were previously published were downloaded, 
and a total of 34 16S rRNA gene sequences were used to 
construct the phylogenetic tree. Briefly, sequences were 
first imported into MEGA v11.0.13 [48] and aligned with 
ClustalW [49]. The aligned sequences were trimmed to 
remove the poorly aligned regions, and the tree was then 
built using the MEGA phylogeny module under the max-
imum composite likelihood model with the bootstrap 
value set to 1000. The tree was rooted with Thermodes-
ulfobacterium geofontis OPF15 (GenBank accession 
numbers CP002829.1) and Thermodesulfobacterium 
commune DSM 2178 and (CP008796.1), visualized using 
Interactive Tree Of Life (iTOL v6) [50], and finalized 
using the open-source vector graphics editor Inkscape 
(https://​inksc​ape.​org/).

To further infer the phylogenetic placement of LHC-1 
in the Nitrospirota phylum, we performed phylog-
enomic and taxonomic classification analysis. For phy-
logenomic analysis, all previously published Nitrospirota 
MTB genomes (n = 41) and 159 species-representative 

https://inkscape.org/
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(according to GTDB database release 214) non-MTB 
genomes belonging to the Nitrospirota phylum were 
downloaded from GenBank database. The 120 single-
copy marker proteins [51] in those genomes were iden-
tified using GTDB-Tk (v2.1.0) [52] “identify” method. 
Multiple sequence alignment file of concatenated 120 
single-copy marker proteins was then generated using 
GTDB-Tk “align” method. Finally, the phylogenomic 
tree was built using IQ-TREE (v2.0.3) [53] with a “TEST” 
option for the best-fit substitution model selection (LG 
+ F + I + G4) and ultrafast bootstrap value set to 1000. 
The tree was then visualized using iTOL (v6) [50]. To 
test LHC-1’s novelty, pairwise average nucleotide iden-
tity (ANI) analysis was performed using FastANI (v1.1) 
[54] where all previously published Nitrospirota MTB 
genomes, along with the LHC-1 genome, were used as 
both the query genomes and reference genomes. To 
examine the pairwise ANI analysis result, we developed 
a Python package pairwiseANIviz (v1.0) (https://​github.​
com/​RunJi​aJi/​pairw​iseAN​Iviz) which is specialized for 
pairwise ANI visualization. The ANI value matrix was 
then visualized using pairwiseANIviz (v1.0), and a heat-
map of ANI values was generated. Both the phylog-
enomic tree and ANI heatmap were finalized using the 
open-source vector graphics editor Inkscape (https://​
inksc​ape.​org/).

Stable‑isotope incubation
For NanoSIMS analysis of Nitrospirota MTB cells, the 
collected sediment samples were first pooled and gently 
mixed and then equally divided into 15 subsamples (~25 
mL), which were further kept at room temperature for 5 
days in the dark for the recovery of local microenviron-
ments and the increase of Nitrospirota MTB cells. Each 
of the 15 subsamples contained about 17 mL of sediment 
and 8 mL of lake water. All subsamples were examined 
under a light microscope to ensure the existence of rod-
shaped Nitrospirota MTB cells. Then, the isotopes incu-
bation started by adding 112.5 μL of 1-M Na15NO3 (98 
atom% 15N, Sigma-Aldrich) and 50 μL of 1-M NaH13CO3 
(98 atom% 13C, Sigma-Aldrich) into each subsample. 
MTB cells were magnetically enriched using the “capil-
lary racetrack” method [28] at 1 h, 2.5 h, 8 h, 11 h, 16.5 
h, 17.5 h, and 23 h, respectively. The enriched cells were 
washed twice with milliQ water and finally resuspended 
with 50-μL milliQ water.

Fluorescence in situ hybridization (FISH)
After 1 h of isotope incubation, the MTB cells were 
enriched and fixed with 4% paraformaldehyde at 4 °C 
for 8 h. At the same time, untreated Escherichia coli (E. 
coli) strain DH5a cells were also fixed with 4% paraform-
aldehyde at 4 °C for 8 h and used as a negative control. 

Both types of fixed cells were pelleted and resuspended 
in 100 μL of 50% ethanol in 1X PBS and stored at −20 
°C until further processing. Fixed MTB and E. coli cells 
were mixed and placed on a silicon wafer (one inch in 
diameter, Beijing Jingmei Hongye Technology Co., Ltd.), 
then air-dried at room temperature, and subsequently 
dehydrated using ethanol at different concentrations 
(50, 80, and 100%, with each concentration applied for 
3 min). Two probes were used for hybridization. One 
was a specific probe labeled with Cy3 (an orange fluo-
rescent dye). This probe, named BTC19, was designed 
based on the 16S rRNA gene sequence retrieved from 
the draft genome of LHC-1 cells (5′-Cy3-ACT​ATG​ATC​
CGT​TCG​ACC​-3′). Another one was the universal bacte-
rial probe EUB338 labeled with a green fluorescent dye 
FAM (5′-FAM-GCT​GCC​TCC​CGT​AGG​AGT​-3′) [55]. 
For hybridization experiments, 9 μL of hybridization 
buffer was applied at each dried cell spot, and 1 μL of 
each probe was added to the hybridization buffer. After 
keeping the silicon wafer at 46 °C for 3 h in the dark, the 
excess probes were removed by immersing the silicon 
wafer into wash buffer at 48 °C for 15 min. After wash-
ing with milliQ water, the silicon wafer was air-dried at 
room temperature. The cells on the silicon wafer were 
finally observed and photographed with an epifluores-
cence microscope Olympus Optical BX51 equipped with 
a DP70 digital camera system (Olympus Corporation, 
Japan).

FIB‑SEM and NanoSIMS analyses
The silicon wafer with enriched MTB cells was placed in 
a scanning electron microscope (SEM) equipped with a 
focused ion beam (FIB) system (Zeiss Auriga Compact 
FIB-SEM, Germany). Platinum (Pt) rectangles (15 μm in 
length, 1.5 μm in width) were deposited using the Pt ion 
beam under FIB mode to be used as a marker for regions 
of interest (ROI). After SEM observation and Pt deposi-
tion via FIB, the silicon wafer was then transferred into 
NanoSIMS 50L (Cameca, Gennevilliers, France). By 
tracking Pt marks, ROIs were easily relocated in the sec-
ondary electron image mode of NanoSIMS 50L. Selected 
ROIs were scanned by a primary Cs+ ion beam with a 
beam current of 1pA and a beam diameter of ~100 nm. 
The raster resolution is 256 × 256 pixels with a dwelling 
time of 5 ms per pixel. The raster sizes range from 5 to 41 
μm, and the corresponding cell numbers range from 1 to 
14. Secondary ion imags of 12C−, 13C−, 12C14N−, 12C15N−, 
16O−, and 32S− were obtained in parallel. For each ion, six 
planes were consecutively captured.

NanoSIMS data were analyzed using the ImageJ plugin 
OpenMIMS developed by the National Resource for 
Imaging Mass Spectrometry at Harvard [56]. For each 
ion, six planes were first drift-corrected and compressed 

https://github.com/RunJiaJi/pairwiseANIviz
https://github.com/RunJiaJi/pairwiseANIviz
https://inkscape.org/
https://inkscape.org/
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into the final NanoSIMS image, and then the LHC-1 
cells were manually outlined as ROIs. The isotope 
ratios of 13C−/12C− and 15N−/14N− (inferred from the 
12C15N−/12C14N− ratio) for each LHC-1 cells were calcu-
lated. LHC-1 cells from control bottles without isotope 
additions served as controls and natural abundance lev-
els. The cell size (length and width) was also measured at 
the same time.

Statistical analyses
All datasets were analyzed for normality using the Sha-
piro-Wilk test and considered normal distribution if p 
> 0.05. Unpaired Student t-tests (normally distributed 
datasets) or Mann-Whitney U-test (non-normally dis-
tributed datasets) were performed to identify the differ-
ence of intracellular isotopic ratios among seven different 
time points. The differences were considered significant 
if p < 0.05.

Considering the nonuniformity and systematic errors 
inherent in the experimental data, we employed a statis-
tical fitting approach based on the bootstrap sampling 
algorithm [57]. Initially, 70% of the data at each time 
point were randomly sampled, and their medians were 
calculated as the statistical value for that specific time 
point. Subsequently, a second-order polynomial was per-
formed to fit these statistical values at each time point 
in order to obtain the corresponding fitting parameters. 
Finally, this entire process was repeated 10,000 times 
to determine the fitting parameter with the highest fre-
quency of occurrence as our ultimate fitting result. The 
method effectively mitigates the bias in fitting results 
through extensive bootstrap sampling, thereby provid-
ing a more accurate representation of the underlying pat-
terns within experimental data.

Results
Morphological identification and phylogenetic diversity 
of MTB
To search for MTB cells, the sediments of Lianhuachi 
Lake were collected and examined by a “hanging-drop” 
method [27]. MTB cells were then enriched by a “capil-
lary racetrack” method [28] and examined by light and 
electron microscopy. We observed two different types of 
MTB cells (Fig. 2a). The dominant type was rod-shaped 
cells named Lianhuachi-1 (LHC-1), and another type was 
spherical cells named Lianhuachi-2 (LHC-2).

TEM observation showed that LHC-1 cells (~5.0 μm in 
length and ~1 μm in diameter) produce a few hundred 
bullet-shaped magnetic crystals that are organized into 
two to four bundles of chains (Fig.  2b), which are mor-
phologically similar to previously identified Nitrospirota 
MTB strains such as ‘Candidatus Magnetobacterium 
cryptolimnobacter’ (XYR) [58] (5–7 μm in length and 

1–2 μm in diameter), ‘Ca. Magnetobacterium casen-
sis’ (Mcas) [22] (6–8 μm in length and 1–3 μm in diam-
eter), and ‘Ca. Magnetobacterium bavaricum’ (Mbav) 
[10] (8–10 μm in length and 1.5–2 μm in diameter). 
LHC-2 cells (~1.2 μm in diameter) produce prismatic-
shaped magnetic crystals, which are organized into two 
separated single chains on the opposite side of the cell 
(Fig.  2c). The size distribution of magnetosome crystals 
in LHC-1 and LHC-2 is shown in Fig. 2d. LHC-1 repre-
sents a bimodal crystal size distribution with peaks cen-
tered in the 90–100 nm and 110–120 nm size ranges. 
LHC-2 also shows a bimodal crystal size distribution, but 
its peaks are centered in the 80–100 nm and 120–130 nm 
size ranges. The average length of the crystals in LHC-1 
and LHC-2 is 98.6 ± 25.4 nm and 104.6 ± 29.6 nm, 
respectively. The shape factor of crystals (width/length 
ratio) differs between LHC-1 (0.43) and LHC-2 (0.75) 
cells (Fig. 2e). A further scatterplot and regression analy-
sis of crystal width versus crystal length shows that the 
crystals in LHC-2 grow along both the length and width 
axis, indicating a more isotropic growth pattern. In con-
trast, the crystals in LHC-1 grow predominantly along 
the length axis, suggesting a more anisotropic growth 
pattern (Fig. 2e).

