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Objective. Current lupus nephritis (LN) treatments are effective in only 30% of patients, emphasizing the need for
novel therapeutic strategies. We undertook this study to develop mechanistic hypotheses and explore novel bio-
markers by analyzing the longitudinal urinary proteomic profiles in LN patients undergoing treatment.

Methods. We quantified 1,000 urinary proteins in 30 patients with LN at the time of the diagnostic renal biopsy and
after 3, 6, and 12 months. The proteins and molecular pathways detected in the urine proteome were then analyzed
with respect to baseline clinical features and longitudinal trajectories. The intrarenal expression of candidate bio-
markers was evaluated using single-cell transcriptomics of renal biopsy sections from LN patients.

Results. Our analysis revealed multiple biologic pathways, including chemotaxis, neutrophil activation, platelet
degranulation, and extracellular matrix organization, which could be noninvasively quantified and monitored in the
urine. We identified 237 urinary biomarkers associated with LN, as compared to controls without systemic lupus
erythematosus. Interleukin-16 (IL-16), CD163, and transforming growth factor β mirrored intrarenal nephritis activity.
Response to treatment was paralleled by a reduction in urinary IL-16, a CD4 ligand with proinflammatory and
chemotactic properties. Single-cell RNA sequencing independently demonstrated that IL16 is the second most
expressed cytokine by most infiltrating immune cells in LN kidneys. IL-16–producing cells were found at key sites of
kidney injury.

Conclusion. Urine proteomics may profoundly change the diagnosis and management of LN by noninvasively
monitoring active intrarenal biologic pathways. These findings implicate IL-16 in LN pathogenesis, designating it as a
potentially treatable target and biomarker.
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INTRODUCTION

Lupus nephritis (LN) is a severe manifestation of systemic
lupus erythematosus (SLE) that frequently leads to end-stage kid-
ney disease despite treatment (1). Diagnosis and treatment of LN
rely on histopathologic features of kidney biopsy samples from
patients with proteinuria. Kidney biopsies have an indispensable
role in that they can distinguish active nephritis from chronic dam-
age, both of which manifest with proteinuria. However, kidney
biopsies have limitations. Most notably, histology does not cap-
ture patient-specific active biologic pathways. Further, the histo-
logic class frequently changes on repeat kidney biopsies,
suggesting that the histologic classification may artificially divide
patients based on results from one point in time (2,3).
Procedure-related complications may occur (4), and up to 35%
of kidney biopsies may fail to obtain an adequate sample (5).
Access to kidney biopsies may delay diagnosis and treatment,
and can be limited by antithrombotic and anticoagulation treat-
ments, severe thrombocytopenia, and resource-poor settings.
Finally, because the presence of proteinuria implies that underly-
ing kidney damage has already happened, kidney biopsy results
are a lagging indicator. Thus, there is a pressing need for a nonin-
vasive biomarker to probe in “real-time” the active molecular
pathologic processes in the kidney and to monitor them over time
in response to treatment.

Several available biomarkers correlate with histologic fea-
tures, but none are currently used in clinical practice (6,7). These
lack the sensitivity and specificity to detect active renal inflamma-
tion, predict flares, and reliably inform prognosis, and do not add
actionable information in addition to proteinuria or renal function
(6,7). Unbiased proteomic screenings carry a high potential for
discovery, but these have been limited to the evaluation of pro-
teins or peptides sufficiently abundant to be detectable by mass
spectrometry (8,9). More sensitive aptamer-based arrays have
identified candidate urinary biomarkers associated with protein-
uria, but their ability to predict nephritis activity and clinical out-
comes is still to be determined (10). Management of LN could
be greatly enhanced by a resource that can identify candidate
biomarkers that predict histologic features and clinical outcomes,
as well as infer the renally active biologic pathways. Here, we
used a glass slide–based protein microarray to screen and quan-
tify 1,000 proteins covering a wide range of biologic processes in
longitudinal urine samples from patients with LN (starting at the
time of biopsy) to develop mechanistic hypotheses and explore
novel biomarkers. This array allowed the unbiased, precise, and
sensitive quantification of the concentration of each of the 1,000
proteins, as validated in previous studies (11–13). We found that
protein expression patterns define distinct molecular pathways
that are differentially expressed among LN patients. We also dis-
covered that interleukin-16 (IL-16), a proinflammatory chemo-
kine, is strongly associated with LN activity and may have role in
LN pathogenesis, thus nominating IL-16 as a potentially treatable
target.

PATIENTS AND METHODS

Patients and sample collection. This study enrolled SLE
patients with a urine protein–to-creatinine ratio (UPr:Cr) of >0.5

who were undergoing clinically indicated renal biopsy. Only

patients with a pathology report confirming LN were included in

the study. Renal biopsy sections were scored by 1 renal patholo-
gist at each of the 2 sites according to the International Society of

Nephrology (ISN)/Renal Pathology Society guidelines and the

National Institutes of Health (NIH) activity and chronicity indices

(14). Clinical information, including serologies, were collected at

the most recent visit before the biopsy. Response status at week
52 was defined as follows: complete response (UPr:Cr ≤0.5, nor-

mal serum creatinine or <25% increase from baseline if abnormal,

and prednisone ≤10 mg daily), partial response (UPr:Cr >0.5 but

≤50% of baseline value, and identical serum creatinine and pred-

nisone rules as complete response), or no response (UPr:Cr
>50% of baseline value, new abnormal elevation of serum creati-

nine or ≥25% from baseline, or prednisone ≥10 mg daily). Urine

samples from healthy volunteers (all women, median age 42 years

[interquartile range 32–54], 3 identifying as Caucasian and 4 as

African American) were included. Urine specimens were acquired
on the day of the biopsy (before the procedure) at 2 clinical sites in

the US (Johns Hopkins University [JHU] and New York University

[NYU]). For the validation cohort (n = 101), urine samples were

collected on the day of (73%) or within 3 weeks (27%) of the kid-

ney biopsy. Serologic features and complement levels were
assessed at the clinical visit preceding the biopsy. Proteinuria

was measured on or near the day of the biopsy.

Study approval. Human study protocols were approved
by the institutional review boards (IRBs) at JHU and NYU, and

written informed consent was obtained from all participants. For

healthy controls, IRB approval was obtained from the Oklahoma

Medical Research Foundation. After informed consent, controls
were recruited through the Oklahoma Rheumatic Disease

Research Cores Center and were matched for sex, race, ethnic-

ity, and age. Subjects were screened using a questionnaire and

tested negative for the following antibodies: antinuclear, double-

stranded DNA, chromatin, ribosomal P, Ro, La, Smith (Sm),
SmRNP, RNP, centromere B, Scl-70, and Jo-1. Samples were

processed, stored, and shipped using protocols from the Accel-

erating Medicines Partnership in Rheumatoid Arthritis and Sys-

temic Lupus Erythematosus (AMP RA/SLE) Network to align

with the patient samples. See Appendix A for a list of members
of the AMP RA/SLE Network, and see Supplementary Acknowl-

edgments (https://onlinelibrary.wiley.com/doi/10.1002/art.42023)

for additional details.

