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Abstract: The kidneys are susceptible to a range of insults
that can cause damage to them. Early diagnosis, timely
prevention, and proper treatment are crucial for improving
the outcome of kidney injury. However, the complexity of
renal structure and function makes it difficult to reach the
demand of early detection and comprehensive evaluation
of kidney injury. No successful drug therapy caused by
the elaborate pathogenesis mechanism network of kidney
injury calls for a systematical interpretation in mechanism
researches. Recent advances in renal imaging and omics
studies have provided novel views and deeper insights
into kidney injury, but also raise challenges in reaching
a comprehensive cellular and molecular atlas of kidney
injury. Progresses in imaging and omics of kidney injury
are being made in various directions, with the initiative
of construction a high-resolution structural atlas of kid-
ney, dynamic and non-invasive evaluation of renal func-
tion, and systematic establishment of spatially resolved
molecular atlas by transcriptomics and metabolomics.
With the limitations of a single modality, novel multi-
modal integration technologies of imaging and omics are
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being attempted to achieve a systematic description
of nephropathy mechanisms. Further extensive efforts
in renal multimodal imaging and omics studies are
extremely required to deepen our understanding on
kidney injury in the context of diagnostic, mechanistic
and therapeutic perspectives.
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Introduction

Kidney is a vital metabolic and excretory organ in the human
body. Its high blood flow and vigorous excretion function
make it vulnerable to various insult factors such as immu-
nity, poison, ischemia, infection, and metabolic disorders,
resulting in acute kidney injury (AKI) [1]. Previous research
of our group demonstrated that the incidence of AKI caused
by various reasons was about 20 %-50 % among high-risk
inpatients [2]. Due to the low early diagnosis rate and
the lack of effective therapeutic medications, the clinical
management of AKI is highly challenging, with the mortality
rate of hospitalized AKI patients kept high at about 25 %,
and 50 % of the AKI patients did not fully recover their
renal function and eventually transitioned to chronic kidney
disease (CKD) [2].

Early diagnosis, timely prevention, and proper treat-
ment of the pathogenic insults are crucial to improving the
outcome of AKI. However, the complexity of tissue structure
and physiological functions and the variety of pathogenesis
on the large scale of acute kidney injuries make it extremely
difficult to reach an early detection and a comprehensive
evaluation of kidney injury, which greatly impedes the
development of precision medicine for AKI. Therefore,
constructing a systemic and panoramic evaluation system
of kidneys is crucial for the improvement of clinical diag-
nosis and the development of new drugs [3]. Recent advances
in renal imaging and omics studies with various scales or
modalities have provided novel views and deeper insights
into kidney injury. These bring us precious opportunities
but also raise rigorous challenges in reaching the landmark
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of a comprehensive cellular and molecular atlas of kidney
injury. Here in this article, we present our views on this
booming and brand-new area in kidney injury studies.

Significance

Nowadays, the improvement of the capacity of clinical
diagnosis and treatment is becoming a major clinical need.

Diagnosis

In the clinical field, four major demands for full achievement
of early diagnosis, etiological diagnosis, prognosis evalua-
tion, and the right timing of treatment decisions are
increasing. However, the existing methods and strategies for
AKI diagnosis, such as clinical imaging and biomarkers,
are far from developed. Renal pathology is still the leading
strategy and gold standard of diagnosis. However, clinical
kidney biopsy is highly traumatic and limited in sampling.
Excepting minor complications of transient bleeding, fever,
hematuria, proteinuria and transient hypertension, major
complications such as puncture of nearby organs or struc-
tures, infection near the biopsy site, development of arte-
riovenous fistula or pseudoaneurysm happen occasionally.
Cases of nephrectomy or even death after renal needle
biopsy are also factors that cannot be ignored in some
extreme cases. As a result, it is not feasible for dynamic
assessment of kidney injury or being performed in patients
with severe conditions or with contraindications. Even after
a successful and safe renal puncture, the low depth and
small volume of biopsied samples disabled the pathologists
from having a global view of the kidney and therefore
may miss important disease information. These gave rise to
a relatively low diagnosis rate and a limited precision of
etiology identification [4]. In this case, it is in urgent medical
need and of great clinical significance to develop a novel
clinically practicable diagnosis strategy by imaging with
high standard of non-invasion, dynamics and continuity.