To identify the taxonomy of these two types of MTB, 
we employed 16S rRNA gene analysis of the magnetically 
enriched MTB cells. The 16S rRNA gene-based phylo-
genetic tree shows that the dominant amplicon (OTU1) 
was closely related to XYR [58] (99.9% identity), Mcas 
[22] (99.7% identity), uncultured Nitrospirota bacterium 
clone G38 [59] (99.6% identity), and Mbav [10] (98.1% 
identity) (Fig.  2f ), indicating that the dominant LHC-1 
cells likely belong to the Nitrospirota phylum, which was 
further confirmed by phylogenomic analysis and FISH 
(see more details below). The other less abundant ampli-
con (OTU2) was closely related to a previously identi-
fied uncultured Magnetococcales bacterium clone UR-1 
(GenBank accession number MK813936, 98.2% iden-
tity) belonging to the ‘Candidatus Etaproteobacteria’ 
class (Magnetococcia according to the GTDB taxonomy) 
(Fig.  2f ), indicating that the less abundant LHC-2 cells 
may be affiliated with the Etaproteobacteria class of the 
Pseudomonadota phylum. Given the significant interest 
in Nitrospirota MTB and the higher abundance of LHC-1 
cells in the collected samples, we focused on the LHC-1 
cells in this study.

Genomic characterization and metabolism prediction 
of ‘Candidatus Magnetobacterium’ sp. LHC‑1
To obtain its genome, LHC-1 cells were isolated from 
the sediment through single-cell sorting using a micro-
manipulation system (Step 1 on the left side in Fig. 1). 
We examined the minimum number of cells needed 
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to reconstruct the draft genome of LHC-1. Thus, 1, 5, 
10, 20, 50, and 100 LHC-1 cells were obtained from the 
sediment, respectively. Each cell population underwent 
whole genome amplification, sequencing, assembly, 
and binning (Steps 2 and 3 on the left side in Fig.  1). 
The results indicate that high- to medium-quality draft 
genomes (completeness > 70% and contamination < 
5%) could be reconstructed from samples containing 
10 or more LHC-1 cells (Table  1). The pairwise aver-
age nucleotide identity (ANI) values of genomes recon-
structed from 10 or more cells were above 99.99%, 
indicating that they originated from the same MTB 
species, which was named as ‘Candidatus Magnetobac-
terium’ sp. LHC-1.

Here, we chose the draft genome generated from 10 
LHC-1 cells for further analyses due to its highest com-
pleteness and low contamination estimated by CheckM, 
CheckM2, and BUSCO (Table 1). The genome of LHC-1 
is about 4.08 Mbp with an average GC content of 48.69%. 
It contains 283 scaffolds (the largest scaffold is 119.447 
kb, and N50 = 22.734 kb), 3764 putative genes, 21 tRNA 
genes, and 3 rRNA genes. The 16S rRNA gene sequence 
from the genome of LHC-1 represents 100% identity to 
the 16S rRNA gene sequence of OTU1, confirming that 
the obtained genome was from the rod-shaped LHC-1 
cells.

We performed a phylogenomic analysis of LHC-1 
with 41 available Nitrospirota MTB genomes and 159 

Fig. 2  Morphological and 16S rRNA gene-based phylogenetic identification of two kinds of MTB. a Light microscopy image of MTB cells 
at the edge of a water droplet. The blue arrowhead indicates the slow-moving large rod-shaped MTB (LHC-1), and the orange arrowhead indicates 
the spherical-shaped fast-moving small magnetotactic cocci (LHC-2). b and c TEM images of a LHC-1 cell (b) and a LHC-2 cell (c). Insets of b 
and c: magnification of the magnetosomes in black dashed rectangles. d Crystal length distribution of LHC-1 and LHC-2 cells. e Shape factor 
(width/length ratio) of crystals in LHC-1 and LHC-2 cells. Each blue (LHC-1) and orange (LHC-2) dot represents one magnetosome. n = 320 
(LHC-1) and 69 (LHC-2) in d and e, respectively. f Phylogenetic positions of OTU1 (LHC-1) and OTU2 (LHC-2) based on 16S rRNA gene sequences. 
Thirty-three previously published MTB 16S rRNA genes were used to construct the phylogenetic tree. The maximum likelihood phylogenetic tree 
was constructed using the MEGA v11.0.13 under the maximum composite likelihood model with the bootstrap value set to 1000. The bootstrap 
values of each node are indicated. Phyla names are illustrated on the right side of the figure. Besides, class names of phylum Pseudomonadota 
(previously known as Proteobacteria) were also illustrated, including η-proteobacteria (Magnetococcia according to the GTDB taxonomy), 
α-proteobacteria, and γ-proteobacteria. Branches belonging to different taxa are colored according to the names of different taxa
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Nitrospirota non-MTB genomes based on 120 bacterial 
single-copy concatenated protein sequence alignments 
(Fig.  3a, see Supplementary file data sheet 1 for more 
information). Of the 120 single-copy marker genes exam-
ined, 110 were identified in the LHC-1 genome. For each 
of these markers in the LHC-1 genome, a blastp search 
was performed against the NCBI nr database. The results 
showed high similarities with the corresponding marker 
proteins of Nitrospirota microbes, which is consistent 
with the phylogenomic analysis using GTDB-Tk. Thus far, 
all reported draft genomes of Nitrospirota MTB belong 
to the Thermodesulfovibrionia class. The phylogenomic 
analysis result confirmed that LHC-1 is affiliated with the 
Nitrospirota phylum, and LHC-1 has a close relationship 
with the genomes of the morphologically identified XYR 
and Mcas strains, which is consistent with the result of 
16S rRNA gene phylogenetic analysis (Fig.  2f ). We fur-
ther performed the ANI analysis of LHC-1 and available 
Nitrospirota MTB genomes (Fig. 3b, see Supplementary 
file data sheet 2 for more information), which indicates 
that LHC-1 and the other three previously published 
MTB genomes (XYR [58], DC0425bin1 [24], and nDC-
0425bin1 [21]) belong to the same species (> 95% ANI 
[60]).

Magnetosome gene cluster (MGC) involved in magne-
tosome biosynthesis and organization has been identi-
fied in the LHC-1 genome. The MGC region of LHC-1 
contains 26 magnetosome genes, including 10 magne-
tosome‐associated membrane (mam) genes of mamK, 
-P, -M, -Q(II), -B, -A, -I, -E, -Q(I), and -O-Cter, 10 magne-
tosome‐associated Deltaproteobacteria (mad) genes of 

mad29, -28(I), -28(II), -10, -31, -2, -23, -24, -25, and -26, 
and 6 magnetosome‐associated Nitrospirota (man) genes 
of man1, -2, -3, -4, -5, and -6 (Fig. 4, see Supplementary 
file data sheet 3 for more information). The gene content 
and order of magnetosome genes of LHC-1 are highly 
conserved with the other available Nitrospirota MGCs, 
and further NCBI BLASTp analysis revealed that all mag-
netosome genes from LHC-1 have significant hits with 
the magnetosome genes from the other known Nitro-
spirota MTB. The man genes (man1-6) have been pro-
posed to contribute to the production of large numbers 
of magnetosomes per cell in Nitrospirota MTB [22]. We 
used several protein secondary structure prediction tools 
to analyze the Man1-6 proteins from LHC-1 (Table S1). 
The results show that Man1, -4, -5, and -6 proteins all 
contain coiled-coil domains. In MSR-1, a membrane pro-
tein CcfM (curvature-inducing coiled-coil filament inter-
acting with the magnetoskeleton) was found to localize in 
a filamentous pattern along regions of the bacterial inner 
positive-cell curvature through its coiled-coil motifs and 
also to link the MamK magnetoskeleton to cell morphol-
ogy regulation [61]. These data indicate a strong potential 
for the Man proteins of Nitrospirota MTB to be involved 
in complex magnetosome chain organization through 
their coiled-coil domains.

The genome of LHC-1 contains genes encoding for 
almost all key enzymes associated with the Wood-
Ljungdahl (WL) pathway (also called the reductive 
acetyl-CoA pathway) (Fig.  5). The WL pathway is the 
main mechanism for energy conservation and carbon 
fixation under anaerobic conditions in most archaea 

Table 1  Genome statistics of draft genomes reconstructed from different numbered cells of ‘Candidatus Magnetobacterium’ sp. LHC-1

a This genome sequence was selected for in-depth phylogenomic, genomic, and metabolic analyses
b Genome that encodes all 23S, 16S, and 5S rRNA genes is marked as true; if any of these rRNA genes is missing, then marked as false

Parameter Groups of LHC-1 cells with different numbers

1 cell 5 cells 10 cellsa 20 cells 50 cells 100 cells

Genome size (Mbp) 1.08 0.21 4.08 3.55 3.85 3.84

No. of scaffolds 140 31 283 345 150 295

N50 (kb) 11.009 7.250 22.734 14.774 41.955 20.486

GC content (%) 30.71 30.81 48.69 49.18 48.89 49.00

CheckM completeness (%) 1.72 7.76 94.83 83.07 86.21 84.33

CheckM contamination (%) 0 0.86 0 0.86 0 0

CheckM2 completeness (%) 22.8 16.29 98.73 82.55 88.92 91.18

CheckM2 contamination (%) 4.97 0.15 0.24 0.6 0.32 0.44

BUSCO completeness (%) 0.8 0 90.3 77.4 87.1 87.1

BUSCO contamination (%) 0 0 0 0 0 0

No. of coding sequence (CDS) 1250 261 3764 3272 3526 3583

No. of tRNAs 1 4 21 18 19 21

The presence of the 23S, 16S, and 5S 
rRNA genesb

False False True False True True
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and some bacteria [62–68] and is thought to be one 
of the oldest CO2 fixation pathways to produce acetyl-
CoA [69]. This finding is consistent with the previous 
identification of the WL pathway in the other Nitros-
pirota MTB [22, 23]. The LHC-1 genome also contains 
genes encoding most of the key enzymes of the reduc-
tive tricarboxylic acid (rTCA) cycle (Fig. 5). The rTCA 
cycle is basically a reverse version of tricarboxylic acid 
(TCA) cycle, and some bacteria use rTCA cycle to pro-
duce carbon compounds from CO2 and H2O [70]. Thus, 
these data suggest the metabolic potential of LHC-1 for 
autotrophic carbon fixation leading to the incorpora-
tion of CO2 into biomass.