Urine Quantibody assay. The Kiloplex Quantibody pro-
tein array platform (RayBiotech) was used to screen urine sam-
ples as previously described (12). Validation was performed
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using an immunoquantitative (polymerase chain reaction [PCR]–
based) IL-16 enzyme-linked immunosorbent assay (ELISA)
(RayBiotech) to match and improve the sensitivity and dynamic
range provided by the Kiloplex array. These are summarized
in Supplementary Methods (https://onlinelibrary.wiley.com/doi/
10.1002/art.42023).

Renal tissue single-cell RNA sequencing. Renal tissue
was collected, stored, and processed as previously described
(15). Briefly, research biopsy cores were collected from consent-
ing subjects as an additional biopsy pass or tissue from routine
clinical passes. Only biopsy samples with confirmed LN were
included. Kidney tissue was frozen on site and shipped to a cen-
tral processing location where it was thawed and disaggregated.
Individual cells were retrieved and sorted by flow cytometry. For
each sample, 10% of the sample was allocated to sort CD10
+CD45− epithelial cells as single cells, and the remaining 90%
was used to sort CD45+ leukocytes as single cells. For each sin-
gle cell, the whole gene expression profile was sequenced using
the CEL-Seq2 method.

Prevalence of cytokine-positive cells. Analysis of
cytokine-positive cells was based on a compendium of 237
cytokines obtained from Gene Ontology (16) and manually
extended using the Cytokine Registry (https://www.immport.
org/resources/cytokineRegistry), the iTalk database (17), and the

International Union of Basic and Clinical Pharmacology and British
Pharmacological Society database. For each cytokine, we calcu-
lated the prevalence of the cells with ≥1 transcript over the total
number of cells. For details on immunohistochemistry, see
Supplementary Methods (https://onlinelibrary.wiley.com/doi/
10.1002/art.42023).

Statistical analysis. Differential protein abundance was
calculated using a moderated T statistic. To achieve normal distri-
bution, the protein abundances were log-transformed after add-
ing 10% (arbitrary constant empirically shown not to significantly
alter distributions) of the lowest measured abundance to remove
zeros. With 30 LN and 7 healthy donor samples, using a 2-sided
test with a significance level of 0.05, adjusting for 1,000 compari-
sons (Bonferroni), there was 80% power to detect a difference in
mean peptide magnitude of 1.2 SDs (i.e., an effect size of 1.2).
Concentrations of all urinary proteins for all urine samples were
available without missing data. Clustering was performed using
the Ward’s minimum variance method. Receiver operating char-
acteristic (ROC) curves and areas under the curve (AUCs) were
calculated using the function roc within the pROC R package.
The impact of confounders on the association between the NIH
activity index score and the urinary abundance of a biomarker
was tested using 1 confounder at the time (given limited sample
size), using a linear regression model as follows: activity ~
biomarker_abundance + confounder. The models were fitted

Figure 1. Identification of pathogenic pathways by urine proteomics.A, Volcano plot illustrating the differential abundance of 1,000 urinary proteins
in patients with lupus nephritis (LN; n = 30) and healthy controls (HC; n = 7). There were 237 proteins that were significantly more abundant in LN (>2-
fold change, false discovery rate [FDR] <10%, moderated t-test). B, Heatmap of the abundance of the 12 nonoverlapping pathways enriched in LN
urine samples by pathway enrichment analysis (Gene Ontology biological process). Among the 30 patients, 20 displayed an LN cluster with higher
abundance of all pathways, whereas the patients in the other cluster exhibited an intermediate abundance as compared to healthy controls. Cluster-
ing was otherwise not explained by other clinical variables such as proteinuria, renal function, nephritis activity, chronic damage, or class. Values were
scaled by rows. Clustering was performed using Ward’s minimum variance method. TGFβRIII = transforming growth factor β receptor III;
IL-1R5 = interleukin-1 receptor 5; TSP-1 = thrombospondin 1; RBP-4 = retinol binding protein 4; FOLR-1 = folate receptor 1; ICAM-2 = intercellular
adhesion molecule 2; uPA = urokinase plasminogen activator; log2 FC = log2 fold change; SLE = systemic lupus erythematosus. Color figure can be
viewed in the online issue, which is available at http://onlinelibrary.wiley.com/doi/10.1002/art.42023/abstract.
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using the lm function within the stats R package. See Supple-
mentary Methods (https://onlinelibrary.wiley.com/doi/10.1002/
art.42023) for pathway enrichment analysis. Pearson’s correlation
coefficients are used throughout the manuscript. All analyses
were performed in R.

Data availability. The data reported in this publication,
including the clinical and serologic data of the study participants,
are deposited in the ImmPort repository (accession code
SDY997). The raw single-cell RNA sequencing data are also
deposited in dbGAP (accession code phs001457.v1.p1).

RESULTS

Urine proteomics identifies biologically relevant
active pathways in LN. Urine samples from 30 patients with
active LN were collected near or at the time of renal biopsy.
Clinical and demographic characteristics are summarized in Sup-
plementary Table 1 (https://onlinelibrary.wiley.com/doi/10.1002/
art.42023). Compared to healthy donors, there were 237 proteins
significantly elevated in the urine of patients with LN (false
discovery rate [FDR] <10%), as shown in Figure 1A. This list
includes both novel and previously described urinary biomarkers
(Supplementary Data File 1, https://onlinelibrary.wiley.com/doi/
10.1002/art.42023). Pathway enrichment analysis of the proteins
that were significantly elevated in LN identified 12 enriched non-
overlapping pathways, including relevant biologic processes
such as chemotaxis, neutrophil activation, platelet degranulation,
and extracellular matrix organization (Supplementary Figure 1,
https://onlinelibrary.wiley.com/doi/10.1002/art.42023). Hierar-
chical clustering using enriched pathways segregated LN
patients into 2 groups, with 80% of those who later achieved a
complete renal response being in the same group with overall less
inflammatory pathways (odds ratio 12.6, P = 0.03) (Figure 1B).
Baseline parameters such as proteinuria, creatinine level, histo-
logic activity or chronicity scores, and ISN class were present in
similar frequencies in both clusters, suggesting that urine proteo-
mics may provide unique informative features (Figure 1B).