Treatment

In the aspect of treatment, another sacred realm of kidney
injury research is to interpret the elaborate mechanisms
underlying the development and progression of long-lasting
injury, since no successful drug therapy exists for AKI or
reversing kidney fibrosis after so many years of mechanism
study [1]. Besides the novel molecular targets are required
to be identified urgently, their function in the time-series
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from the beginning to the end should also be elucidated
clearly for a proper decision of treatment window. It is
most meaningful to depict the mechanisms of kidney injury
systematically, panoramically and comprehensively.

Opportunities

The rapid development of advanced technologies greatly
facilitates cross cooperation and brings out many opportu-
nities and novel insights into kidney diseases. Revolutionary
technologies in kidney imaging and omics have made it
possible to construct three-dimensional tissue maps with
unprecedented spatial and molecular resolution. Medical
cross-studies organized with these technologies are poten-
tial and promising approaches to removing obstacles to the
full achievement of precision medicine for kidney diseases.
This field is demonstrating powerful capabilities in meeting
the growing diagnosis demands and solving complicated
mechanism issues of renal diseases inch by inch.

Challenges

The number of renal studies in imaging and spatial omics
is still largely limited due to several obstacles. At present, the
main challenges of renal disease research to overcome are
addressed in several aspects. (1) Complexity of renal tissue
structure; (2) diversity of renal function; (3) complexity of
pathogenesis of kidney diseases. The abundant cell types
before and after injury are highly heterogeneous, and the
spatial structure as well as segment variation composed by
these cells is extremely complex. The pathological changes
in kidney induced by various types of insults are more
complex and exert differential effects on each cell type and
segment resident in distinct spatial location, thus, giving rise
to more complicated renal microenvironments. After injury
occurred, renal tubular epithelial cells and vascular endo-
thelial cells showed distinct degrees of injury, different
subcellular structures alteration induced by heterogenous
molecular mechanisms over time and space. Pathological
changes such as infiltration of different subtypes of inflam-
matory cells in the mesenchyme and abnormal activation
of different states of fibroblasts make the pathogenesis
network more complex. In the chronic phase of renal injury,
focal lesions and fibrosis sites arise, suggesting heteroge-
neous microenvironments composed of similar cell types.
The same molecule or biological process might even play
different protective or noxious roles in different stages of
kidney injury [5].
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Thus, these difficulties present great challenges and
specific considerations related to renal imaging and spatial
omics. (1) At the forefront are the challenges in restoring
dynamic and continuous sample information with high
quality. A miniaturized portable device must sacrifice tem-
poral resolution and output modalities. (2) Limitations from
a single modality and development of novel multi-modal
integration technologies and algorithms. Integration of tissue
structure, renal function and molecular information are
of great importance to deal with the multifaceted
microenvironments that give rise to the focal lesions in the
end. (3) Difficulties in implementation of cellular resolution,
field of whole kidney and high-throughput at the same time.
A systematic profiling of whole kidney in detail to resolve
heterogeneity and complexes of cellular and molecular
spatiotemporal networks by imaging and omics depends upon
the balance and development of large field, high resolution,
depth and throughput. So far, imaging techniques commonly
used in clinical practice, such as B-ultrasound, X-ray,
computed tomography (CT), magnetic resonance imaging
(MRI) and positron emission tomography-computed tomog-
raphy (PET-CT) are limited in studying kidney injury due
to their low resolution. Imaging methods commonly used
in pathology, such as optical microscopes, fluorescence
microscopes and electron microscopes, could only be used for
local imaging but are not suitable for cross-scale physiological
and pathophysiological studies of the whole intact kidney [6].
At the same time, spatial omics based on sequencing retained
depth and throughput superiority at the cost of losing field
and resolution, while spatial omics based on imaging are
advanced in field and resolution by losing the advantages
of depth and scale. Even resorting to registration and 3D
reconstruction algorithms, it is still not viable to reduce and
resolve complex information of an intact mouse kidney.
Therefore, for the time being, commonly used imaging and
omics methods are not feasible to accurately capture lesions,
unable to achieve cross-scale kidney 3D panoramic imaging,
and therefore difficult to provide panoramic structure,
function and molecular mechanism information of kidney
injury.

