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Abstract: The development of nephritis increases the risk of morbidity and mortality in systemic lupus
erythematosus (SLE) patients. While standard induction therapies, such as mycophenolate mofetil
(MMF) induce clinical remission (i.e., complete response) in approximately 50% of SLE patients with
nephritis, many patients fail to respond. Therapeutic response is often not assessed until 6–12 months
after beginning treatment. Those patients that fail to respond to treatment continue to accumulate
organ damage, thus, there is a critical need to predict which patients will fail therapy before beginning
treatment, allowing physicians to optimize therapy. Our previous studies demonstrated elevated
urine, but not serum, glycosphingolipids (GSLs) in SLE patients with nephritis compared to SLE
patients without nephritis, suggesting the urine GSLs were derived from the kidney. In this study,
we measured the GSLs hexosylceramide and lactosylceramide in extracellular vesicles isolated from
longitudinal urine samples of LN patients that were treated with MMF for 12 months. GSL levels
were significantly elevated in the baseline samples (prior to treatment) of non-responders compared
to complete responders. While a few other proteins measured in the whole urine were higher in
non-responders at baseline, only GSLs demonstrated a significant ability to discriminate treatment
response in lupus nephritis patients.

Keywords: lupus nephritis; biomarker; glycosphingolipid; extracellular vesicle

1. Introduction

Systemic lupus erythematosus (SLE) is a type III hypersensitivity autoimmune dis-
ease that can affect many different tissues and organs. Lupus nephritis (LN), an immune
complex-mediated glomerulonephritis, affects up to two-thirds of SLE patients [1]. Al-
though there are newly approved treatments for LN that seem promising [2,3], treatment
of LN is often based on immunosuppression and less on targeted immunomodulation.
Despite standard treatment protocols, progression of the most aggressive form of LN (class
III and IV) to end-stage renal failure remains high [4]. Thus, there is a need for biomarkers
of therapeutic response that would allow physicians to make better-informed treatment de-
cisions for LN patients. Parameters determining response are often conventional markers,
such as serum complement C3 (C3), albumin, serum creatinine, and urine creatinine, eGFR,
urine protein, and urine protein to creatinine ratio (UPr:UCr). Although these parameters
are useful, they often require at least six months for evaluation of treatment response, and
long-term survival is heavily predicated on early detection of treatment response [5].

These conventional markers have limited utility for predicted relapse and overall
disease activity. Due to these shortcomings, renal biopsy remains the gold standard for
detection, the extent of disease, and therapeutic response [6] at the expense of cost and
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invasiveness. Abundant research into novel urine biomarkers of disease or therapeutic
response was published over the past decade [7–10]. Urine, as a direct product of the
kidneys, likely reflects disease activity of LN. Within urine, extracellular vesicles (EV)
such as exosomes, are also being investigated as sources of potential novel biomarkers.
Since EVs contain molecules of the cells from which they were derived, urine EVs likely
contain molecules, including glycosphingolipids (GSLs), derived from renal cells and
may contain markers of disease activity or damage [11]. We previously demonstrated
that GSLs are elevated in the urine or kidney of lupus patients and lupus mice with
nephritis [12,13]. However, to our knowledge, no studies have investigated urine GSLs as
potential biomarkers of therapeutic response.

Many cellular processes, such as cell signaling, proliferation, and inflammation, are
modulated by GSLs, often by serving as receptors for pathogens, and are abundant in the
kidney [14]. GSL metabolism was shown to be altered in several kidney diseases [15,16],
including LN [12]. GSLs consist of a ceramide backbone and the type and number of
sugars added to ceramide generate a broad variety of GSLs. The GSL glucosylceramide
(GlcCer) is generated by the addition of glucose to ceramide, which can then be converted
to lactosylceramides (LacCers) by the addition of a galactose residue. Hexosylceramides
(HexCers) are comprised of GlcCers and galactosylceramide (GalCers), which are difficult
to separate. We previously showed that the elevated HexCers in urine and kidney of
lupus mice with nephritis was due to increases in GlcCers and not GalCers as measured by
SFC-MS/MS [12]. GSLs are further distinguished by the fatty acid chain length.