Identification of urinary biomarkers of renal
histology.We sought to identify urinary proteins that could iden-
tify renal histology. LN can be classified in 2 broad categories
based on the presence of a glomerular endocapillary immune infil-
trate or “proliferation.” Proliferative LN (ISN class III or IV) is a more
aggressive phenotype associated with glomerular endocapillary
hypercellularity, abundant immune cell infiltration, and higher risk
of permanent renal damage. Compared to pure membranous
LN (n = 9), patients with proliferative LN (n = 14) showed a higher
concentration of several urine cytokines and molecules involved in
immune activation and chemotaxis (Figures 2A and B). IL-16 was
the most significantly enriched urinary protein in proliferative LN
(Figure 2A). Pathway enrichment analysis revealed that the

pattern of chemokines matched the chemokine released in
response to interferon-γ (IFNγ), IL-1β, and tumor necrosis factor
(TNF) (Figure 2B).

Many of the urinary proteins that were differentially abundant
when comparing proliferative and membranous LN were not sig-
nificantly more abundant when comparing all LN patients to
healthy controls. In fact, although most of the proteins enriched
in proliferative LN were generally more abundant in LN compared
to healthy controls, these were not among the most abundant (>2
SDs) (Supplementary Figures 2A and B, https://onlinelibrary.
wiley.com/doi/10.1002/art.42023). This is because the first com-
parison (LN patients versus healthy controls) is aimed to identify
proteins that are generally more abundant in all LN patients,
regardless of ISN class. Not surprisingly, the most abundant pro-
tein in all LN patients was retinol binding protein 4, a general
marker of tubular impairment (18). These findings indicate that
contrasting well-defined subgroups allowed for identification of
relevant biomarkers that could have been missed by analyzing all
LN patients together. Different pathogenic processes may under-
lie each histologic subgroup, and thus, these biomarkers may
provide insight into the relative active pathways.

Urinary IL-16 reflects histologic activity. The degree of
histologic activity is often used to inform clinical decisions, so we
sought to identify noninvasive urinary biomarkers that reflect
histologic activity. We studied the correlation of the urinary
abundances of all 1,000 biomarkers in urine samples collected
at the time of biopsy with the histologic NIH activity index score.
We found that IL-16 was the urinary protein most strongly
positively correlated with the NIH activity index (r = 0.73,
P = 1.2 × 10−5, FDR <10%) (n = 28), followed by CD163 and
transforming growth factor β (TGFβ) (FDR <10%) (Figures 3A–D).
We validated the significant concurrent correlation between
urinary IL-16 abundance and NIH activity index score in an inde-
pendent cohort of 101 patients (r = 0.59, P = 9.3 × 10−11)
(Supplementary Figure 3 and Supplementary Table 2, https://
onlinelibrary.wiley.com/doi/10.1002/art.42023) and with a PCR-
based ELISA (Supplementary Figure 4, https://onlinelibrary.wiley.
com/doi/10.1002/art.42023). Notably, IL-16 was the only protein
not associated with proteinuria (Figure 3H), suggesting the poten-
tial to provide actionable information in addition to classic bio-
markers such as proteinuria. In multivariate models, IL-16,
CD163, and TGFβ retained their association with histologic activ-
ity after adjustment for multiple confounders, including proteinuria
(Supplementary Table 3, https://onlinelibrary.wiley.com/doi/10.
1002/art.42023). The pathways associated with histologic activity
are displayed in Supplementary Figure 4 (https://onlinelibrary.
wiley.com/doi/10.1002/art.42023).

In addition to having the strongest correlation with histologic
activity, IL-16 was the urinary protein most strongly associated
with proliferative LN (Figure 2A). The ROC curve revealed that
IL-16 was a promising urinary biomarker to identify patients with
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proliferative LN, with AUCs of 0.85 (P = 0.016) and 0.89
(P = 0.037) in association with CD163 and TGFβ, respectively
(Supplementary Figure 5, https://onlinelibrary.wiley.com/doi/10.
1002/art.42023).

Correlation of urinary biomarkers with activity
decrease, according to clinical response in longitudinal
samples. A goal of immunosuppression in LN is to eradicate
pathologic renal inflammation to ultimately prevent irreversible

Figure 2. Proteomic profile of proliferative lupus nephritis. A, Volcano plot shows the differential abundance of 1,000 urinary proteins in proliferative LN
(n = 14) and pure membranous LN (n = 9).B, Pathway enrichment analysis (Gene Ontology biological process) of the urinary proteomic profile revealed
that chemotaxis was the process most enriched in proliferative LN. In particular, these were chemokines secreted in response to tumor necrosis factor,
IL-1, and interferon-γ. The enrichment FDR (gene set enrichment analysis rank permutation) was <5% for all pathways except for “Natural killer cell acti-
vation” (16%). FABP-1 = fatty acid binding protein 1; PDGF-BB = platelet-derived growth factor BB; aFGF = acidic fibroblast growth factor; IGFBP-
1 = insulin-like growth factor binding protein 1; FKBP51 = FK-506 binding protein 51; SHP-1 = SH2 domain–containing phosphatase 1 (see Figure 1
for other definitions). Color figure can be viewed in the online issue, which is available at http://onlinelibrary.wiley.com/doi/10.1002/art.42023/abstract.

Figure 3. Urinary biomarkers of histologic nephritis activity. A, Pearson’s correlation coefficients for the urinary abundance of 1,000 proteins and
the histologic National Institutes of Health (NIH) activity index score in near or same-day renal biopsy samples. Each dot represents a protein within
the array. The dashed line marks the significance threshold after correcting for multiple comparisons (FDR 10%). The area of the dot is proportional
to the absolute of the correlation coefficient. Three proteins showed an FDR of <10%. The FDR of IL-16 was 1.2%. B–J, Scatterplots displaying
the Pearson’s correlation coefficient and P value for correlations of the urinary abundance of IL-16, CD163, and TGFβ1 with the NIH activity score
(B–D), NIH chronicity score (E–G), and proteinuria (H–J). GAS-6 = growth arrest–specific protein 6; SHP-1 = SH2 domain–containing phospha-
tase 1; PDGF-BB platelet-derived growth factor BB (see Figure 1 for other definitions). Color figure can be viewed in the online issue, which is avail-
able at http://onlinelibrary.wiley.com/doi/10.1002/art.42023/abstract.
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renal damage and preserve function. The NIH activity index cap-
tures many renal inflammatory features, and, as a consequence,
it improves with treatment in patients achieving renal remission

(2,19). However, it is impractical to monitor in clinical practice as
it requires frequent repeat renal biopsies. Thus, we hypothesized
that the 3 urinary biomarkers associated with histologic activity
would decline over time in patients responding to treatment and
might serve as noninvasive biomarkers of response. The urinary
concentration of all 3 candidate biomarkers declined in complete
and partial responders but not in nonresponders (Figures 4A–C).
The average decline was most striking in IL-16, with a decrease
in partial and complete responders by week 12. CD163 concen-
tration improved by week 12 in complete responders but not in
partial responders. TGFβ showed a more modest decline.