Advances

Progress is being made independently in various directions
in imaging and omics of kidney injury. They attempted to
achieve the above goals from different single aspect, such as
construction of a high-resolution structural atlas of kidney,
dynamical assessment of vascular or metabolic function
alteration in kidney injury, non-invasive evaluation of
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renal function of AKI patients and systematic establishment
of spatially resolved molecular atlas by transcriptomics
and metabolomics.

X-ray imaging

X-rays are less commonly used in kidney disease due to
low soft tissue contrast and radiation concerns for CT, yet
their non-invasive and dynamic advantages make them a
potentially strong competitor. The application of micro-CT
in kidney imaging still relies on the various contrast agents
for better soft tissue contrast now. With the help of blood
vessel contrast Microfil, it is possible to reconstruct vascular
tree structure with 3 um resolution and reveal the reduction
of vascular density in vitro following injury. Besides
contrast agents, another way of enhancing contrast is to
use synchrotron radiation X-ray (SRX). With characteristics
of strong penetration, high sensitivity, multi-scale resolution
and low radiation dose, it is widely used in multi-scale,
high-sensitivity, low-dose and non-destructive imaging of
complete organs of humans and model animals. The 3rd
generation of SRX by European Synchrotron Radiation
Facility (ESRF) enabled hierarchical phase-contrast tomog-
raphy (HiP-CT), which further gave rise to the first cross-
scale scan of an intact human kidney [7]. Through combining
the breakthrough of virtual histology (VH) image digital
conversion technology, it allowed construction a panoramic
nondestructive 3D pathology map of kidney. The utility of
SRX-based HiP-CT may play a vital role in revealing the
physiological microstructure, as well as its pathophysiolog-
ical alteration in time series of kidney injury. Thus, X-ray
imaging has the potential of construction a brand-new
and revolutionary 3D pathology diagnosis system for kidney
diseases, as well as a microstructure atlas for mechanism
research.

Molecular imaging

Real-time and non-invasive in vivo monitoring of the
molecular-level pathophysiological status within renal
tissues is crucial for understanding diseases and devel-
oping therapeutic targets. Currently, commonly used
clinical methods, such as non-invasive measurements
of glomerular filtration rate (GFR), urine sediment analysis
as well as invasive renal biopsy fail to achieve the goal.
Molecular imaging techniques offer the potential to
observe molecular processes and blood supply inside
the kidney by injecting specific radioactive substances,
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contrast agents, specific molecular probes or material
tracers which are expected to provide more accurate and
personalized functional information for the diagnosis and
treatment of kidney diseases. Molecular imaging can uti-
lize various imaging modalities such as MRI, PET-CT,
single-photon emission computed tomography (SPECT)
and fluorescence molecular tomography (FMT). Molecular
renal probes (MRPs) are used for labeling early biomarkers
of AKI, which enable long-term real-time imaging of mul-
tiple molecular events in the kidneys of live mice and
further monitor the onset, progress and outcome of kidney
injury [8]. Detailed molecular imaging probes in previous
studies have been addressed elsewhere [9]. Besides mo-
lecular imaging, imaging based on advanced material is
also rising and playing more roles in AKI diagnosis. Novel
microbubbles tracked by super-resolution ultrasound
(SRUS) imaging as they flow with the blood, also allowed
for non-invasive in vivo evaluation of vascular function
and structure following ischemia-induced AKI or various
types of glomerular injury [10]. Focusing on spatial het-
erogeneity, cationized ferritin-enhanced magnetic reso-
nance imaging (CFE-MRI) was used to examined the three-
dimensional spatial distribution of nephron density and
calculation of single nephron glomerular filtration rate
(SnGFR) [11]. Thus, the advanced molecular imaging facil-
itated the detection of focal lesions that are distributed
irregularly, and make possible of the mechanism research
behind. The booming of probe and material development
have made molecular imaging expandable and more
powerful in monitoring kidney injury precisely.