For nitrogen metabolism, the draft genome of 
LHC-1 contains genes encoding two complete nitrate 

reduction pathways. One is the denitrification path-
way, which includes the reduction of NO3

− via nitrite 
(NO2

−), nitric oxide (NO), and nitrous oxide (N2O) to 
dinitrogen (N2) gas (NO3

−→NO2
−→NO→N2O→N2) 

(Fig. 5). In bacteria, this process is used as an alterna-
tive to oxygen respiration under low-oxygen or anoxic 
conditions [72, 73]. Another one is the dissimila-
tory nitrate reduction to ammonium pathway, which 
includes the reduction of NO3

− via NO2
− to NH4

+ 
(Fig.  5). This pathway is also known as the NO3

− res-
piration process where NO3

− acts as an electron accep-
tor under anaerobic conditions [74, 75]. Together, these 
data indicate that LHC-1 might be able to use NO3

− as 
a nitrogen source and an electron acceptor to respirate 
and survive in hypoxic or anoxic environments.

Fig. 3  Genome-based taxonomic characterization of LHC-1. a Phylogenomic tree of Nitrospirota bacterial genomes including LHC-1, 41 MTB 
genomes, and 159 non-MTB genomes. The maximum-likelihood tree was constructed using IQ-TREE (v2.0.3) [53] under the LG+F+I+G4 substitution 
model based on the concatenated alignment of 120 single-copy marker proteins [51] generated with GTDB-Tk (v2.1.0) [52]. Nodes with bootstrap 
values larger than 75% are indicated with dots. Previously published MTB genomes were colored blue, while LHC-1 was colored red and indicated 
with a red triangle. The five classes (based on the GTDB taxonomy) under Nitrospirota were illustrated on the figure, and branches of each class are 
colored accordingly. b Heatmap of pairwise ANI values among all 42 Nitrospirota MTB genomes. Pairwise ANI was analyzed using FastANI (v1.1) [54] 
and visualized using pairwise ANI viz. (v1.0) (a Python package we developed in this study). Note that the classification analysis result from GTDB-Tk 
was integrated in the figure, and MTB genomes belonging to different genera were indicated using different colored bars and squares. LHC-1 
and three previously published MTB genomes (DC0425bin1, XYR, and nDC0425bin1), which belong to the same species according to the ANI 
threshold of 95% [60], were highlighted in red
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Genomic prediction showed that LHC-1 cells 
have the genetic potential of sulfate reduction 
(SO4

2−→APS→SO3
2−→S2−), sulfide oxidation (S2−→S0), 

and thiosulfate disproportionation (S2O3
2−→SO3

2−+S2−) 
(Fig. 5). Consistently, we observed sulfur granules in the 
cytoplasm of LHC-1 cells (Fig. S2). Most LHC-1 cells 
showed no visible sulfur granules, while some contained 
a few or were completely filled with sulfur globules, rep-
resenting a different sulfur metabolic status of LHC-1 
cells.

Correlative microbial identity, genome, and metabolism 
analyses of LHC‑1
As the LHC-1 genomic analysis suggested the poten-
tial for CO2 fixation and NO3

− reduction, we incu-
bated the LHC-1 cells with 13C-labeled bicarbonate 
and 15N-labeled nitrate to test its C and N metabolisms 

(Steps 1–4 on the right side in Fig.  1). To simultane-
ously correlate and characterize the identity, mor-
phology, genome, and metabolism of LHC-1 at the 
single-cell level, we conducted a combination of FISH, 
FIB-SEM, and NanoSIMS analysis on the same cell 
using an electrically high-conductive single-crystal sili-
con wafer as a cell carrier.

For the FISH experiment, LHC-1 cells and E. coli cells 
(as an internal control) were mixed and hybridized with 
two kinds of fluorescent probes (Fig.  6a–c). One probe 
is the universal bacterial probe EUB338 (false colored 
as green). Another probe is BTC19 (red), which targets 
specific regions of the 16S rRNA gene of LHC-1. As 
expected, both the large rod-shaped MTB cells and the E. 
coli cells (pointed by white arrowheads in Fig. 6a–c) were 
stained with the EUB338 probe. Only the rod-shaped 
MTB cells were specifically targeted by the BTC19 

Fig. 4  Schematic representation of MGCs in LHC-1 and previously reported representative Nitrospirota MTB. At least one representative MTB 
population from each genus within the Nitrospirota phylum was selected for comparison. Note that LHC-1 has a close phylogenetic relationship 
with populations of XYR and Mcas, which all belong to the same genus Magnetobacterium. The conserved magnetosome genes in Nitrospirota MTB 
are highlighted in light yellow boxes
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Fig. 5  The metabolic cartoon constructed from the LHC-1 genome. The overall metabolic potential of LHC-1 was analyzed using METABOLIC (v4.0) 
[44], and the key enzymes that related to carbon, nitrogen, and sulfur metabolic pathways were double checked using KofamScan (v1.3.0) [71] 
against KOfam database. The draft genome of LHC-1 possesses a nearly complete Wood-Ljungdahl (WL) pathway, most enzymes for the reductive 
tricarboxylic acid (rTCA) cycle, and a complete denitrification pathway and dissimilatory nitrate reduction to ammonium pathway. The draft 
genome of LHC-1 also possesses a set of genes involving sulfur cycling, ion transportation, riboflavin biosynthesis, and chemotaxis. The black solid 
arrows indicate the presence of related enzyme genes in the draft genome of LHC-1. The black dashed arrows indicate the related enzyme genes 
are not discovered in the genome. The magenta dashed arrows indicate the predicted events that have not been confirmed or analyzed

Fig. 6  A combination of FISH, FIB-SEM, and NanoSIMS analyses. a–c LHC-1 cells were mixed with E. coli cells and incubated with NaH13CO3 
for 1 h and then fixed and dried on a silicon wafer. Thereafter, the FISH experiment was conducted using a universal bacterial probe EUB338 
(a) and an LHC-1-specific probe BTC19 (b), and the bacteria were imaged with an Olympus Optical BX51 fluorescence microscope. c A merged 
image of a and b. The white arrowheads point to E. coli cells in a–c. d SEM image of the same region of interest (ROI) of a to c, which was acquired 
at an accelerating voltage of 5 kV with a 6-mm working distance. The LHC-1 cells can be easily distinguished from E. coli due to their disparity 
in sizes, and the correspondence with the LHC-1-specific probe BTC19 in b. e Pt deposition (yellow arrowheads) on the ROI with FIB-SEM as markers 
for NanoSIMS imaging. The ROI analyzed using NanoSIMS is outlined as white rectangular. f NanoSIMS image of 12C− of the same ROI
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probe, confirming that the rod-shaped MTB cells are the 
sequenced LHC-1 cells.

To further pinpoint the LCH-1 cells and quantify the 
carbon and nitrogen metabolism, we performed FIB-
SEM and stable-isotope incubation coupled NanoSIMS 
analysis (Fig. 6d–f) on the same sample cells in Fig. 6a–c. 
LHC-1 and E. coli cells can be easily distinguished in the 
SEM image (Fig. 6d) by correlating with the correspond-
ing FISH images. To track the same cells for NanoSIMS 
analyses, the area near the ROI was marked with Pt dep-
osition (Fig. 6e, pointed by yellow arrowheads) under the 
FIB mode of the FIB-SEM equipment. After Pt deposi-
tion, the ROI can be easily recognized during NanoSIMS 
analysis (Fig. 6f ).

NanoSIMS single‑cell analysis
To test for the uptake of CO2 and NO3

− from the envi-
ronment into single LHC-1 cells, the NaH13CO3 and 
Na15NO3 were added to the collected sediment samples 
containing LHC-1 cells. The NanoSIMS analysis covered 

a total of 330 LHC-1 cells at 8 different incubation time 
points (0-, 1-, 2.5-, 8-, 11-, 16.5-, 17.5-, and 23-h post-
incubation, hpi). At each time point, six isotopes (12C−, 
13C−, 12C14N−, 12C15N−, 16O−, and 32S−) were detected 
simultaneously to generate six serial secondary-ion 
images (Fig.  7), which could reveal the physiological 
properties and metabolic activities of LHC-1 with a sin-
gle-cell scale resolution.

Overall, all detected intracellular isotopes were found 
not uniformly distributed. The signals of the 12C−, 13C−, 
12C14N−, 12C15N−, and 32S− isotopes are predominantly 
distributed around the bacterial cells (Fig.  7). The 13C− 
and 15N− isotopes represent the fate of newly fixed car-
bon and nitrogen compounds. Apparently, the stable 
isotope incubated cells are substantially enriched in 13C− 
and 15N− isotopes, suggesting the active CO2 fixation and 
NO3

− reduction in LHC-1 cells. The magnetosome chains 
of LHC-1 cells are clearly visible in the SEM images, and 
they can be recognized under the 16O− images because 
more 16O− is retained in the Fe3O4 magnetosome chains 

Fig. 7  Representative NanoSIMS and SEM images at different time points after stable-isotope incubations. Isotope images were obtained 
with NanoSIMS. Six secondary ions (12C−, 13C−, 12C14N−, 12C15N−, 16O−, and 32S−) were detected at the same time under the Cs+ primary ion beam. 
For each isotope image, six serial secondary ion images (planes) were generated and averaged after drift correction. The calibration bar in each 
image indicates the secondary ion numbers collected in each pixel
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than in the rest of the cell (Fig. 7). Interestingly, the 32S− 
distribution is very similar to the 12C14N− signals in the 
LHC-1 cells at all time points (Fig.  7), and we did not 
observe obvious sulfur granules in the SEM images of 
these cells.