Since response status is defined by reduction in proteinuria,
we wanted to ensure that the observed biomarker trajectories
were not simply a reflection of a decline in all urinary protein in
responders. The trajectories of 3 urinary proteins that were
selected among those that did not correlate with histologic activity
demonstrated that there was not a nonspecific decline
(Figures 4D–F). These findings indicate that IL-16, CD163, and
TGFβ trajectories represent a specific decrease in the production
and excretion of these molecules and, as they correlated with
activity at baseline, likely reflect a corresponding improvement of
intrarenal LN activity, supporting their value as biomarkers.

IL16 is one of the most expressed cytokines in infil-
trating immune cells in LN kidneys. To determine whether
the urinary concentration of the 3 candidate biomarkers reflects
an active intrarenal process rather than passive filtration through

Figure 4. Biomarkers associated with nephritis activity decrease in
responders. A–F, Urinary concentration of all biomarkers was mea-
sured at the time of biopsy (e.g., week 0 [W0]) and after 12, 24, and
52 weeks. Thin lines depict the trajectories of each patient categorized
according to the response status determined at week 52. Thick lines
represent the average for each group. The urinary concentration of the
3 biomarkers that significantly correlated with histologic activity declined
in complete and partial responders but not in nonresponders (A–C).
In contrast, 3 biomarkers that did not correlate with histologic activity
(r values ranged from −0.0018 to 0.0015, P not significant) did not
show a decline over time (D–F). IL-16 = interleukin-16; LAP = latency-
associated peptide; TGFβ1 = transforming growth factor β type 1;
EGF = endothelial growth factor; CL-P1 = collectin placenta 1. Color
figure can be viewed in the online issue, which is available at http://
onlinelibrary.wiley.com/doi/10.1002/art.42023/abstract.

Figure 5. High expression of IL16 in lupus nephritis (LN) kidneys. A, UMAP plot of single-cell RNA sequencing of renal biopsies (3131 cell) by
lineage. B, Feature plot displaying IL16 expression at the single-cell level. C and D, Violin plots (C) and bar plots (D) summarizing the expression
of the genes coding for the urinary proteins associated with nephritis activity. IL16 was abundantly expressed by most infiltrating immune cells in
kidneys, CD163 mostly by macrophages, and TGFB1 by natural killer cells. E, Prevalence of cytokine positive cells out of a compendium of
237 cytokines ranked decreasingly (top 20 are shown). IL16 (red) was the second most expressed cytokine in LN kidneys. Color figure can be
viewed in the online issue, which is available at http://onlinelibrary.wiley.com/doi/10.1002/art.42023/abstract.
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a damaged glomerular membrane, we evaluated the intrarenal
relative gene expression using single-cell RNA sequencing of LN
renal biopsies. IL16 was abundantly expressed by most immune
infiltrating cells, CD163 by a subset of myeloid cells, and TGFB1

mostly by natural killer (NK) cells (Figures 5A–D).
In LN, most of IL16 expression was in immune infiltrating

cells, especially the lymphoid lineage (Figures 5C and D). In renal
allograft rejection, single-cell RNA sequencing showed that IL16
was expressed by endothelial, epithelial, and immune cells, but
immune cells were the main source (20) (Supplementary
Figure 6A, https://onlinelibrary.wiley.com/doi/10.1002/art.42023).
Conversely, in healthy kidneys, single nuclear RNA sequencing
and ATAC-seq (Assay for Transposase-Accessible Chromatin
using sequencing) revealed substantial IL16 expression by podo-
cytes, fibroblasts, endothelial cells, mesangial cells, and proximal
tubular cells (21,22) (Supplementary Figures 5B and C, https://
onlinelibrary.wiley.com/doi/10.1002/art.42023). These findings
suggest that while immune cells are likely the major intrarenal
source of IL-16 in LN, IL-16 secretion by endothelial and tubular
cells may precede immune infiltration. It can be speculated that

this initial event can then be amplified by infiltrating immune cells,
as seen in LN and allograft rejection.

Finally, we explored whether IL16 was disproportionally
more expressed compared to other cytokines in LN. Out of a
compendium of 237 cytokines, IL16 was the second most com-
monly expressed cytokine (49% of all infiltrating immune cells)
(Figure 5E). These findings independently suggest IL-16 as a
major cytokine involved in LN.

Correlation of tissue expression of IL-16 with LN
activity and urinary IL-16 abundance. To establish the loca-
tion of IL-16–secreting cells in renal tissue, we performed immu-
nohistochemical staining of human IL-16 in 7 LN kidney biopsy
samples, with matching urine IL-16 collected at or near the time
of biopsy. We observed abundant interstitial and glomerular
IL-16 expression in proliferative LN (Figure 6 and Supplementary
Figures 7A–C, https://onlinelibrary.wiley.com/doi/10.1002/art.
42023), with the exception of 1 case (Supplementary Figure 7D),
in which the activity index score was uncharacteristically low
(score of 2) and IL-16 was not detectable in the urine. In contrast,

Figure 6. Interleukin-16 (IL-16)–positive cells are abundant in proliferative lupus nephritis (LN) and qualitatively correlate with urinary IL-16 and LN
activity. Immunohistochemical staining for human IL-16 was performed in 7 LN kidney biopsy samples with matching urine IL-16 collected at or
near the time of biopsy. A and B, The corresponding urinary abundance of IL-16 (A) and National Institutes of Health (NIH) activity index (B) of
the patients whose biopsy results depicted in C are plotted according to the International Society of Nephrology class. Lower-case letters in
A–C identify information from the same patients. C, Immunohistochemical staining of IL-16 in 4 proliferative LN biopsy sections (a–d) and 3 pure
membranous LN biopsy sections (e–g). An abundance of IL-16–positive cells was noted in proliferative LN (C; a–d), with qualitatively more prom-
inent intraglomerular IL-16 positivity in patients with higher urinary IL-16 levels and NIH activity index scores. Original magnification × 33.6. Lower-
magnification images with larger representation of the interstitium are displayed in Supplementary Figure 6 (https://onlinelibrary.wiley.com/doi/
10.1002/art.42023).
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there was very scant IL-16 positivity in membranous LN (Figure 6
and Supplementary Figures 7E–G), and there was marginal IL-16
in a class I LN biopsy sample used as negative control
(Supplementary Figure 7H). These findings were consistent with
the urinary IL-16 profile. Furthermore, there was a qualitative cor-
relation between the number of IL-16–positive cells and urinary IL-
16 abundance as well as with the NIH activity index score
(Figure 6). This was particularly evident for glomerular IL-16–
positive cells. These findings indicate that IL-16 is intrarenally pro-
duced in proliferative LN, and urinary IL-16 reflects the abundance
of intrarenal IL-16–positive cells and LN activity.