Spatial imaging omics

Single-cell omics such as RNA sequencing have tremen-
dously accelerated the mechanism studies of kidney injury
in the last decade, yet the failure of retaining spatial infor-
mation of cells impeded the precise interpretation of
microenvironment, spatial neighborhood and niche net-
works of kidney injury. The first spatial omics atlas of kidney
injury was generated by the transcriptomics solution from
the 10x Genomics Visium Spatial Gene Expression. Spatial
molecular expression patterns of repair and injury response
to ischemic insult could easily be defined and uncovered by
spatial clustering analysis and identification of spatially
variable features. Deconvolution of spatial atlas also pro-
vided a preliminary solution to detection of key cell-cell
interaction pattern in the elaborate injured micro-
environment [12]. Another spatial atlas by matrix-assisted
laser desorption/ionization mass spectrometry imaging
(MALDI-MSI) gave the first metabolomics landscape of AKL
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Combined with multiplexed immunofluorescence staining
to label specific tubular segment or state, metabolic signa-
ture of region-specific cell types related to repair and mal-
adaptive repair could be identified, and the trajectories of
metabolic pathway alteration along the kidney injury pro-
gression were able to be determined [13]. However, in ex-
change, implementation of the large field of Visium and
MALDI-MSI sacrifices the resolution of single cell, which is
most precious for precise depiction of molecular signature,
fate trajectories and interaction patterns between spatially
variable cell types or even subgroups. At present, advances
in spatial technologies are breaking the borderline between
imaging and sequencing-based omics, which truly catalyze
the birth of spatially single-cell resolved detection. Tech-
nologies of novel single-cell resolved spatial imaging and
omics that are promising in kidney injury research were
summarized (Table 1). As was displayed, without losing
spatial resolution or large field of view (FOV), these tech-
nologies are gradually developed to have higher throughput
and better compatibility with proteomics or metabolomics,
no matter within the same slice or by sequential slices. Better
compatibility with formalin fixation and paraffin embed-
ding (FFPE) slices also makes possible of establishment of
kidney injury cohort. This will greatly fill the huge gap of
prognostic research in the field. Outcome-related cell pop-
ulations, cell-cell interaction patterns and micro-
environment signature will be uncovered to provide a
clearer direction for mechanism research. In conclusion,
with a better balance of depth, scale, throughput, field and
resolution, application of spatial imaging omics in kidney
injury will overcome the challenge of heterogeneity and
complexity with less hindrance.

3D tissue imaging

3D visualization of renal microstructure is primarily limited
to confocal microscopy. However, the refractive properties
of protein and lipid components within the kidney scatter
light and significantly degrade image quality with increasing
depth. Optical tissue clearing methods have been employed
to address this issue by removing pigments, lipids, and other
light-scattering substances from tissues, allowing light to
better penetrate the kidney. Combined with deep tissue
labeling strategies and the development of optical projection
tomography and multiple fluorescence microscopic imaging
technologies such as confocal, multiphoton or light sheet, 3D
scalable renal studies of cells and molecules have become
practicable. Besides traditional tissue clearing methods such
as the 3D imaging of solvent-cleared organs (DISCO) family,
clear lipid-exchanged acrylamide-hybridized rigid imaging/
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Table 1: Promising spatial omics technologies in kidney injury research.
Technology Classification Fov Coverage Resolution FFPE-supportive Used in Reference
kidney injury
Spatial transcriptomics
10x Visium  Sequencing-based 6.5 x 6.5mm Untargeted 55.0 ym Yes Yes [14]
Stereo-seq  Sequencing-based 1 x 1cm, max Untargeted 0.2pm No No [15]
13 x13cm
Seq-Scope  Sequencing-based  Max 800 mm? Untargeted 0.5um No No [16]
Pixel-seq Sequencing-based 1 x 1 mm, max Untargeted 1.0 ym No No 71
10 x 10 mm
HDST Sequencing-based 5.7 x 2.4 mm Untargeted 2.0um No No [18]
MERFISH Imaging-based 1x1cm 10,000 genes, proteins 0.2pm Yes No [19]
10x Xenium Imaging-based 400 mm? 400-5,000 (2024) genes, 0.2pum Yes No [20]
proteins
Nanostring Imaging-based 100 mm? 1,000-6,000 (2024) genes, 0.2pum Yes No [21]
CosMx SMI proteins
Spatial proteomics
PCF/CODEX Imaging-based 2x2cm >100 proteins 0.5um Yes Yes [22]
Spatial metabolomics
MALDI-MSI Imaging-based >7.5x25cm Untargeted, metabolomics, 5.0-20.0 pm Yes Yes [23]
lipidomics, peptides and
proteins
GCIB-SIMS Imaging-based 1x1cm Untargeted, metabolomics, 1.0 pym No No [24]

lipidomics, peptides and

proteins

Since most omics studies of kidney injury were performed in murine models, technologies with field of view matched with the size of murine kidneys as well
as single-cell resolution were displayed. FOV, field of view; PMID, PubMed identifier; FFPE, formalin-fixed paraffin-embedded; HDST, high-definition spatial
transcriptomics; MERFISH, multiplexed error-robust fluorescence in situ hybridization; SMI, spatial molecular imager; PCF, PhenoCycler-Fusion; CODEX,

co-detection by indexing; MALDI-MSI, matrix-assisted laser desorption/ionization mass spectrometry imaging; GCIB-SIMS, gas cluster ion beam secondary

ion mass spectrometry.