Based on our previous observations, we tested if GSLs in urine EVs are potential
biomarkers of therapeutic response. We show that GSLs are significantly elevated in
EVs isolated from baseline (pre-treatment) urine samples of LN patients that failed to
respond to treatment compared to LN patients that completely responded to treatment
with mycophenolate mofetil (MMF). Moreover, these GSLs demonstrated good predictive
ability to discriminate between non and complete responders with areas under the receiver
operating characteristic curve of >0.8. While several additional proteins in baseline whole
urine in this same population of patients were also significantly elevated in non-responders,
none could discriminate between non and complete responders. Thus, GSLs may serve as
novel predictive biomarkers of therapeutic response prior to beginning treatment in LN.

2. Results
2.1. Glycosphingolipids in Urine Extracellular Vesicles May Serve as Biomarkers to Predict
Therapeutic Response

Longitudinal urine samples were obtained from 58 LN patients from the three cohorts
(LUNAR, Abatacept, MUSC) that had urine available at 0 (baseline), 3, and/or 12 months.
Baseline and one-year clinical/response data were also collected. Baseline samples from 4 of
the 58 patients were exhausted in pilot studies to test workflow and to perform a “discovery”
proteomics screen (see Figure S1 for sample workflow). Demographic and baseline clinical
characteristics of the remaining 54 patients, whose samples were included in the full
study, are presented in Table 1. Baseline UPr:UCr, eGFR, and serum creatinine differed
between complete responders (CR) and non-responders (NR). Specifically, responders had
significantly higher baseline eGFR and lower UPr:UCr and serum creatinine (p < 0.01 for all
comparisons). The racial distribution differed between CR and NR such that a significantly
greater proportion of treatment CR was black compared to NR, while a significantly greater
proportion of NR was Hispanic/other compared to CR. No differences were noted in age,
C3 complement, C4 complement, or dsDNA levels. A majority of the patients had pure
proliferative (class III or IV) nephritis. Since most of the samples were obtained from two
independent cohorts (LUNAR and abatacept clinical trials), we also analyzed potential
clinical and demographic differences between these cohorts. The only difference was in
racial distribution.
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Table 1. Patient demographics and baseline clinical measures.

Variable
LUNAR

NR
(n = 9)

LUNAR
CR

(n = 5)

Abatacept
NR

(n = 19)

Abatacept
CR

(n = 15)

MUSC
CR

(n = 6)

Cohort
Comparisons

All
NR

(n = 28)

All
CR

(n = 26)

All
NR vs.

CR
p-Value

NR
p-Value

CR
p-Value

Age, years, mean (SD) 31.1 (13.0) 24.4
(5.9)

31.2
(5.8)

35.4
(7.9) 32.0 (8.5) 0.978 0.011 31.2 (8.54) 32.5 (8.57) 0.573

Race, n (%) <0.001 <0.001 0.031
Black 1 2 1 6 1 (3.57) 9 (34.6)

Hispanic 5 3 5 (17.86) 3 (11.5)
Other/Asian 12 7 12 (42.86) 7 (26.9)

White 3 7 7 10 (35.71) 7 (26.9)

LN Class, n (%) 1.000 1.000 0.032
I 1 0. (0.00) 1 (3.85)

III, IV 6 5 13 13 2 19 (67.9) 20 (71.4)
III + V, IV + V 3 6 2 9 (32.1) 2 (7.14)

V 2 0 (0.00) 2 (7.14)
no biopsy 1 0 (0.00) 1 (3.85)

C3 Comp, mean (SD) 72.6 (29.3) 75.3
(18.4)

56.6
(21.4)

70.7
(22.2) 59.9 (22.2) 0.142 0.683 62.0 (25.0) 69.1 (29.1) 0.270

C4 Comp, mean (SD) 12.9 (8.2) 11.4
(4.7)

13.7
(5.6)

15.3
(6.7) 9.9 (2.6) 0.373 0.151 13.4 (6.43) 14.34

(6.43) 0.624

Anti-dsDNA, median
(IQR)