DISCUSSION

Leveraging urine proteomics in LN patients and healthy
controls, the findings of this study confirmed that the pathologic
processes in LN can be noninvasively captured and monitored
over time. In the present study, we found the following: 1)
237 urinary proteins associated with LN that represented ≥12
distinct molecular pathways, 2) a strong chemokine signature
characterizing the urine of patients with proliferative LN, and 3)
several candidate biomarkers to detect active nephritis that can
be monitored over time to assess response to treatment. Over-
all, IL-16 emerged as the most robust correlate of histologic
activity, suggesting a role in LN pathogenesis and thus subse-
quent translation to clinical application both as a biomarker and
treatable target.

Proteomic analysis revealed that the intrarenal activation of
several pathogenic mechanisms contributing to LN can be
quantified in the urine. These biologic processes were previously
implicated in LN, including neutrophil immunity (23,24), platelet
degranulation (25), extracellular matrix organization (26), and
chemotaxis (27). Patients did not cluster based on the abun-
dance of a single signature or a group of signatures. Rather, we
observed 2 clusters characterized by high and intermediate
abundance of all signatures, respectively. This is consistent with
previous findings from an agnostic approach to urine proteomics
in LN that showed that patients are stratified on a gradient (27).
Importantly, 80% of complete responders were clustered in the
intermediate abundance group. The predictive value of this
approach needs to be validated in a larger cohort, given the
small number of responders.

In this study, urinary abundance of proteomic signatures was
independent from proteinuria, indicating that these signatures
specifically reflect active biologic processes rather than a nonspe-
cific increase or decrease of all urine proteins. In particular, path-
way enrichment analysis revealed a strong chemokine signature
in proliferative LN, suggesting active recruiting of immune cells in
the kidney in these patients. This is biologically consistent with
the abundant immune cell infiltration and more aggressive pheno-
type observed in class III and class IV LN, further supporting the
ability of urine proteomics to infer intrarenal biologic processes.

Ideal biomarkers in LN should noninvasively infer nephritis
activity, longitudinally track response to treatment, and capture
the intrarenal biology. Based on feasibility, the current manage-
ment of LN hinges on monitoring proteinuria to establish renal
activity rather than frequent biopsies. However, proteinuria is a
poor marker of nephritis activity. Six-month repeated biopsies after
induction therapy revealed that ~50% of the patients with disease
in complete clinical remission (proteinuria <0.5 gm/24 hours and
no increase in serum creatinine) had persistent histologically active
proliferative nephritis (28). Conversely, >50% of patients who
achieved complete histologic remission had persistent proteinuria
>0.5 gm/24 hours. Moreover, patients in clinical remission 3 years
after induction treatment may show persistent nephritis activity on
per-protocol biopsies, which is associated with flares of nephritis
as immunosuppression is tapered (2).

Using an unbiased approach, we discovered a previously
unrecognized biomarker of intrarenal activity, IL-16, in addition to
2 previously recognized LN biomarkers, CD163 (29) and TGFβ
(30). IL-16 showed the strongest and most significant association
with the renal activity index of any marker measured, and urinary
abundance of IL-16 decreased over time in patients who ulti-
mately responded to treatment after 1 year. IL-16, CD163, and
TGFβ were selected based on their correlation with histologic
activity; therefore, it is conceivable that their decreasing urinary
abundance mirrored an improvement of intrarenal histologic activ-
ity. In fact, urinary proteins that did not correlate with activity did
not decrease over time in responders.

Renal single-cell RNA sequencing revealed that IL16,
CD163, and TGFB1 are actively expressed by immune infiltrating
cells in LN kidney biopsy samples, suggesting that their detection
in the urine reflects intrarenal immune activity. Because their
expression was observed in distinct immune cell types, their uri-
nary abundance could identify the activity of distinct immune pro-
cesses. We discovered that IL16 was the second most
expressed cytokine in LN kidneys (49% of all infiltrating immune
cells). This striking concordant result was independent of the urine
proteomics data set, thus demonstrating the relevance of IL-16 in
LN in an orthogonal approach. Furthermore, we demonstrated
prominent intraglomerular and interstitial renal production of IL-
16 in proliferative LN by immunohistochemistry. Although we did
not evaluate circulating cells or serum, IL-16 urinary abundance
correlated with intrarenal IL-16–positive cells, indicating that uri-
nary IL-16 is the direct consequence of intrarenal IL-16 secretion.
Because urinary IL-16, intrarenal IL-16–positive cells, and histo-
logic activity are positively co-correlated and IL16 is one the most
expressed cytokines in LN, our findings suggest that IL-16 may
be implicated in LN pathogenesis, and this process can be nonin-
vasively measured in urine.

IL-16 is a proinflammatory chemokine secreted by immune
cells and nonimmune cells (endothelial cells, epithelial cells,
fibroblasts, and neurons) in response to several stimuli, such as
complement activation, antigen stimulation, IFN, hypoxia, and
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cell injury (31–34). Because the release of bioactive IL-16
depends on caspase 3 activation (33), apoptosis and proapop-
totic stimuli, including sublethal doses of granzymes, may also
lead to its release. IL-16 can also be released upon cleavage by
proteinase 3 (35), which suggests that urinary IL-16 may indicate
neutrophil degranulation. IL-16 is the natural ligand for CD4 and
CD9 and is a strong chemoattractant for CD4+ T cells (especially
Th1 cells), as well as CD8 T cells, NK cells, B cells, monocytes,
neutrophils, dendritic cells, and mast cells (31). IL-16 can acti-
vate CD4 T cells independently of T cell receptor activation (36)
and may lead to the release of proinflammatory cytokines such
as TNF, IL-1β, IL-6, IL-15, and IL-12 (31). IL16 polymorphisms
were associated with an increased risk of SLE (odds ratio 3.3–
10.4), suggesting a potential causal role (37). Plasma IL-16
levels were associated with SLE severity, including renal involve-
ment (38). Finally, IL-16 was mechanistically linked to lung dis-
ease in the pristane model of SLE (39). The role of IL-16 in LN
is yet to be fully understood, but it has been implicated in several
other immune-mediated diseases, such as multiple sclerosis,
scleroderma, rheumatoid arthritis, and allograft rejection
(31,40,41). Further studies are needed to address the efficacy
of IL-16 blockade in LN.