immunostaining/in situ hybridization-compatible tissue-
hydrogel (CLARITY) and clear, unobstructed brain/body
imaging cocktails and computational analysis (CUBIC), novel
strategies like small-micelle-mediated human organ efficient
clearing and labeling (SHANEL), raman dye imaging and
tissue clearing (RADIANT) and nanobody (VyH)-boosted 3D
imaging of solvent-cleared organs (vDISCO) are developed to
be compatible with depth and multiplexity [25]. Now it is
feasible to achieve multiplex co-localization with about 30
channels within an intact human kidney or within an entire
mouse. Technical compatibility with subsequent pathology
and transmission electron microscopy (TEM) allows for
integration structural information [26]. By combining
molecules indicating segment or cell type with markers of
injury-induced heterogenous pathological function, future
3D multiplex renal imaging will be vastly helpful in resolving
heterogeneity obstacles caused by segment and spatial
location in mechanism studies of kidney injury.

Multimodal integration of imaging and
omics

Implementation of multi-modal imaging and omics inte-
gration of tissue structure, renal function and molecular
information enables the possibility to interpret intricate
microenvironments of kidney injury. However, the meth-
odology and technology roadmap for multi-modal integra-
tion are spiny and bumpy. With this initiative, an attempt
was made and provided us with precious practices of
organizing multimodal imaging and omics to achieve a
systematic description of nephropathy mechanisms. The
Kidney Precision Medicine Project (KPMP) focuses on AKI
and CKD, with the goal of establishing a human kidney
tissue map with spatial localization at single-cell resolution
in both healthy and diseased conditions. KPMP integrated
various single-cell sequencing, single-nucleus sequencing,
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and spatial imaging technologies such as multiplexed
protein imaging and metabolic mass spectrometry imaging
in the same renal sample to construct the most compre-
hensive human kidney map to date [27]. A total of 51 ma-
jor cell types were identified, and 28 cell states during the
process of kidney injury were defined in this research.
Distinct spatial localization of protein forms in the vascu-
lature, medulla, cortex regions as well as injury-related
cellular neighborhoods and co-expression network within
the kidney were sufficiently revealed. Spatial imaging and
omics techniques were employed to localize these states
within the vicinity of the injury. For example, 3D imaging
techniques such as light sheet fluorescence microscopy
(LSFM) were utilized to provide information about the
immune microenvironment in the injured kidney. This
study serves as a paradigm and provides tools for multi-
modal imaging analysis of the kidney.

Creating a comprehensive, 3D spatially resolved
cellular and molecular atlas is required for achieving
the final goal of establishing and developing systematic
diagnosis and evaluation system of kidney injury. Though
not with flawless integration, KPMP is an encouraging
attempt of great value in providing us with the first
paradigm and many opportunities for reaching this
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landmark. Indeed, overcoming the above challenges is
still highly required for the fulfillment of this goal.