We measured the 13C−/12C− and 15N−/14N− (derived 
from the 12C15N−/12C14N− ratio) ratios of the controls 
and used them as a starting point to show the 13C− and 
15N− enrichment in the LHC-1 cells after isotope incuba-
tion. Then, we plotted the ratio changes of 13C−/12C− and 
15N−/14N− in LHC-1 cells at different incubation time 
points. The 13C−/12C− ratio showed an increasing ten-
dency during the early incubation period. Specifically, 
the 13C−/12C− ratio gradually increased at 1, 2.5, 8, and 
11 hpi, indicating active CO2 fixation at these time points 
(Fig.  8a). After 11 hpi, the regression fit line showed a 
plateau stage with a slight decrease between 11 and 16.5 
hpi, followed by a slight increase between 16.5 and 23 
hpi (Fig. 8a). Similarly, the 15N−/14N− ratio also showed 
an increasing trend during the early incubation period (1, 
2.5, and 8 hpi) (Fig. 8b), indicating the ability of LHC-1 
to take up NO3

− as an N source for growth. After 8 hpi, 
the regression fit line showed a plateau phase with two 

decreases (8–11 hpi and 17.5–23 hpi) and one increase 
(16.5–17.5 hpi) (Fig.  8b). Together, these data indicate 
that LHC-1 is an autotrophic bacterium that produces 
its own food by CO2 fixation and generates energy by 
NO3

− assimilation.
A scatter plot of the 13C−/12C− ratio versus the 

15N−/14N− ratio was plotted with a total of 330 LHC-1 
cells (Fig. 8c). In the natural environment, the 13C−/12C− 
ratio is approximately 0.0112, and the 15N−/14N− ratio is 
approximately 0.0037 [76, 77] (red lines in Fig. 8c). At 0 
hpi, the scatter is clustered in the lower left of the plot 
(in the red box). As time progressed, the scatter gradually 
spread out from the natural abundance range. In addi-
tion, the 13C−/12C− and 15N−/14N− ratios between indi-
vidual LHC-1 cells at 0 and 1 hpi are concentrated, while 
the values at the other time points are relatively scattered 
and different. Moreover, this difference becomes more 
evident as the incubation time progresses, indicating 
obvious differences in metabolic status or different types 
of metabolism.

Finally, we found that the carbon and nitrogen uptake 
rates appeared to correlate with the growth status of 
LHC-1 cells. To uncover the relationships between C and 

Fig. 8  Carbon and nitrogen isotope ratios at different incubation time points. a and b Scatter dot plots (median in black lines) of the 13C 
and 15N atom percent enrichment within cells for each incubation time point, respectively. The dashed lines are the results of the fitting analyses 
with the residual sum of squares (RSS) of 0.0193 in a and 9.0457 in b. c Scatter plot of 330 LHC-1 cells’ carbon and nitrogen ratio in eight incubation 
time points. Each dot represents a single cell. Many of the data points are gathered around the lower left of the plot indicating their intracellular 
isotope levels are close to natural abundances. The natural environmental 13C−/12C− ratio value 0.0112 and 15N−/14N− ratio value 0.0037 are indicated 
as red lines. Both the plot and isotope images show that some cells of 8 h and 17.5 h tend to accumulate more 15N atoms, which may represent 
a unique metabolic status. d Scatter dot plots (median in black lines) of the cell length distribution for each incubation time point. The dashed line 
is the result of the fitting analyses with the RSS of 0.4715
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N metabolism and cell length of LHC-1 cells, we used 
statistical fitting analysis with these data at the eight dif-
ferent time points (blue dashed lines on Fig. 8a, b, d). In 
the first 8 h, both C and N elements were gradually incor-
porated into the LHC-1 cells (Fig. 8a, b), while the length 
of LHC-1 cells was gradually decreased (Figs. 8d and S3 
and Table S2), indicating the negative correlation of car-
bon and nitrogen uptake with cell length. At 0 hpi, the 
length of LHC-1 cells ranged from 3.9 to 8.4 μm, with 
the maximum length being almost twice the minimum 
length, indicating that LHC-1 are not synchronized in the 
natural environment but are at different growth stages. 
Previous studies have shown that the bacteria doubling 
time in the wild is much slower than that of laboratory-
grown [78]. The average cell length value at 0 hpi (5.78 
± 1.24) is about 1.5 times higher than that at 8 hpi (3.88 
± 0.64), indicating the addition of extra inorganic C and 
N sources (H13CO3

− and 15NO3
−) to the natural environ-

ment might trigger the accelerated growth of LHC-1, 
with a gradual decrease in cell length possibly due to the 
stimulation of cell division. Thus, the cell growth in the 
first 8 h correlates with the consistent C and N uptake 
during this time period, while the cell length gradually 
increased after 8 h (Fig. 8d), together with the slowing of 
the tendency of C and N uptake after 8 h (Fig. 8a and b).

Discussion
Although cultivation-independent methods, such as 
16S rRNA gene- and omics-based analyses, have pro-
vided general information on the diversity and metabolic 
potential of environmental Nitrospirota MTB, a deeper 
understanding of their metabolism and ecophysiology 
is still lacking. In this study, we developed a workflow 
to first obtain the high-quality genome of the uncul-
tured Nitrospirota MTB LHC-1 by target-specific mini-
metagenomics from a few cells and analyze the metabolic 
potential of LHC-1. Subsequently, we used NanoSIMS to 
test that LHC-1 could fix CO2 and use NO3

− as a nitro-
gen source. We also observed community dynamics and 
heterogeneity of C and N metabolism over time at the 
single-cell level. These studies have improved our under-
standing of the metabolism, ecophysiology, and biogeo-
chemical dynamics of Nitrospirota MTB in the aquatic 
system.

Combining target‑specific mini‑metagenomics 
and NanoSIMS
By combining magnetic selection and microscopy-based 
single cell sorting, we showed that 10 LHC-1 cells as 
template of whole genome amplification are sufficient to 
obtain a high-quality draft genome (Table 1). Indeed, sin-
gle-cell sorting by micromanipulation followed by whole 
genome amplification through MDA has been previously 

used to obtain draft genomes of several other Nitros-
pirota MTB populations from the environments. For 
example, Jogler and colleagues have identified the MGC 
of ‘Ca. Magnetobacterium bavaricum’  (Mbav) using this 
approach together with PCR screening of metagenomic 
libraries [11]. Subsequently, Kolinko et al. [23] performed 
single-cell sequencing on individual cells of ‘Ca. Omni-
trophus magneticus’  SKK-01 (SKK-01), Mbav, and ‘Ca. 
Magnetoovum chiemensis’  CS-04 (CS-04) and obtained 
single amplified genomes (SAGs) for each populations. 
They then combined six, six, and four SAGs from SKK-
01, Mbav, and CS-04 cells to obtain the draft genomes 
with a completeness of 74%, 75%, and 87% for these three 
strains, respectively. These data, together with this study, 
demonstrate the great importance and efficiency of the 
target-specific mini-metagenomics technique in obtain-
ing draft genomes of uncultured environmental MTB, 
especially those with low abundance.

MGCs are the essential genes for magnetosome bio-
synthesis and their cellular localization. ANI analysis 
suggests that LHC-1 and XYR belong to the same spe-
cies. Thus, the gene content and organization of MGCs 
between LHC-1 and XYR are highly conserved (Fig.  4), 
except that the MGC of LHC-1, but not of XYR, con-
tains the mad29 and feoB genes, which are commonly 
identified in other MGCs of Nitrospirota MTB. For the 
MGC predicted in the LHC-1 draft genome, the mam 
genes of mamM, -Q, -B, -I, -E, and -O are conserved in 
almost all analyzed MTB strains and have been proposed 
to be essential membrane proteins for magnetosome 
membrane formation and growth during the early stage 
in the model alphaproteobacterial MTB strains AMB-1 
and MSR-1 [79–83], indicating that the early stage mag-
netosome production of LHC-1 may be similar to that 
of AMB-1 and MSR-1, which produce cuboctahedral-
shaped magnetic crystals. Little is known about the mad 
genes, which are probably involved in the production of 
bullet-shaped magnetite crystals [84]. One mystery of 
Nitrospirota MTB is why and how they produce such 
large amounts of magnetosomes and multiple bundles of 
magnetosome chains per cell. Our analysis suggests that 
the Man proteins may use enriched coiled-coil domains 
to organize the intricate multiple bundles of magneto-
some chains. The exact functions of these man genes 
remain to be verified by genetic studies.

A combination of fluorescence microscopy and elec-
tron microscopy have been previously performed on 
cultivated [85] and uncultivated [86] MTB to investi-
gate their biomineralization, morphology, and phylog-
eny. The NanoSIMS technique has been increasingly 
applied to the metabolic analysis of various environmen-
tal microbes, including anaerobic phototrophic bacte-
ria [4], N2-fixing bacteria [87], phytoplankton [88], and 
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microbe-host interactions [89–91]. The FISH-NanoSIMS 
coupled techniques have been used to study the nitrogen 
metabolism of marine nitrite-oxidizing bacteria [92] and 
the carbon metabolism of an autotrophic, nitrate-reduc-
ing, Fe(II)-oxidizing enrichment culture [93]. For MTB 
analysis, NanoSIMS has been conducted to analyze the 
biomineralization of magnetosomes in cultured strains 
Desulfovibrio magneticus strain RS-1 [94] and MSR-1 
[95]. Recently, a correlative approach of SIP (stable iso-
tope probing)-FISH-Raman-SEM-NanoSIMS has been 
developed and further applied to characterize a popula-
tion of uncultivated multicellular magnetotactic bacte-
ria (MMB) producing Fe3S4 magnetosomes belonging 
to the phylum Desulfobacterota [96]. The authors used 
NanoSIMS to characterize D2O uptake and the magne-
tosome distribution (localization of Fe and S) within the 
multicellular MTB [96]. More recently, individual MMB 
consortia were separated and sequenced, followed by 
SIP-FISH-NanoSIMS to test the genomic predictions, 
which simultaneously provides information on MMB 
diversity, ecology, genomics, and physiology [97]. In our 
case, we combined target-specific mini-metagenomics 
and stable-isotope analysis by cooperating single-cell 
sorting and sequencing, FISH, FIB-SEM, stable-isotope 
incubation, and NanoSIMS techniques (Fig. 1), to link the 
identity, morphology, genome, and verified metabolisms 
of an uncultured Nitrospirota MTB LHC-1 at the single-
cell level.

LHC‑1 and many other MTB from different phyla are 
autotrophs
Nitrospirota MTB are widespread and quite abundant in 
various aquatic ecosystems and have been proposed to 
play an important role in the biogeochemical cycles of 
C, N, S, P, Fe, etc. [8, 12–14, 16–19, 21]. Several Nitro-
spirota MTB from different genera have been reported 
to contain the genetic potential for CO2 fixation via 
the WL and/or rTCA pathways [16, 22, 23, 58]. In this 
study, we predicted and verified the ability of CO2 fixa-
tion in an uncultured Nitrospirota MTB LHC-1. Besides 
Nitrospirota MTB, the cultivated Pseudomonadota MTB 
strains Magnetovibrio blakemorei MV-1 (MV-1) [98], 
Magnetospira thiophila MMS-1 (MMS-1) [99], and Mag-
netococcus marinus MC-1 (MC-1) [100] are also capable 
of using CO2 as a sole carbon source. The MV-1 strain 
possesses a type II ribulose-1,5-bisphosphate carboxy-
lase/oxygenase (RubisCO) gene (cbbM) and uses the 
Calvin-Benson-Bassham (CBB) cycle for CO2 fixation 
and autotrophy [98]. MMS-1 also uses the CBB cycle for 
CO2 fixation and autotrophy [99]. During autotrophic 
growth, MC-1 relies on the rTCA cycle for CO2 fixation 
[100]. Although LHC-1 has most of the genes involved in 
the CBB cycle, the predicted RubisCO is type IV, which 

could catalyze reactions other than RuBP carboxylation 
and may not be functional for carbon fixation [101], so 
LHC-1 may not use the CBB pathway for carbon fixation. 
Similarly, genes encoding type IV RubisCO were found 
in both the Mbav and Mcas genomes [13, 22, 23]. These 
data indicate that MTB from different phyla can use CO2 
as a carbon source through different carbon fixation 
pathways, suggesting an important role of MTB in the 
inorganic carbon cycling.