Our study demonstrated the power of integrating urinary
proteomic screening platforms with matching clinical and patho-
logic information and with tissue single-cell transcriptomics (42).
In fact, in addition to a newly discovered biomarker, our approach
detected that CD163 and TGFβ are proven biomarkers in
LN. Similar to our findings, soluble CD163 was shown to correlate
with LN nephritis activity and to improve with treatment (29).
CD163 is a scavenger receptor expressed on phagocytic mono-
cytes, especially in M2c-polarized macrophages that infiltrate tis-
sue during the healing phase of inflammation and are implicated
in fibrosis resolution (43). Notably, M2c macrophages are induc-
ible by TGFβ (44). CD163+ cells are a dominant macrophage sub-
type in LN (44), once again supporting the notion of capability of
urinary proteomic to infer intrarenal biology. CD163+ cells have
been detected in proliferative glomerular lesions and in tubuloin-
terstitial inflammation (45), and they constitute ~80% of the uri-
nary cells in LN (46). Similarly consistent with our results, urinary
TGFβ correlated with nephritis activity and response in previous
studies (30,47,48), but sensitive immunoassays (such as the one
used here) are required to reliably detect urinary TGFβ (48). TGFβ
regulates inflammation and progression of renal fibrosis. Notably,
TGFβ increased IL-16 release in synovial fibroblasts, suggesting a
possible similar interplay between these 2 cytokines in LN (49).
Here, we have shown that NK cells are the major immune cell type
expressing TGFB1 in LN; whether NK cells or tubular cells (50) are
responsible for urinary TGFβ in LN is yet to be determined.

We acknowledge the limitations of our study. Since we did
not analyze serum or plasma, we could not establish with defini-
tive certainty whether the concentration of specific proteins in
the urine was the consequence of extrarenal leakage from the

circulation through a damaged glomerular basement membrane
or of intrarenal production. For example, plasma IL-16 levels were
associated with disease severity, including renal involvement, in a
group of SLE patients (38), but whether the source IL-16 was
intra- or extrarenal was not established. We have unequivocally
demonstrated that there is high intrarenal production of IL-16 in
LN, indicating that urinary IL-16 derives, at least in part, from
active intrarenal secretion. Importantly, the association between
urinary IL-16 and proliferative LN activity was independent of pro-
teinuria and suggests that a change in urinary IL-16 abundance is
an independent process rather than nonspecific leakage from
plasma. Future studies will be needed to address the power of uri-
nary IL-16 to discriminate “active” from “nonactive” proliferative
LN. In addition, as there was a limited number of complete
responders, we could not study biomarkers to predict future
response with statistically robust confidence nor confidently eval-
uate whether the longitudinal trajectories were statistically signifi-
cant. Ongoing studies as part of the AMP RA/SLE consortium
will allow us to address these questions.

In summary, this study linked IL-16 release with LN activity,
suggesting a possible role as a biomarker and in LN pathogene-
sis, thus nominating IL-16 as a potentially treatable target. Fur-
ther, our study demonstrated the feasibility to detect novel and
biologically relevant biomarkers in LN using a urine proteomic
platform in a well-characterized longitudinal cohort. Further ongo-
ing studies are required to confirm the clinical applicability of these
findings. This unprecedented data set may further discovery by
allowing investigators to research and validate new biomarkers,
test new hypotheses, and complement mechanistic stud-
ies in LN.

AUTHOR CONTRIBUTIONS
All authors were involved in drafting the article or revising it critically

for important intellectual content, and all authors approved the final ver-
sion to be published. Dr. Fava had full access to all of the data in the
study and takes responsibility for the integrity of the data and the accu-
racy of the data analysis.
Study conception and design. Fava, Mohan, James, Wofsy, the Accel-
erating Medicines Partnership in Rheumatoid Arthritis and Systemic
Lupus Erythematosus Network, Buyon, Petri.
Acquisition of data. Fava, Mohan, Zhang, Rosenberg, Belmont, Izmirly,
Clancy, Trujillo, Fine, Wofsy, Apruzzese, the Accelerating Medicines
Partnership in Rheumatoid Arthritis and Systemic Lupus Erythematosus
Network, Buyon, Petri.
Analysis and interpretation of data. Fava, Rao, Rosenberg, Fenaroli,
Arazi, Berthier, Davidson, James, Diamond, Hacohen, Raychaudhuri,
the Accelerating Medicines Partnership in Rheumatoid Arthritis and Sys-
temic Lupus Erythematosus Network, Buyon, Petri.

REFERENCES

1. Fava A, Petri M. Systemic lupus erythematosus: diagnosis and clinical
management. J Autoimmun 2018;96:0–1.

2. De Rosa M, Azzato F, Toblli JE, De Rosa G, Fuentes F, Nagaraja HN,
et al. A prospective observational cohort study highlights kidney
biopsy findings of lupus nephritis patients in remission who flare

IL-16 IN LUPUS NEPHRITIS 837



following withdrawal of maintenance therapy. Kidney Int 2018;94:
788–94.

3. Greloni G, Scolnik M, Marin J, Lancioni E, Quiroz C, Zacariaz J, et al.
Value of repeat biopsy in lupus nephritis flares. Lupus Sci Med 2014;
1:1–6.

4. Luciano RL, Moeckel GW. Update on the native kidney biopsy: core
curriculum 2019. American J Kidney Dis 2019;73:404–15.

5. Geldenhuys L, Nicholson P, Sinha N, Dini A, Doucette S, Alfaadhel T,
et al. Percutaneous native renal biopsy adequacy: a successful inter-
departmental quality improvement activity. Can J Kidney Health Dis
2015;2:1–7.

6. Birmingham DJ, Merchant M, Waikar SS, Nagaraja H, Klein JB,
Rovin BH. Biomarkers of lupus nephritis histology and flare: deciphering
the relevant amidst the noise. Nephrol Dial Transplant 2017;32:i71–9.

7. Soliman S, Mohan C. Lupus nephritis biomarkers. Clin Immunol 2017;
185:10–20.

8. Pejchinovski M, Siwy J, Mullen W, Mischak H, Petri MA, Burkly LC,
et al. Urine peptidomic biomarkers for diagnosis of patients with sys-
tematic lupus erythematosus. Lupus 2018;27:6–16.

9. Davidson A. What is damaging the kidney in lupus nephritis? Nat Rev
Rheumatol 2016;12:143–53.

10. Stanley S, Vanarsa K, Soliman S, Habazi D, Pedroza C, Gidley G, et al.
Comprehensive aptamer-based screening identifies a spectrum of
urinary biomarkers of lupus nephritis across ethnicities. Nat Commun
2020;11:2197.