66.3
(322.1)

66.4
(1009.5)

89.8
(256.7)

76.6
(189.0)

174.0
(167.0) 0.797 0.617 71.9

(249.1)
94.0

(168.2) 0.560

UPr:UCr, mean (SD) 3.0 (2.6) 2.3 (1.8) 3.4 (2.6) 1.4 (1.6) 1.5 (1.9) 0.606 0.097 3.28 (2.56) 1.59 (1.66) 0.006

eGFR, mean (SD) 67.5 (34.2) 125.4
(17.4)

88.6
(33.1)

102.3
(23.2)

122.5
(26.9) 0.116 0.059 81.8 (34.3) 111.4

(24.8) <0.001

Serum Creatinine,
mean (SD) 1.3 (0.7) 0.7 (0.2) 1.0 (0.5) 0.8 (0.3) 0.7 (0.2) 0.099 0.431 1.1 (0.57) 0.75 (0.24) 0.005

Urine samples obtained from LN patients in the placebo arm of two clinical trials, LUNAR and abatacept, and
from the biorepository at the Medical University of South Carolina (MUSC). p-values for the comparisons of
“All NR vs CR” across all cohorts and “Cohort Comparisons” by response are based on a two-sample t-test for
variables reporting mean (SD), a Wilcoxon rank-sum test for variables reporting median (IQR), and Fisher’s exact
test for all categorical variables. Comp, complement; UPr:UCr, urine protein to urine creatinine ratio; eGFR,
estimated glomerular filtration rate; SD, standard deviation; IQR, interquartile range.

All chain lengths (C14 to C24) of HexCers and LacCers were quantified in the EVs
isolated from baseline (prior to treatment) and at 3 and 12 months post-MMF treatment
urine samples. Total HexCers (Figure 1A) and total LacCers (Figure 1B) normalized to
urine creatinine (UCr) were significantly higher in the NR group compared to the CR
group prior to beginning treatment (baseline). The levels in both groups decreased from
baseline to 12 months. Differences between CR and NR in GSLs at baseline, 3 months, and a
change from baseline to 3 months were considered but the only significant differences were
observed at baseline. While these GSLs may not be useful to determine response at 3 and
12 months, their changes may be useful for ensuring a continued response to treatment.
Similar results were observed between NR and CR at baseline when the GSL levels were
normalized to inorganic phosphate (Supplementary Figure S2) or total protein content
measured by pyrogallol (data not shown).

The significant differences between NR and CR remained when examining the indi-
vidual chain lengths of HexCer and LacCer normalized to UCr (Supplementary Figure
S3A,B). Univariate tests demonstrate that NR had significantly higher levels of all HexCer
and LacCer chain lengths at baseline after adjusting for multiple comparisons (Table 2).
Normalizing levels to EV inorganic phosphate levels resulted in similar differences between
NR and CR (Supplementary Figure S3C,D) although the significant differences were lost
after adjusting for multiple comparisons. To ensure that the LN class did not account for the
significant differences observed, the UCr normalized data were analyzed after removing
patients with LN classes I and V, or no biopsy (Table S1) or after removing patients without
pure LN class III or IV (Table S2). These analyses demonstrated that the differences between
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NR and CR in total HexCers and total LacCers, as well as most of the individual chain
lengths, remained statistically significant.

Figure 1. Total HexCers and LacCers are significantly higher in baseline urine EVs of patients that
did not respond to therapy. EVs were isolated from urine samples of LN patients that met the clinical
criteria of a non-responder (NR) or a complete responder (CR) after 12 months of treatment with
MMF. Total of all chain lengths of HexCers (A) and LacCers (B) were quantified in EVs from urine
collected prior to treatment (baseline) and at 3 months (3 Mos) and 12 months (12 Mos) post-treatment.
HexCers and LacCers were normalized to urine creatinine (UCr) levels measured in the urine samples
from which the EVs were isolated. p-values were calculated as described in the Methods and adjusted
for multiple comparisons using Bonferonni correction. Adjusted p-values are provided on the graph.