The ability of nitrate reduction has also been proposed 
in several Nitrospirota MTB species by genomic predic-
tion [16, 22, 58]. Based on the obtained draft genome 
of LHC-1, we predicted that LHC-1 could use NO3

− as 
a nitrogen source by the denitrification pathway and/
or dissimilatory nitrate reduction to ammonium, which 
was tested by NanoSIMS analysis, indicating that LHC-1 
could use nitrate as a terminal electron acceptor. For the 
cultured Alphaproteobacteria Magnetospirillum magne-
totacticum MS-1 (MS-1), when grown under conditions 
where NO3

− is the sole nitrogen source, they simultane-
ously carry out denitrification to N2 and dissimilatory 
nitrate reduction to ammonium [102]. Interestingly, mag-
netite biomineralization and anaerobic growth have been 
experimentally demonstrated to be closely related to the 
denitrification process in the cultured model Alphapro-
teobacteria strains MSR-1 and AMB-1 [103, 104]. These 
data suggest that the ability to use NO3

− as a nitrogen 
source may be conserved in many MTB groups and plays 
an important role in magnetosome biomineralization.

The localization of C, N, O, and S is specific in LHC‑1
Both the C and N signals are mainly distributed around 
the cell periphery of LHC-1 (Fig.  7). Much of the deni-
trification process of gram-negative bacteria has been 
found to be restricted to the periplasm [73]. The reduc-
tion of NO3

− to NO2
− is the first step in the utilization of 

NO3
− and is thought to be catalyzed mainly by the peri-

plasmic NO3
− reductase complex NapAB and partly by a 

membrane-bound NO3
− reductase NarGHI [105]. Then, 

a periplasmic NO2
− reductase NirS or NirK catalyzes 

the reduction of NO2
− to NO, which is further reduced 

to N2O by a NO reductase NorBC that is an integral 
membrane protein with its active site in the periplasm. 
Finally, a periplasmic N2O reductase (Nos) catalyzes the 
reduction of N2O to N2 [105]. The genome of LHC-1 
contains genes encoding NapAB, NarGHI, NirS, NorBC, 
and NosZ (Fig. 5), indicating that the denitrification pro-
cess of LHC-1 most likely occurred in the periplasm, and 
the dissimilatory nitrate reduction pathway might occur 
close to the bacterial inner membrane, which was dem-
onstrated in our study with the predominant location of 
nitrogen isotopes around the cell (Fig. 7). The WL path-
way and the rTCA cycle are most likely to occur in the 
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cytoplasm of the bacteria; thus far, the reason for the 
bacteria peripheral localization of the newly fixed car-
bon in LHC-1 is still unclear. One possible reason is that 
some stable-isotope-labeled carbon may passively diffuse 
through the bacteria outer and inner membrane into the 
cytoplasm.

The colocalization of the major O signal with the mag-
netosome chain in the SEM images (Fig. 7) confirms that 
Nitrospirota MTB LHC-1 produces magnetite (Fe3O4) 
magnetosomes. However, it is not clear why the inten-
sity and distribution of the S signal are very similar to 
the 12C14N− signal at different incubation times. Since no 
obvious sulfur granules were seen in these cells on the 
SEM images, the 32S− signals may represent the distribu-
tion of sulfur-containing proteins and other sulfur-rich 
compounds in the LHC-1 cells.

The heterogeneity and dynamics of C, N, and S metabolism 
in the LHC‑1 cell population
In this study, the LHC-1 strain displayed a physiological 
heterogeneity from cell to cell, including cell morphology 
and metabolism. As mentioned above, we observed mor-
phological heterogeneity of sulfur granules in LHC-1 cells 
from SEM images (Fig. S2). Several uncultured Nitro-
spirota MTB species have been reported to accumulate 
sulfur granules in the cytoplasm and participate in the 
microbial sulfur cycling across the aquatic oxic-anoxic 
interface based on magnetotaxis [13, 106–108]. The mor-
phological heterogeneity of sulfur inclusions has been 
discovered in the Nitrospirota MTB strain Mbav [13] 
by electron microscopy observations. In other words, in 
the same Nitrospirota MTB population, the cells might 
contain different numbers of sulfur globules in the cyto-
plasm, probably due to the different metabolic status that 
the intracellular sulfur inclusions serve as a reservoir for 
further oxidation as previously proposed [10, 13, 22].

Moreover, the heterogeneity of C and N uptake in 
LHC-1 was also observed. The dots (each dot represents 
a single cell) on the scatter plot about 13C−/12C− versus 
15N−/14N− (Fig.  8c) were very concentrated and near to 
the natural values at 0 hpi. With the addition and incu-
bation of H13CO3

− and 15NO3
−, the dots on the scatter 

plot became more and more dispersed, indicating that 
the heterogeneity of C and N uptake in LHC-1 increased 
with incubation time. Interestingly, the dots spread more 
on the y-axis (15N−/14N−) than on the x-axis (13C−/12C−), 
especially at 17.5 hpi, which may represent a unique met-
abolic state or growth stage. These data indicate that the 
cell-to-cell heterogeneity of LHC-1 in N uptake is likely 
greater than in C uptake.

The overall ratios of C and N uptake showed an 
increase in the trend at the beginning of the incubation 
period and a plateau phase towards the late incubation 

period. One striking time point is the 15N−/14N− ratio 
at 17.5 hpi, which might due to the fact that the poten-
tial of the dissimilatory nitrate reduction pathway 
(NO3−→NO2−→NH4+) is higher than that of the deni-
trification pathway (NO3

−→NO2
−→NO→N2O→N2). 

The decrease in the 15N−/14N− ratio from 17.5 to 23 hpi 
could be the opposite of what happened between 16.5 
and 17.5 hpi. The decrease and increase in 13C−/12C− and 
15N−/14N− uptake occurred at later time points, when the 
LHC-1 population has higher cell-to-cell heterogeneity 
and limited time point data, so the correlations between 
C and N metabolism and the different growth stages of 
LHC-1 remain to be explored.

Conclusion
Linking microbial genomic potential to actual metabo-
lism in the environment is challenging, especially at the 
single-cell level. In this study, we developed a workflow 
to simultaneously investigate the identity, morphology, 
genome, and metabolism of environmental MTB at the 
single-cell level. Our results show that the uncultured 
Nitrospirota MTB strain ‘Ca. Magnetobacterium’  sp. 
LHC-1 can convert inorganic carbon and nitrogen into 
biomass and energy through CO2 fixation and NO3

− 
reduction. This indicates that LHC-1 is an autotroph and 
makes a contribution to the cycling of C and N in addi-
tion to Fe in the natural environment. We observed the 
temporal dynamics of C and N uptake in the LHC-1 pop-
ulation, which correlated with their growth status. Cul-
tivation of Nitrospirota MTB cells would further help to 
quantify their contributions to C and N cycling. Together, 
the combination of different techniques (i.e., target-spe-
cific mini-metagenomics, FISH, FIB-SEM, and Nano-
SIMS) is a promising strategy to comprehensively study 
the mechanisms of microbe-environment interactions.

Abbreviations
MTB	� Magnetotactic bacteria
NanoSIMS	� Nanoscale secondary ion mass spectrometry
AMB-1	� Magnetospirillum magneticum strain AMB-1
MSR-1	� Magnetospirillum gryphiswaldense strain MSR-1
TEM	� Transmission electron microscopy
OTU	� Operational taxonomic units
MDA	� Multiple displacement amplification
FISH	� Fluorescence in situ hybridization
E. coli	� Escherichia coli
SEM	� Scanning electron microscope
FIB	� Focused ion beam
Pt	� Platinum
ROI	� Regions of interest
LHC-1	� Lianhuachi-1
LHC-2	� Lianhuachi-2
XYR	� ‘Candidatus Magnetobacterium cryptolimnobacter’
Mcas	� ‘Candidatus Magnetobacterium casensis’
Mbav	� ‘Candidatus Magnetobacterium bavaricum’
ANI	� Average nucleotide identity
MGC	� Magnetosome gene cluster
mam	� Magnetosome-associated membrane genes
mad	� Magnetosome-associated Deltaproteobacteria genes



Page 17 of 20Ji et al. Microbiome          (2024) 12:158 	

man	� Magnetosome‐associated Nitrospirota genes
WL	� Wood-Ljungdahl pathway
rTCA​	� Reductive tricarboxylic acid cycle
TCA​	� Tricarboxylic acid cycle
hpi	� Hour post-incubation
SKK-01	� ‘Candidatus Omnitrophus magneticus’  SKK-01
CS-04	� ‘Candidatus Magnetoovum chiemensis’  CS-04
SAGs	� Single amplified genomes
MV-1	� Magnetovibrio blakemorei MV-1
MMS-1	� Magnetospira thiophila MMS-1
MC-1	� Magnetococcus marinus MC-1
RubisCO	� Ribulose-1, 5-bisphosphate carboxylase/oxygenase

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s40168-​024-​01837-6.

Additional file 1: Supplementary figures and tables. Fig. S1 The cell sorting 
process with micromanipulation system in step 1 of Fig. 1. About 100 μl of 
filtered sample water (using 0.22 μm membrane filter) was added beside 
the sediment on a glass slide for easy single-cell extraction. Under the 
magnetic field created by magnets beside the glass slide, north-seeking 
MTB could swim to the left edge of the water droplet from the sediment. 
Then the individual potential LHC-1 cells were selected and picked up 
using a single capillary needle and washed four times in the four drops 
of liquid on the glass slide. The cells were washed two times with filtered 
sample water, and two times with sterilized PBS buffer. Finally, different 
numbered cell groups were collected for single-cell sequencing. Fig. S2 
SEM image of representative LHC-1 cells that are without (a), with few (b), 
and full of (c) sulfur granules. The magnetosome chains (pointed by yellow 
arrows) are presented in white color. The potential sulfur granules (some 
are pointed by yellow arrowheads) are presented as white globules. Fig. 
S3 Scatter plot of cell length versus cell width of LHC-1 at eight incubation 
time points. Each dot represents a single cell. The red dashed lines and 
numbers at each time point show the average cell length and width val-
ues. Table S1 Topology and domain prediction of Man1 to Man6 proteins. 
Table S2 Cell size and the isotope ratio range of the LHC-1 cells at different 
incubation time points.