Perspectives

The development of human medicine is largely driven
by booming technologies. Recent advances in imaging
and spatial omics did provide us with an opportunity to
construct an unprecedented, high-resolution, panoramic,
dynamical and non-destructive 3D atlas of kidney injury
that is spatiotemporally resolved. The field, depth, reso-
lution, scale and throughput of imaging and spatial omics
are under active development and have been expanded
with more competitive parameters. The higher spatial
resolution of in vivo functional imaging is gradually
approaching that of in vitro structural imaging. Compati-
bility with FFPE samples, and implementation of 3D or
high-throughput multi-omics offers endless possibilities
of structural and molecular integration. Application of
these technologies in kidney injury will finally reach the
brand-new landmark and give rise to unprecedented
integration of structure, function as well as cellular
and molecular mechanisms (Figure 1). A comprehensive
evaluation system of kidney disease, as well as a
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Figure 1: Multimodal integration strategy of renal function, structure and molecular mechanism. Renal physiological or pathophysiological function
information such as tubular epithelial function, hemodynamics, inflammation level, fibrosis status are mainly provided by imaging technologies in vivo
such as positron emission tomography-computed tomography (PET-CT), single-photon emission computed tomography (SPECT), functional magnetic
resonance imaging (fMRI) and super-resolution ultrasound (SRUS), thus is given first. After the animals are sacrificed, kidneys are suitable for structural
imaging in vitro such as synchrotron radiation X-ray (SRX), micro-computed tomography (uCT) or even light sheet fluorescence microscopic (LSFM)
imaging after tissue clearing. Biopsy pathology could also provide detailed structural information in cellular level. The kidney slices after structural
imaging can also be used to obtain molecular mechanism information by spatial transcriptomics, spatial proteomics and spatial metabolomics.

Figures were created with BioRender.com.
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systematic interpretation of pathogenesis network of
kidney injury will finally be catalyzed.

Acknowledgments: Figures were created with BioRender.com.
Ethical approval: Not applicable.

Informed consent: Not applicable.

Author contributions: All authors have accepted respon-
sibility for the entire content of this manuscript and
approved its submission.

Competing interests: Authors state no conflict of interest.
Professor Li Yang is a member of Medical Review editorial
board and is not involved in the peer review and decision
process of this article.

Research funding: This work was supported by the National
Key R&D Program of China number 2022YFC2502500 and
2022YFC2502502, the National Natural Science Foundation of
China number 82130021, and the Beijing Young Scientist
Program number BJJWZYJH01201910001006.

References

1. Zuk A, Bonventre V. Acute kidney injury. Annu Rev Med 2016;67:293-307.

2. Yang L, Xing G, Wang L, Wu Y, Li S, Xu G, et al. Acute kidney injury in
China: a cross-sectional survey. Lancet 2015;386:1465-71.

3. Huang J, Xu D, Yang L. Acute kidney injury in Asia: disease Burden.
Semin Nephrol 2020;40:443-55.

4. Bandari J, Fuller TW, Turner RM, D’Agostino LA. Renal biopsy for
medical renal disease: indications and contraindications. Can J Urol
2016;23:8121-6.

5. Bonventre JV, Yang L. Cellular pathophysiology of ischemic acute
kidney injury. J Clin Invest 2011;121:4210-21.

6. Borland S), Behnsen J, Ashton N, Francis SE, Brennan K, Sherratt MJ,
et al. X-Ray micro-computed tomography: an emerging technology to
analyze vascular calcification in animal models. Int J Mol Sci 2020;21:
1-27.

7. Walsh CL, Tafforeau P, Wagner WL, Jafree D), Bellier A, Werlein C, et al.
Imaging intact human organs with local resolution of cellular
structures using hierarchical phase-contrast tomography. Nat
Methods 2021;18:1532-41.

8. Huang}, LiJ, Lyu Y, Miao Q, Pu K. Molecular optical imaging probes for
early diagnosis of drug-induced acute kidney injury. Nat Mater 2019;18:
1133-43.

9. Klinkhammer BM, Lammers T, Mottaghy FM, Kiessling F, Floege J,
Boor P. Non-invasive molecular imaging of kidney diseases. Nat Rev
Nephrol 2021;17:688-703.

10. DenisL, Bodard S, HingotV, Chavignon A, BattagliaJ, Renault G, et al.
Sensing ultrasound localization microscopy for the visualization
of glomeruli in living rats and humans. EBioMedicine 2023;91:
104578.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24,

25.

26.

27.

DE GRUYTER

. Baldelomar EJ, Charlton JR, Bennett KM. Mapping single-nephron

filtration in the isolated, perfused rat kidney using magnetic resonance
imaging. Am ] Physiol Ren Physiol 2022;323:F602-11.

. Dixon EE, Wu H, Muto Y, Wilson PC, Humphreys BD. Spatially resolved

transcriptomic analysis of acute kidney injury in a female murine
model. ] Am Soc Nephrol 2022;33:279-89.

Wang G, Heijs B, Kostidis S, Mahfouz A, Rietjens RGJ, Bijkerk R, et al.
Analyzing cell-type-specific dynamics of metabolism in kidney repair.
Nat Metab 2022;4:1109-18.