11. Zhang T, Duran V, Vanarsa K, Mohan C. Targeted urine proteomics in
lupus nephritis — a meta-analysis. Expert Rev Proteomics 2020;17:
767–76.

12. Vanarsa K, Soomro S, Zhang T, Strachan B, Pedroza C, Nidhi M, et al.
Quantitative planar array screen of 1000 proteins uncovers novel uri-
nary protein biomarkers of lupus nephritis. Ann Rheum Dis 2020;79:
1349–61.

13. Platonov ME, Borovjagin AV, Kaverina N, Xiao T, Kadagidze Z,
Lesniak M, et al. KISS1 tumor suppressor restricts angiogenesis of
breast cancer brain metastases and sensitizes them to oncolytic vir-
otherapy in vitro. Cancer Lett 2018;417:75–88.

14. Bajema IM, Wilhelmus S, Alpers CE, Bruijn JA, Colvin RB, Cook HT,
et al. Revision of the International Society of Nephrology/Renal Pathol-
ogy Society classification for lupus nephritis: clarification of definitions,
and modified National Institutes of Health activity and chronicity indi-
ces. Kidney Int 2018;93:789–96.

15. Arazi A, Rao DA, Berthier CC, Davidson A, Liu Y, Hoover PJ, et al. The
immune cell landscape in kidneys of patients with lupus nephritis. Nat
Immunol 2019;20:902–14.

16. Kuleshov MV, Jones MR, Rouillard AD, Fernandez NF, Duan Q,
Wang Z, et al. Enrichr: a comprehensive gene set enrichment analysis
web server 2016 update. Nucleic Acids Res 2016;44:W90–7.

17. Wang Y, Wang R, Zhang S, Song S, Jiang C, Han G, et al. iTALK: an R
package to characterize and illustrate intercellular communication.
bioRxiv 2019:507871.

18. Norden AG, Lapsley M, Unwin RJ. Urine retinol-binding protein 4: a
functional biomarker of the proximal renal tubule. Adv Clin Chem
2014;63:85–122.

19. Alvarado AS, Malvar A, Lococo B, Alberton V, Toniolo F, Nagaraja HN,
et al. The value of repeat kidney biopsy in quiescent Argentinian lupus
nephritis patients. Lupus 2014;23:840–7.

20. Wu H, Malone AF, Donnelly EL, Kirita Y, Uchimura K,
Ramakrishnan SM, et al. Single-cell transcriptomics of a human kid-
ney allograft biopsy specimen defines a diverse inflammatory
response. J Am Soc Nephrol 2018;29:2069–80.

21. Wu H, Uchimura K, Donnelly EL, Kirita Y, Morris SA, Humphreys BD.
Comparative analysis and refinement of human PSC-derived kidney

organoid differentiation with single-cell transcriptomics. Cell Stem Cell
2018;23:869–81.

22. Muto Y, Wilson PC, Wu H, Waikar SS, Humphreys B. Single cell
transcriptional and chromatin accessibility profiling redefine cellular
heterogeneity in the adult human kidney. Nat Commun 2021;12:
2190.

23. Banchereau R, Hong S, Cantarel B, Baldwin N, Baisch J, Edens M,
et al. Personalized immunomonitoring uncovers molecular networks
that stratify Lupus patients. Cell 2016;165:551–65.

24. Villanueva E, Yalavarthi S, Berthier CC, Hodgin JB, Khandpur R,
Lin AM, et al. Netting neutrophils induce endothelial damage, infiltrate
tissues, and expose immunostimulatory molecules in systemic lupus
erythematosus. J Immunol 2011;187:538–52.

25. Linge P, Fortin PR, Lood C, Bengtsson AA, Boilard E. The non-
haemostatic role of platelets in systemic lupus erythematosus
[review]. Nat Rev Rheumatol 2018;14:195–13.

26. Wei R, Gao B, Shih F, Ranger A, Dearth A, Mischak H, et al. Alter-
ations in urinary collagen peptides in lupus nephritis subjects correlate
with renal dysfunction and renal histopathology. Nephrol Dial Trans-
plant 2017;32:1468–77.

27. Fava A, Buyon J, Mohan C, Zhang Y, Belmont H, Izmirly P, et al. Inte-
gration of urine proteomics and renal single-cell genomics identifies an
interferon-γ response gradient in lupus nephritis. JCI Insight 2020;5:
e138345.

28. Malvar A, Pirruccio P, Alberton V, Lococo B, Recalde C, Fazini B, et al.
Histologic versus clinical remission in proliferative lupus nephritis.
Nephrol Dial Transplant 2017;32:1338–44.

29. Mejia-Vilet JM, Zhang XL, Cruz C, Cano-Verduzco ML, Shapiro JP,
Nagaraja HN, et al. Urinary soluble CD163: a novel noninvasive bio-
marker of activity for lupus nephritis. J Am Soc Nephrol 2020;31:
1335–47.

30. Torabinejad S, Mardani R, Habibagahi Z, Roozbeh J, Khajedehi P,
Pakfetrat M, et al. Urinary monocyte chemotactic protein-1 and trans-
forming growth factor-β in systemic lupus erythematosus. Indian J
Nephrol 2012;22:5–12.

31. Glass WG, Sarisky RT, Del Vecchio AM. Not-so-sweet sixteen: the
role of IL-16 in infectious and immune-mediated inflammatory dis-
eases [review]. J Interferon Cytokine Res 2006;26:511–20.

32. Roth S, Agthe M, Eickhoff S, Möller S, Karsten CM, Borregaard N,
et al. Secondary necrotic neutrophils release interleukin-16C and
macrophage migration inhibitory factor from stores in the cytosol. Cell
Death Discov 2015;1:1–9.

33. Zhang Y, Center DM,Wu DM, CruikshankWW, Yuan J, Andrews DW,
et al. Processing and activation of pro-interleukin-16 by caspase-3.
J Biol Chem 1998;273:1144–9.

34. Cruikshank W, Little F. Interleukin-16: the ins and outs of regulating T-
cell activation [review]. Crit Rev Immunol 2008;28:467–83.

35. Kerstein-Staehle A, Alarcin C, Luo J, Riemekasten G, Lamprecht P,
Müller A. OP0054 new role for proteinase 3 in IL-16 bioactivity control in
granulomatosis with polyangiitis. Ann Rheum Dis 2021;80:28–9.

36. Lun WH, Takeda A, Nakamura H, Kano M, Mori K, Sata T, et al. Loss
of virus-specific CD4+ T cells with increases in viral loads in the
chronic phase after vaccine-based partial control of primary simian
immunodeficiency virus replication in macaques. J Gen Virol 2004;
85:1955–63.