Additional file 2: Supplementary file data sheet 1. 120 bacterial single-
copy concatenated protein sequence alignments.

Additional file 3: Supplementary file data sheet 2. ANI analysis of LHC-1 
and available Nitrospirota MTB genomes.

Additional file 4: Supplementary file data sheet 3. 10 magnetosome‐asso-
ciated membrane (mam) genes.

Acknowledgements
We thank Wensi Zhang and Min He for their help with sample collection and 
their inspiration and assistance for this work. We thank Wensi Zhang for his 
help with bioinformatics analysis. We thank Huangtao Xu for his advice on the 
FISH and FIB-SEM experiment. We thank Jialong Hao and Ruiying Li for their 
help with NanoSIMS data collection and analysis. We thank Xu Tang and Lixin 
Gu for their help with TEM and SEM data collection.

Authors’ contributions
RJ and WL designed research; RJ, JW, JL, and JZ performed research and ana-
lyzed data; and RJ, JW, and WL wrote the manuscript with contributions from 
JL, TX, and YP. All authors read and approved the final manuscript.

Funding
The work was supported by the National Natural Science Foundation of China 
(grant numbers 42293293, T2225011, and 42388101) and the CAS Project for 
Young Scientists in Basic Research (grant number YSBR-097).

Availability of data and materials
The genome sequence of LHC-1 has been deposited in GenBank under 
the BioProject number PRJNA400260 (BioSample accession number 
SAMN38167836) and the National Microbiology Data Center (NMDC) with 

accession number NMDC60147459 under the project NMDC10017683 (http://​
nmdc.​cn).

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Key Laboratory of Earth and Planetary Physics, Institute of Geology and Geo-
physics, Chinese Academy of Sciences, Beijing 100029, China. 2 France‑China 
Joint Laboratory for Evolution and Development of Magnetotactic Multicel-
lular Organisms, Chinese Academy of Sciences, Beijing 100029, China. 3 College 
of Earth and Planetary Sciences, University of Chinese Academy of Sciences, 
Beijing 100049, China. 4 CAS Key Laboratory of Marine Ecology and Environ-
mental Sciences, Institute of Oceanology, Chinese Academy of Sciences, 
Qingdao 266071, China. 5 Engineering Laboratory for Deep Resources Equip-
ment and Technology, Institute of Geology and Geophysics, Chinese Academy 
of Sciences, Beijing 100029, China. 

Received: 5 January 2024   Accepted: 14 May 2024

References
	 1.	 Hatzenpichler R, Krukenberg V, Spietz RL, Jay ZJ. Next-generation physi-

ology approaches to study microbiome function at single cell level. Nat 
Rev Microbiol. 2020;18(4):241–56.

	 2.	 Wagner M. Single-cell ecophysiology of microbes as revealed by Raman 
microspectroscopy or secondary ion mass spectrometry imaging. Ann 
Rev Microbiol. 2009;63:411–29.

	 3.	 Li T, Wu TD, Mazéas L, Toffin L, Guerquin-Kern JL, Leblon G, Bouchez T. 
Simultaneous analysis of microbial identity and function using Nano-
SIMS. Environ Microbiol. 2008;10(3):580–8.

	 4.	 Musat N, Halm H, Winterholler B, Hoppe P, Peduzzi S, Hillion F, Horreard 
F, Amann R, Jørgensen BB, Kuypers MM. A single-cell view on the 
ecophysiology of anaerobic phototrophic bacteria. Proc Natl Acad Sci U 
S A. 2008;105(46):17861–6.

	 5.	 Bazylinski DA, Frankel RB. Magnetosome formation in prokaryotes. Nat 
Rev Microbiol. 2004;2(3):217–30.

	 6.	 Uebe R, Schüler D. Magnetosome biogenesis in magnetotactic bacteria. 
Nature Reviews Microbiology. 2016;14(10):621–37.

	 7.	 Frankel RB, Blakemore RP. Magnetite and magnetotaxis in microorgan-
isms. Bioelectromagnetics. 1989;10(3):223–37.

	 8.	 Lin W, Pan Y, Bazylinski DA. Diversity and ecology of and biomin-
eralization by magnetotactic bacteria. Environ Microbiol Rep. 
2017;9(4):345–56.

	 9.	 Goswami P, He K, Li J, Pan Y, Roberts AP, Lin W. Magnetotactic bacteria 
and magnetofossils: ecology, evolution and environmental implica-
tions. NPJ Biofilms Microbi. 2022;8(1):43.

	 10.	 Spring S, Amann R, Ludwig W, Schleifer KH, van Gemerden H, Petersen 
N. Dominating role of an unusual magnetotactic bacterium in the 
microaerobic zone of a freshwater sediment. Appl Environ Microbiol. 
1993;59(8):2397–403.

	 11.	 Jogler C, Wanner G, Kolinko S, Niebler M, Amann R, Petersen N, Kube M, 
Reinhardt R, Schüler D. Conservation of proteobacterial magnetosome 
genes and structures in an uncultivated member of the deep-branch-
ing Nitrospira phylum. Proc Natl Acad Sci U S A. 2011;108(3):1134–9.

	 12.	 Lin W, Li J, Schuler D, Jogler C, Pan Y. Diversity analysis of magnetotactic 
bacteria in Lake Miyun, northern China, by restriction fragment length 
polymorphism. Syst Appl Microbiol. 2009;32(5):342–50.

https://doi.org/10.1186/s40168-024-01837-6
https://doi.org/10.1186/s40168-024-01837-6
http://nmdc.cn
http://nmdc.cn


Page 18 of 20Ji et al. Microbiome          (2024) 12:158 

	 13.	 Jogler C, Niebler M, Lin W, Kube M, Wanner G, Kolinko S, Stief P, Beck AJ, 
De Beer D, Petersen N, et al. Cultivation-independent characterization 
of “Candidatus Magnetobacterium bavaricum” via ultrastructural, geo-
chemical, ecological and metagenomic methods. Environ Microbiol. 
2010;12(9):2466–78.

	 14.	 Lefèvre CT, Frankel RB, Abreu F, Lins U, Bazylinski DA. Culture-independ-
ent characterization of a novel, uncultivated magnetotactic member of 
the Nitrospirae phylum. Environ Microbiol. 2011;13(2):538–49.

	 15.	 Li J, Pan Y, Liu Q, Yu-Zhang K, Menguy N, Che R, Qin H, Lin W, Wu W, 
Petersen N, et al. Biomineralization, crystallography and magnetic 
properties of bullet-shaped magnetite magnetosomes in giant rod 
magnetotactic bacteria. Earth Planet Sci Lett. 2010;293(3):368–76.

	 16.	 Zhao Y, Zhang W, Pan H, Chen J, Cui K, Wu LF, Lin W, Xiao T, Zhang W, 
Liu J. Insight into the metabolic potential and ecological function of a 
novel magnetotactic Nitrospirota in coral reef habitat. Front Microbiol. 
2023;14:1182330.

	 17.	 Qian XX, Liu J, Menguy N, Li J, Alberto F, Teng Z, Xiao T, Zhang W, Wu LF. 
Identification of novel species of marine magnetotactic bacteria affili-
ated with Nitrospirae phylum. Environ Microbiol Rep. 2019;11(3):330–7.

	 18.	 Lefèvre CT, Abreu F, Schmidt ML, Lins U, Frankel RB, Hedlund BP, Bazy-
linski DA. Moderately thermophilic magnetotactic bacteria from hot 
springs in Nevada. Appl Environ Microbiol. 2010;76(11):3740–3.

	 19.	 Nash CZ: Mechanisms and evolution of magnetotactic bacteria. Ph.D. 
thesis. Pasadena: California Institute of Technology; 2008.

	 20.	 Liu J, Zhang W, Yuan F, Pan Y, Lin W: Magnetotactic bacteria in Teng-
chong hot springs, China. In: Proceedings of the EGU general assembly 
conference: 2020. 12310.

	 21.	 Lin W, Zhang W, Paterson GA, Zhu Q, Zhao X, Knight R, Bazylinski DA, 
Roberts AP, Pan Y. Expanding magnetic organelle biogenesis in the 
domain Bacteria. Microbiome. 2020;8(1):152.

	 22.	 Lin W, Deng A, Wang Z, Li Y, Wen T, Wu LF, Wu M, Pan Y. Genomic 
insights into the uncultured genus “Candidatus Magnetobacterium” in 
the phylum Nitrospirae. ISME J. 2014;8(12):2463–77.

	 23.	 Kolinko S, Richter M, Glockner FO, Brachmann A, Schuler D. Single-cell 
genomics of uncultivated deep-branching magnetotactic bacteria 
reveals a conserved set of magnetosome genes. Environ Microbiol. 
2016;18(1):21–37.

	 24.	 Lin W, Zhang W, Zhao X, Roberts AP, Paterson GA, Bazylinski DA, Pan Y. 
Genomic expansion of magnetotactic bacteria reveals an early com-
mon origin of magnetotaxis with lineage-specific evolution. ISME J. 
2018;12(6):1508–19.

	 25.	 Koziaeva VV, Alekseeva LM, Uzun MM, Leão P, Sukhacheva MV, Patu-
tina EO, Kolganova TV, Grouzdev DS. Biodiversity of magnetotactic 
bacteria in the freshwater Lake Beloe Bordukovskoe Russia. Microbiol. 
2020;89(3):348–58.

	 26.	 Lin W, Paterson GA, Zhu Q, Wang Y, Kopylova E, Li Y, Knight R, Bazylinski 
DA, Zhu R, Kirschvink JL, et al. Origin of microbial biomineralization 
and magnetotaxis during the Archean. Proc Natl Acad Sci U S A. 
2017;114(9):2171–6.

	 27.	 Greenberg M, Canter K, Mahler I, Tornheim A. Observation of magne-
toreceptive behavior in a multicellular magnetotactic prokaryote in 
higher than geomagnetic fields. Biophys J. 2005;88(2):1496–9.

	 28.	 Wolfe RS, Thauer RK, Pfennig N. A ‘capillary racetrack’ method for isola-
tion of magnetotactic bacteria. FEMS Microbiol Ecol. 1987;3(1):31–5.

	 29.	 Wan J, Monteil CL, Taoka A, Ernie G, Park K, Amor M, Taylor-Cornejo E, 
Lefevre CT, Komeili A. McaA and McaB control the dynamic positioning 
of a bacterial magnetic organelle. Nat Commun. 2022;13(1):5652.