Powell NR, Silvola RM, Howard JS, Badve S, Skaar TC, Ipe J.
Quantification of spatial pharmacogene expression heterogeneity in
breast tumors. Cancer Rep 2023;6. https://doi.org/10.1002/cnr2.
1686.

Chen A, Liao S, Cheng M, Ma K, Wu L, Lai Y, et al. Spatiotemporal
transcriptomic atlas of mouse organogenesis using DNA nanoball-
patterned arrays. Cell 2022;185:1777-92.e21.

Cho CS, XiJ, Si'Y, Park SR, Hsu JE, Kim M, et al. Microscopic examination
of spatial transcriptome using Seqg-Scope. Cell 2021;184:3559-72.e22.
Fu X, Sun L, Dong R, Chen }Y, Silakit R, Condon LF, et al. Polony gels
enable amplifiable DNA stamping and spatial transcriptomics of
chronic pain. Cell 2022;185:4621-33.e17.

Vickovic S, Eraslan G, Salmén F, Klughammer J, Stenbeck L, Schapiro D,
et al. High-definition spatial transcriptomics for in situ tissue profiling.
Nat Methods 2019;16:987-90.

Chen KH, Boettiger AN, Moffitt JR, Wang S, Zhuang X. RNA imaging.
Spatially resolved, highly multiplexed RNA profiling in single cells.
Science 2015;348:aaa6090.

Janesick A, Shelansky R, Gottscho AD, Wagner F, Rouault M, Beliakoff G,
et al. High resolution mapping of the breast cancer tumor
microenvironment using integrated single cell, spatial and in situ
analysis of FFPE tissue. BioRxiv 2022:2022. https://doi.org/10.06.510405.
He S, Bhatt R, Brown C, Brown EA, Buhr DL, Chantranuvatana K, et al.
High-plex imaging of RNA and proteins at subcellular resolution in
fixed tissue by spatial molecular imaging. Nat Biotechnol 2022;40:
1794-806.

Black S, Phillips D, Hickey JW, Kennedy-Darling J, Venkataraaman VG,
Samusik N, et al. CODEX multiplexed tissue imaging with
DNA-conjugated antibodies. Nat Protoc 2021;16:3802-35.

Tuck M, Grélard F, Blanc L, Desbenoit N. MALDI-MSI towards
multimodal imaging: challenges and perspectives. Front Chem 2022;
10:904688.

Tian H, Sheraz Née Rabbani S, Vickerman JC, Winograd N. Multiomics
imaging using high-Energy Water gas cluster ion beam secondary ion
mass spectrometry [(H,0),-GCIB-SIMS] of frozen-hydrated cells and
tissue. Anal Chem 2021;93:7808-14.

Shi L, Wei M, Miao Y, Qian N, Shi L, Singer RA, et al. Highly-multiplexed
volumetric mapping with Raman dye imaging and tissue clearing. Nat
Biotechnol 2022;40:364-73.

Puelles VG, Fleck D, Ortz L, Papadouri S, Strieder T, Bbhner AMC, et al.
Novel 3D analysis using optical tissue clearing documents the evolution
of murine rapidly progressive glomerulonephritis. Kidney Int 2019;96:
505-16.

Lake BB, Menon R, Winfree S, Hu Q, Ferreira RM, Kalhor K, et al. An atlas
of healthy and injured cell states and niches in the human kidney.
Nature 2023;619:585-94.


https://doi.org/10.1002/cnr2.1686
https://doi.org/10.1002/cnr2.1686
https://doi.org/10.06.510405

	Imaging and spatial omics of kidney injury: significance, challenges, advances and perspectives
	Introduction
	Significance
	Diagnosis
	Treatment

	Opportunities
	Challenges
	Advances
	X-ray imaging
	Molecular imaging
	Spatial imaging omics
	3D tissue imaging
	Multimodal integration of imaging and omics

	Perspectives
	Acknowledgments
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (Euroscale Coated v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.7
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 35
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1000
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.10000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError false
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /DEU <>
    /ENU ()
    /ENN ()
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName (ISO Coated v2 \(ECI\))
      /DestinationProfileSelector /UseName
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName <FEFF005B0048006F006800650020004100750066006C00F600730075006E0067005D>
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements true
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 8.503940
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /UseName
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [595.276 841.890]
>> setpagedevice