Using data from all samples in Table 1, individual chain lengths and total Hex-
Cers or LacCers levels demonstrated good predictive ability to discriminate between
non and complete responders with areas under the receiver operating characteristic curves
(AUCs) >0.84 in multivariate logistic regression models adjusted for baseline UPr:UCr and
eGFR (Table 3). The associations remained significant after adjusting for multiple compar-
isons for most individual and total HexCers, and for most individual and total LacCers.
Models including only baseline eGFR, UPr:UCr, or both eGFR and UPr:UCr had AUCs
of 0.73, 0.74, and 0.77, respectively. This suggests that the inclusion of GSLs improved
the ability of the models to discriminate between NR and CR showing an increase in area
under the receiver operating characteristics curve (AUC) between 0.07 and 0.12 relative to
the model excluding GSLs (Table 3).
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Table 2. Baseline HexCers and LacCers (pmol/mg UCr) univariate analysis.

Marker Non-Responders (n = 28)
Median (IQR; min, max)

Complete Responders (n = 26)
Median (IQR; min, max) p-Value

HexCer C16 1.52 (1.70; 0.04, 9.79) 0.29 (0.52; 0.01, 2.36) <0.001
HexCerC18 0.13 (0.29; 0.00, 1.37) 0.03 (0.08; 0.00, 0.23) <0.001
HexCer C20 0.39 (0.92; 0.05, 4.14) 0.08 (0.18; 0.00, 0.70) <0.001

HexCer C22:1 0.09 (0.14; 0.02, 1.68) 0.04 (0.08; 0.00, 0.18) 0.003
HexCer C22 0.93 (1.97; 0.19, 8.80) 0.29 (0.57; 0.02, 2.11) <0.001

HexCer C24:1 0.92 (2.02; 0.13, 11.60) 0.17 (0.39; 0.01, 2.26) <0.001
HexCer C24 1.03 (1.74; 0.08, 11.40) 0.26 (0.42; 0.01, 1.97) <0.001
HexCer Total 5.33 (8.67; 0.56, 44.80) 1.21 (1.69; 0.07, 9.23) <0.001

LacCer C16 4.63 (6.12; 0.11, 19.00) 0.71 (1.49; 0.00, 5.44) <0.001
LacCer C18 0.21 (0.36; 0.00, 1.01) 0.04 (0.09; 0.00, 0.28) <0.001
LacCer C20 0.15 (0.32; 0.00, 0.88) 0.03 (0.08; 0.00, 0.20) <0.001

LacCer C22:1 0.10 (0.18; 0.00, 0.36) 0.03 (0.06; 0.00, 0.20) 0.001
LacCer C22 0.88 (1.31; 0.01, 3.09) 0.18 (0.32; 0.00, 1.59) <0.001

LacCer C24:1 4.52 (5.89; 0.06, 16.2) 0.55 (1.55; 0.02, 6.29) <0.001
LacCer C24 0.82 (1.17; 0.06, 4.06) 0.24 (0.44; 0.01, 1.69) <0.001
LacCer Total 12.90 (15.60; 0.26, 44.20) 1.85 (3.85; 0.04, 15.10) <0.001

The major hexosylceramides (HexCer) and lactosylceramides (LacCer) individual chain lengths (C16-C24) and
a total of all chain lengths (Total) were measured by SFC/MS/MS, normalized to urine creatinine (UCr), and
analyzed by univariate analysis. Univariate associations between GSL levels and treatment response were
evaluated by Wilcoxon rank-sum tests. p-values were Bonferroni adjusted for multiple comparisons.

Table 3. AUC for baseline HexCers and LacCers.