	 30.	 Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch 
T, Preibisch S, Rueden C, Saalfeld S, Schmid B, et al. Fiji: an open-source 
platform for biological-image analysis. Nat Methods. 2012;9(7):676–82.

	 31.	 Heuer H, Krsek M, Baker P, Smalla K, Wellington E. Analysis of actino-
mycete communities by specific amplification of genes encoding 16S 
rRNA and gel-electrophoretic separation in denaturing gradients. Appl 
Environ Microbiol. 1997;63(8):3233–41.

	 32.	 Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M, Hollister EB, 
Lesniewski RA, Oakley BB, Parks DH, Robinson CJ, et al. Introducing 
mothur: open-source, platform-independent, community-supported 
software for describing and comparing microbial communities. Appl 
Environ Microbiol. 2009;75(23):7537–41.

	 33.	 Nurk S, Meleshko D, Korobeynikov A, Pevzner PA. metaSPAdes: a new 
versatile metagenomic assembler. Genome Res. 2017;27(5):824–34.

	 34.	 Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. 
Nat Methods. 2012;9(4):357–9.

	 35.	 Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, Marth G, Abe-
casis G, Durbin R. The sequence alignment/map format and SAMtools. 
Bioinformatics. 2009;25(16):2078–9.

	 36.	 Kang DD, Froula J, Egan R, Wang Z. MetaBAT, an efficient tool for 
accurately reconstructing single genomes from complex microbial 
communities. PeerJ. 2015;3:e1165–e1165.

	 37.	 Parks DH, Imelfort M, Skennerton CT, Hugenholtz P, Tyson GW. CheckM: 
assessing the quality of microbial genomes recovered from isolates, 
single cells, and metagenomes. Genome Res. 2015;25(7):1043–55.

	 38.	 Chklovski A, Parks DH, Woodcroft BJ, Tyson GW. CheckM2: a rapid, scal-
able and accurate tool for assessing microbial genome quality using 
machine learning. Nature Methods. 2023;20(8):1203–12.

	 39.	 Seppey M, Manni M, Zdobnov EM. BUSCO: assessing genome assembly 
and annotation completeness. Gene Predict. 2019:227–45. https://​doi.​
org/​10.​1007/​978-1-​4939-​9173-0_​14.

	 40.	 Seemann T. Prokka: rapid prokaryotic genome annotation. Bioinformat-
ics. 2014;30(14):2068–9.

	 41.	 Ji R, Zhang W, Pan Y, Lin W. MagCluster: a tool for identification, annota-
tion, and visualization of magnetosome gene clusters. Microbiol Resour 
Announc. 2022;11(1):e0103121.

	 42.	 Altschul SF, Madden TL, Schäffer AA, Zhang J, Zhang Z, Miller W, Lipman 
DJ. Gapped BLAST and PSI-BLAST: a new generation of protein data-
base search programs. Nucleic Acids Res. 1997;25(17):3389–402.

	 43.	 Gurevich A, Saveliev V, Vyahhi N, Tesler G. QUAST: quality assess-
ment tool for genome assemblies. Bioinformatics (Oxford, England). 
2013;29(8):1072–5.

	 44.	 Zhou Z, Tran PQ, Breister AM, Liu Y, Kieft K, Cowley ES, Karaoz U, 
Anantharaman K. METABOLIC: high-throughput profiling of microbial 
genomes for functional traits, metabolism, biogeochemistry, and 
community-scale functional networks. Microbiome. 2022;10(1):33.

	 45.	 Kanehisa M. KEGG: Kyoto Encyclopedia of Genes and Genomes. Nucleic 
Acids Res. 2000;28(1):27–30.

	 46.	 Kanehisa M, Sato Y, Morishima K. BlastKOALA and GhostKOALA: KEGG 
tools for functional characterization of genome and metagenome 
sequences. J Mol Biol. 2016;428(4):726–31.

	 47.	 Johnson M, Zaretskaya I, Raytselis Y, Merezhuk Y, McGinnis S, Mad-
den TL. NCBI BLAST: a better web interface. Nucleic Acids Res. 
2008;36(suppl_2):W5–9.

	 48.	 Tamura K, Stecher G, Kumar S. MEGA11: molecular evolutionary genet-
ics analysis version 11. Mol Biol Evol. 2021;38(7):3022–7.

	 49.	 Thompson JD, Higgins DG, Gibson TJ. CLUSTAL W: improving the sen-
sitivity of progressive multiple sequence alignment through sequence 
weighting, position-specific gap penalties and weight matrix choice. 
Nucleic Acids Res. 1994;22(22):4673–80.

	 50.	 Letunic I, Bork P. Interactive Tree of Life (iTOL) v6: recent updates to the 
phylogenetic tree display and annotation tool. Nucleic Acids Res. 2024. 
https://​doi.​org/​10.​1093/​nar/​gkae2​68.

	 51.	 Parks DH, Rinke C, Chuvochina M, Chaumeil P-A, Woodcroft BJ, Evans 
PN, Hugenholtz P, Tyson GW. Recovery of nearly 8,000 metagenome-
assembled genomes substantially expands the tree of life. Nat Micro-
biol. 2017;2(11):1533–42.

	 52.	 Chaumeil P-A, Mussig AJ, Hugenholtz P, Parks DH. GTDB-Tk: a toolkit to 
classify genomes with the Genome Taxonomy Database. Bioinformat-
ics. 2019;36(6):1925–7.

	 53.	 Nguyen L-T, Schmidt HA, von Haeseler A, Minh BQ. IQ-TREE: a fast and 
effective stochastic algorithm for estimating maximum-likelihood 
phylogenies. Mol Biol Evol. 2015;32(1):268–74.

	 54.	 Jain C, Rodriguez RL, Phillippy AM, Konstantinidis KT, Aluru S. High 
throughput ANI analysis of 90K prokaryotic genomes reveals clear spe-
cies boundaries. Nat Commun. 2018;9(1):5114.

	 55.	 Amann RI, Krumholz L, Stahl DA. Fluorescent-oligonucleotide probing 
of whole cells for determinative, phylogenetic, and environmental stud-
ies in microbiology. J Bacteriol. 1990;172(2):762–70.

	 56.	 Poczatek C, Kaufman Z, Lechene C: OpenMIMS ImageJ Plugin Guide. 
Boston: Harvard Medical School; 2009.

	 57.	 Tibshirani BERJ: An introduction to the bootstrap. 1994:456.
	 58.	 Zhang W, Wang Y, Liu L, Pan Y, Lin W. Identification and genomic charac-

terization of two previously unknown magnetotactic Nitrospirae. Front 
Microbiol. 2021;12:690052.

https://doi.org/10.1007/978-1-4939-9173-0_14
https://doi.org/10.1007/978-1-4939-9173-0_14
https://doi.org/10.1093/nar/gkae268


Page 19 of 20Ji et al. Microbiome          (2024) 12:158 	

	 59.	 Lin W, Wang Y, Li B, Pan Y. A biogeographic distribution of magnetotac-
tic bacteria influenced by salinity. ISME J. 2012;6(2):475–9.

	 60.	 Goris J, Konstantinidis KT, Klappenbach JA, Coenye T, Vandamme 
P, Tiedje JM. DNA-DNA hybridization values and their relationship 
to whole-genome sequence similarities. Int J Syst Evol Microbiol. 
2007;57(Pt 1):81–91.

	 61.	 Pfeiffer D, Toro-Nahuelpan M, Awal RP, Müller FD, Bramkamp M, 
Plitzko JM, Schüler D. A bacterial cytolinker couples positioning of 
magnetic organelles to cell shape control. Proc Natl Acad Sci U S A. 
2020;117(50):32086–97.

	 62.	 Ljungdhal LG. The autotrophic pathway of acetate synthesis in ace-
togenic bacteria. Ann Rev Microbiol. 1986;40(1):415–50.

	 63.	 Schauder R, Preuß A, Jetten M, Fuchs G. Oxidative and reductive acetyl 
CoA/carbon monoxide dehydrogenase pathway in Desulfobacterium 
autotrophicum. Arch Microbiol. 1988;151(1):84–9.

	 64.	 Wood HG. Life with CO or CO2 and H2 as a source of carbon and 
energy. FASEB J. 1991;5(2):156–63.

	 65.	 Schönheit P, Schäfer T. Metabolism of hyperthermophiles. World J 
Microbiol Biotechnol. 1995;11(1):26–57.

	 66.	 Chen KC, Huang WT, Wu JY, Houng JY. Microbial decolorization 
of azo dyes by Proteus mirabilis. J Indust Microbiol Biotechnol. 
1999;23(1):686–90.

	 67.	 Drake HL, Gößner AS, Daniel SL. Old acetogens, new light. Ann NY Acad 
Sci. 2008;1125(1):100–28.

	 68.	 de Souza YPA, Rosado AS: Opening the black box of thermophilic 
autotrophic bacterial diversity. 2019:333-343.

	 69.	 Adam PS, Borrel G, Gribaldo S. Evolutionary history of carbon monoxide 
dehydrogenase/acetyl-CoA synthase, one of the oldest enzymatic 
complexes. Proc Natl Acad Sci U S A. 2018;115(6):E1166-e1173.

	 70.	 Buchanan BB, Arnon DI. A reverse KREBS cycle in photosynthesis: con-
sensus at last. Photosynth Res. 1990;24:47–53.

	 71.	 Aramaki T, Blanc-Mathieu R, Endo H, Ohkubo K, Kanehisa M, Goto S, 
Ogata H. KofamKOALA: KEGG Ortholog assignment based on profile 
HMM and adaptive score threshold. Bioinformatics. 2020;36(7):2251–2.

	 72.	 Kim M, Jeong SY, Yoon SJ, Cho SJ, Kim YH, Kim MJ, Ryu EY, Lee SJ. Aero-
bic denitrification of Pseudomonas putida AD-21 at different C/N ratios. 
J Biosci Bioeng. 2008;106(5):498–502.

	 73.	 Zumft WG. Cell biology and molecular basis of denitrification. Microbiol 
Mol Biol Rev. 1997;61(4):533–616.

	 74.	 Lam P, Kuypers MMM. Microbial nitrogen cycling processes in oxygen 
minimum zones. Ann Rev Marine Sci. 2010;3(1):317–45.

	 75.	 Kuypers MMM, Marchant HK, Kartal B. The microbial nitrogen-cycling 
network. Nat Rev Microbiol. 2018;16(5):263–76.

	 76.	 Zhang J, Zhou J, Lambers H, Li Y, Li Y, Qin G, Wang M, Wang J, Li Z, Wang 
F. Nitrogen and phosphorus addition exerted different influences 
on litter and soil carbon release in a tropical forest. Sci Total Environ. 
2022;832:155049.