37. Xue H, Gao L, Wu Y, FangW,Wang L, Li C, et al. The IL-16 gene poly-
morphisms and the risk of the systemic lupus erythematosus. Clinica
Chimica Acta 2009;403:223–5.

38. Lard LR, Roep BO, Verburgh CA, Zwinderman AH, Huizinga TW. Ele-
vated IL-16 levels in patients with systemic lupus erythematosus are
associated with disease severity but not with genetic susceptibility to
lupus. Lupus 2002;11:181–5.

FAVA ET AL838



39. Mariani LH, Martini S, Barisoni L, Canetta PA, Troost JP, Hodgin JB,
et al. Interstitial fibrosis scored on whole-slide digital imaging of kidney
biopsies is a predictor of outcome in proteinuric glomerulopathies.
Nephrol Dial Transplant 2018;33:310–8.

40. De Oliveira JG, Xavier PD, Sampaio SM, Tavares IS, Mendes AA. The
synthesis by fine-needle aspiration biopsy cultures of IL-7, IL-16 and
IL-18 is significantly associated with acute rejection in kidney trans-
plants. Nephron 2002;92:622–8.

41. Kawabata K, Makino T, Makino K, Kajihara I, Fukushima S, Ihn H. IL-
16 expression is increased in the skin and sera of patients with sys-
temic sclerosis. Rheumatology (Oxford) 2020;59:519–23.

42. Fava A, Raychaudhuri S, Rao DA. The power of systems biology:
insights on lupus nephritis from the Accelerating Medicines Partner-
ship. Rheum Dis Clin North Am 2021;47:335–50.

43. Lu J, Cao Q, Zheng D, Sun Y, Wang C, Yu X, et al. Discrete
functions of M2a and M2c macrophage subsets determine their rela-
tive efficacy in treating chronic kidney disease. Kidney Int 2013;84:
745–55.

44. Olmes G, Büttner-Herold M, Ferrazzi F, Distel L, Amann K, Daniel C.
CD163+ M2c-like macrophages predominate in renal biopsies from
patients with lupus nephritis. Arthritis Res Ther 2016;18:1–16.

45. Li YR, Li J, Zhao SD, Bradfield JP, Mentch FD, Maggadottir SM, et al.
Meta-analysis of shared genetic architecture across ten pediatric
autoimmune diseases. Nature Med 2015;21:1018–27.

46. Arazi A, Rao DA, Berthier CC, Davidson A, Liu Y, Hoover PJ, et al. The
immune cell landscape in kidneys of patients with lupus nephritis. Nat
Immunol 2019;20:902–14.

47. Avihingsanon Y, Phumesin P, Benjachat T, Akkasilpa S, Kittikowit V,
Praditpornsilpa K, et al. Measurement of urinary chemokine and
growth factor messenger RNAs: a noninvasive monitoring in lupus
nephritis. Kidney Int 2006;69:747–53.

48. Tsakas S, Goumenos DS. Accurate measurement and clinical signifi-
cance of urinary transforming growth factor-β. Am J Nephrol 2006;
26:186–93.

49. Warstat K, Hoberg M, Rudert M, Tsui S, Pap T, Angres B, et al. Trans-
forming growth factor β1 and laminin-111 cooperate in the induction
of interleukin-16 expression in synovial fibroblasts from patients with
rheumatoid arthritis. Ann Rheum Dis 2010;69:270–5.

50. Lee JS, Lim JY, Kim J. Mechanical stretch induces angiotensinogen
expression through PARP1 activation in kidney proximal tubular cells.
In Vitro Cell Dev Biol Anim 2015;51:72–8.

APPENDIX A: THE ACCELERATING MEDICINES
PARTNERSHIP IN RHEUMATOID ARTHRITIS AND
SYSTEMIC LUPUS ERYTHEMATOSUS NETWORK

Members of the Accelerating Medicines Partnership in Rheuma-
toid Arthritis and Systemic Lupus Erythematosus Network include the
following authors: Andrea Fava, Deepak A. Rao, Chandra Mohan, Ting
Zhang, H. Michael Belmont, Peter Izmirly, Robert Clancy, Jose Monroy
Trujillo, Derek Fine, Arnon Arazi, Celine C. Berthier, Anne Davidson,
Judith A. James, Betty Diamond, Nir Hacohen, David Wofsy, Soumya
Raychaudhuri, William Apruzzese, Jill Buyon, Michelle Petri, Yanyan
Liu, Paul J. Hoover, Adam Chicoine, Thomas M. Eisenhaure,
A. Helena Jonsson, Shuqiang Li, David J. Lieb, Fan Zhang, Ilya Kor-
sunski, Joseph Mears, Kamil Slowikowski, Edward P. Browne, Akiko
Noma, Danielle Sutherby, Scott Steelman, Dawn E. Smilek, Patti Tosta,
Elena Massarotti, Maria Dall’Era, Meyeon Park, Diane L. Kamen, Rich-
ard A. Furie, Fernanda Payan-Schober, William F. Pendergraft III, Eliza-
beth A. McInnis, Chaim Putterman, Kenneth C. Kalunian, E. Steve
Woodle, James A. Lederer, David A. Hildeman, Chad Nusbaum, Mat-
thias Kretzler, Jennifer H. Anolik, Michael B. Brenner, Dia Waguespack,
Sean M. Connery, Maureen A. McMahon, William J. McCune, Ruba
B. Kado, Raymond Hsu, Melissa A. Cunningham, Paul J. Utz, Mina
Pichavant, Holden T. Maecker, Rohit Gupta, Joel M. Guthridge, Cha-
mith Fonseka, Evan Der, Thomas Tuschl, Hemant Suryawanshi, Daniel
Goldman.

IL-16 IN LUPUS NEPHRITIS 839


	Urine Proteomics and Renal Single-Cell Transcriptomics Implicate Interleukin-16 in Lupus Nephritis
	INTRODUCTION
	PATIENTS AND METHODS
	Outline placeholder
	Patients and sample collection
	Study approval
	Urine Quantibody assay
	Renal tissue single-cell RNA sequencing
	Prevalence of cytokine-positive cells
	Statistical analysis
	Data availability


	RESULTS
	Outline placeholder
	Urine proteomics identifies biologically relevant active pathways in LN
	Identification of urinary biomarkers of renal histology
	Urinary IL-16 reflects histologic activity
	Correlation of urinary biomarkers with activity decrease, according to clinical response in longitudinal samples
	IL16 is one of the most expressed cytokines in infiltrating immune cells in LN kidneys
	Correlation of tissue expression of IL-16 with LN activity and urinary IL-16 abundance


	DISCUSSION
	AUTHOR CONTRIBUTIONS
	Study conception and design
	Acquisition of data
	Analysis and interpretation of data

	REFERENCES