	 77.	 Meija J, Coplen TB, Berglund M, Brand WA, De Bièvre P, Gröning M, 
Holden NE, Irrgeher J, Loss RD, Walczyk T, et al. Isotopic compositions 
of the elements 2013 (IUPAC Technical Report). Pure Appl Chem. 
2016;88(3):293–306.

	 78.	 Gibson B, Wilson DJ, Feil E, Eyre-Walker A. The distribution of bacterial 
doubling times in the wild. Proc Biol Sci. 1880;2018:285.

	 79.	 Wan J, Browne PJ, Hershey DM, Montabana E, Iavarone AT, Downing 
KH, Komeili A. A protease-mediated switch regulates the growth of 
magnetosome organelles in Magnetospirillum magneticum. Proc Natl 
Acad Sci USA. 2022;119(6):e2111745119.

	 80.	 Grant CR, Wan J, Komeili A. Organelle formation in Bacteria and 
Archaea. Annu Rev Cell Dev Biol. 2018;34:217–38.

	 81.	 Murat D, Quinlan A, Vali H, Komeili A. Comprehensive genetic dissection 
of the magnetosome gene island reveals the step-wise assembly of a 
prokaryotic organelle. Proc Natl Acad Sci U S A. 2010;107(12):5593–8.

	 82.	 Raschdorf O, Forstner Y, Kolinko I, Uebe R, Plitzko JM, Schüler D. 
Genetic and ultrastructural analysis reveals the key players and initial 
steps of bacterial magnetosome membrane biogenesis. PLoS Genet. 
2016;12(6):e1006101.

	 83.	 Lefèvre CT, Bazylinski DA. Ecology, diversity, and evolution of magneto-
tactic bacteria. Microbiol Mol Biol Rev. 2013;77(3):497–526.

	 84.	 Rahn-Lee L, Byrne ME, Zhang M, Le Sage D, Glenn DR, Milbourne 
T, Walsworth RL, Vali H, Komeili A. A genetic strategy for probing 

the functional diversity of magnetosome formation. PLoS Genet. 
2015;11(1):e1004811.

	 85.	 Woehl TJ, Kashyap S, Firlar E, Perez-Gonzalez T, Faivre D, Trubitsyn D, 
Bazylinski DA, Prozorov T. Correlative electron and fluorescence micros-
copy of magnetotactic bacteria in liquid: toward in vivo imaging. Sci 
Rep. 2014;4:6854.

	 86.	 Li J, Zhang H, Menguy N, Benzerara K, Wang F, Lin X, Chen Z, Pan 
Y. Single-cell resolution of uncultured magnetotactic bacteria via 
fluorescence-coupled electron microscopy. Appl Environ Microbiol. 
2017;83(12):e00409–17.

	 87.	 Schreiber F, Littmann S, Lavik G, Escrig S, Meibom A, Kuypers MM, 
Ackermann M. Phenotypic heterogeneity driven by nutrient limita-
tion promotes growth in fluctuating environments. Nat Microbiol. 
2016;1(6):16055.

	 88.	 Berthelot H, Duhamel S, L’Helguen S, Maguer JF, Wang S, Cetinić I, 
Cassar N. NanoSIMS single cell analyses reveal the contrasting nitrogen 
sources for small phytoplankton. Isme J. 2019;13(3):651–62.

	 89.	 Rädecker N, Escrig S, Spangenberg JE, Voolstra CR, Meibom A. Coupled 
carbon and nitrogen cycling regulates the cnidarian-algal symbiosis. 
Nat Commun. 2023;14(1):6948.

	 90.	 Tarquinio F, Bourgoure J, Koenders A, Laverock B, Säwström C, Hyndes 
GA. Microorganisms facilitate uptake of dissolved organic nitrogen by 
seagrass leaves. Isme J. 2018;12(11):2796–800.

	 91.	 Rix L, Ribes M, Coma R, Jahn MT, de Goeij JM, van Oevelen D, Escrig S, 
Meibom A, Hentschel U. Heterotrophy in the earliest gut: a single-cell 
view of heterotrophic carbon and nitrogen assimilation in sponge-
microbe symbioses. Isme J. 2020;14(10):2554–67.

	 92.	 Füssel J, Lücker S, Yilmaz P, Nowka B, van Kessel M, Bourceau P, Hach 
PF, Littmann S, Berg J, Spieck E, et al. Adaptability as the key to suc-
cess for the ubiquitous marine nitrite oxidizer Nitrococcus. Sci Adv. 
2017;3(11):e1700807.

	 93.	 Tominski C, Lösekann-Behrens T, Ruecker A, Hagemann N, Kleindienst S, 
Mueller CW, Höschen C, Kögel-Knabner I, Kappler A, Behrens S. Insights 
into carbon metabolism provided by fluorescence in situ hybridization-
secondary ion mass spectrometry imaging of an autotrophic, nitrate-
reducing, Fe(II)-oxidizing enrichment culture. Appl Environ Microbiol. 
2018;84(9):e02166–17.

	 94.	 Byrne ME, Ball DA, Guerquin-Kern J-L, Rouiller I, Wu T-D, Downing KH, 
Vali H, Komeili A. Desulfovibrio magneticus RS-1 contains an iron-and 
phosphorus-rich organelle distinct from its bullet-shaped magneto-
somes. Proc Natl Acad Sci. 2010;107(27):12263–8.

	 95.	 Pérez-Huerta A, Cappelli C, Jabalera Y, Prozorov T, Jimenez-Lopez C, 
Bazylinski DA. Biogeochemical fingerprinting of magnetotactic bacte-
rial magnetite. Proc Natl Acad Sci. 2022;119(31):e2203758119.

	 96.	 Schaible GA, Kohtz AJ, Cliff J, Hatzenpichler R. Correlative SIP-FISH-
Raman-SEM-NanoSIMS links identity, morphology, biochemistry, and 
physiology of environmental microbes. ISME Commun. 2022;2(1):52.

	 97.	 Schaible GA, Jay ZJ, Cliff J, Schulz F, Gauvin C, Goudeau D, Malmstrom 
RR, Emil Ruff S, Edgcomb V, Hatzenpichler R. Multicellular magnetotac-
tic bacterial consortia are metabolically differentiated and not clonal. 
bioRxiv. 2023. https://​doi.​org/​10.​1101/​2023.​11.​27.​568837.

	 98.	 Bazylinski DA, Dean AJ, Williams TJ, Long LK, Middleton SL, Dubbels BL. 
Chemolithoautotrophy in the marine, magnetotactic bacterial strains 
MV-1 and MV-2. Arch Microbiol. 2004;182(5):373–87.

	 99.	 Williams TJ, Lefèvre CT, Zhao W, Beveridge TJ, Bazylinski DA. Magneto-
spira thiophila gen. nov., sp. nov., a marine magnetotactic bacterium 
that represents a novel lineage within the Rhodospirillaceae (Alphapro-
teobacteria). Int J Syst Evol Microbiol. 2012;62(Pt 10):2443–50.

	100.	 Bazylinski DA, Williams TJ, Lefèvre CT, Berg RJ, Zhang CL, Bowser SS, 
Dean AJ, Beveridge TJ. Magnetococcus marinus gen. nov., sp. nov., a 
marine, magnetotactic bacterium that represents a novel lineage (Mag-
netococcaceae fam nov., Magnetococcales ord. nov.) at the base of the 
Alphaproteobacteria. Int J Syst Evol Microbiol. 2013;63(Pt 3):801–8.

	101.	 Prywes N, Phillips NR, Tuck OT, Valentin-Alvarado LE, Savage DF. 
Rubisco function, evolution, and engineering. Ann Rev Biochem. 
2023;92:385–410.

	102.	 Bazylinski DA, Blakemore RP. Denitrification and assimilatory nitrate 
reduction in Aquaspirillum magnetotacticum. Appl Environ Microbiol. 
1983;46(5):1118–24.

	103.	 Li Y, Katzmann E, Borg S, Schüler D. The periplasmic nitrate reductase 
nap is required for anaerobic growth and involved in redox control of 

https://doi.org/10.1101/2023.11.27.568837


Page 20 of 20Ji et al. Microbiome          (2024) 12:158 

magnetite biomineralization in Magnetospirillum gryphiswaldense. J 
Bacteriol. 2012;194(18):4847–56.

	104.	 Wang K, Ge X, Bo T, Chen Q, Chen G, Liu W. Interruption of the denitri-
fication pathway influences cell growth and magnetosome forma-
tion in Magnetospirillum magneticum AMB-1. Lett Appl Microbiol. 
2011;53(1):55–62.

	105.	 Kraft B, Strous M, Tegetmeyer HE. Microbial nitrate respiration–
genes, enzymes and environmental distribution. J Biotechnol. 
2011;155(1):104–17.

	106.	 Lin W, Li J, Pan Y. Newly isolated but uncultivated magnetotactic 
bacterium of the phylum Nitrospirae from Beijing China. Appl Environ 
Microbiol. 2012;78(3):668–75.

	107.	 Li J, Liu P, Wang J, Roberts AP, Pan Y. Magnetotaxis as an adapta-
tion to enable bacterial shuttling of microbial sulfur and sulfur 
cycling across aquatic oxic-anoxic interfaces. J Geophys Res. 
2020;125(12):e2020JG006012.

	108.	 Spring S, Bazylinski D: Magnetotactic bacteria. In: The prokaryotes: an 
evolving electronic resource for the microbiological community vol. 2; 
2006: 842-862.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Linking morphology, genome, and metabolic activity of uncultured magnetotactic Nitrospirota at the single-cell level
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Introduction
	Materials and methods
	Sample collection and morphological observation
	PCR, cloning, and DNA sequencing
	Single-cell sorting and whole genome amplification
	Genomic sequencing, assembly, and annotation
	Phylogeny and taxonomic classification analysis
	Stable-isotope incubation
	Fluorescence in situ hybridization (FISH)
	FIB-SEM and NanoSIMS analyses
	Statistical analyses

	Results
	Morphological identification and phylogenetic diversity of MTB
	Genomic characterization and metabolism prediction of ‘Candidatus Magnetobacterium’ sp. LHC-1
	Correlative microbial identity, genome, and metabolism analyses of LHC-1
	NanoSIMS single-cell analysis

	Discussion
	Combining target-specific mini-metagenomics and NanoSIMS
	LHC-1 and many other MTB from different phyla are autotrophs
	The localization of C, N, O, and S is specific in LHC-1
	The heterogeneity and dynamics of C, N, and S metabolism in the LHC-1 cell population

	Conclusion
	Acknowledgements
	References