Marker AUC p-Value

HexCer C16 0.88 0.011 *
HexCer C18 0.86 0.009 *
HexCer C20 0.89 0.003 *

HexCer C22:1 0.85 0.069
HexCer C22 0.87 0.011 *

HexCer C24:1 0.90 0.001 *
HexCer C24 0.87 0.015 *
HexCer Total 0.89 0.003 *

LacCer C16 0.88 0.012 *
LacCer C18 0.87 0.023 *
LacCer C20 0.85 0.106

LacCer C22:1 0.84 0.178
LacCer C22 0.87 0.147

LacCer C24:1 0.87 0.037 *
LacCer C24 0.87 0.039 *
LacCer Total 0.88 0.022 *

The major hexosylceramides (HexCer) and lactosylceramides (LacCer) individual chain lengths (C16-C24) and a
total of all chain lengths (Total) were measured in all samples (Table 1) by SFC/MS/MS and normalized to urine
creatinine (UCr) in the same sample. The area under the receiver operating characteristic curves (AUC) were
estimated from a multivariate logistic regression adjusted for baseline UPr:UCr and eGFR. The p-values are the
Bonferroni adjusted p-values based on a likelihood ratio test (LRT) comparing models with only UPr:UCr and
eGFR to models that also include specific GSLs. * significant increase in AUC.

2.2. Urine Proteins Elevated in Non-Responders, but May Not Predict Therapeutic Response

In addition to GSLs, a proteomics analysis was performed on a subset of urine EV
samples (5 CR and 5 NR, see Figure S1) to identify potential novel proteins of therapeutic
response. For the proteomics, these 10 EV samples were further processed to remove
albumin to enhance detection of less abundant proteins. Although albumin remained
the most highly abundant protein in the EVs, additional proteins of interest were de-
tected (Figure S4). Among the proteins that were readily detected, we chose to further
examine proteins previously identified as potential biomarkers of LN (prostaglandin-
H2 D-isomerase and galectin-3 binding protein) and proteins not previously identified
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as potential LN biomarkers but shown to function in the kidney (Cornulin and Gelsolin).
Prostaglandin-H2 D-isomerase (PTGDS) was difficult to detect in the EVs with most sam-
ples below the standard curve on the individual ELISA. Galectin-3 binding-protein, also
known as lectin galactoside-binding soluble 3-binding protein (LGALS3BP), and a known
biomarker of LN [7,17], was detected in both EVs and whole urine. Cornulin (CNN) was
undetectable in both EVs and whole urine, while gelsolin (GSN) was detectable in both EVs
and whole urine in individual ELISAs. Due to limited EV samples, we chose to measure
gelsolin in both EVs and whole urine and LGALS3BP in whole urine only. Gelsolin levels
in the EVs did not differ by response status (Figure 2A) at any time point. In whole urine,
gelsolin (Figure 2B) and LGALS3BP (Figure 2C) were higher in NR compared to CR at
baseline; however, the difference was only significant for gelsolin (p < 0.001). As with the
EV GSL levels, EV, and whole urine gelsolin levels and whole urine LGALS3BP levels
decreased from baseline to 3 months, but the differences were not significant. As with the
GSL data, the gelsolin, and LGALS3BP data were also analyzed after removing patients
with class I or V LN, or with no biopsy (Table S1), or after removing patients without
pure class III or IV (Table S2). Although there was an increase in the median EV gelsolin
levels in CR compared to NR after removing the indicated patients, the differences were
not significant. The significant difference in whole urine gelsolin between NR and CR
remained, regardless of LN class inclusion.

Figure 2. Gelsolin is significantly higher in baseline urine of patients that did not respond to
therapy. Gelsolin was quantified in urine EVs (A) and whole urine (B) for all available LN patients
(see Figure S1). (C) Galectin-3 binding protein was measured in whole urine of the same patients.
All measures were normalized to UCr. p-values were calculated as described in the Methods and
Bonferonni adjusted p-values are provided.

Since chemotaxis pathways are strongly active especially in proliferative LN, we then
screened whole urine baseline and 3-month samples to determine if there were urine
chemokines that were either differentially present at baseline or were specifically decreased
at 3 months post-treatment in the CR group compared to the NR group. For this analysis, a
subset of the LUNAR and abatacept patients that had pure class III or IV LN were included
(13 NR, 12 CR). In a panel of 23 chemokines, 15 had detectable levels in a majority of the
samples and were evaluated for associations with a response status. In univariate analyses,
IL-16, LIF, IL-33, IL-23, CTACK, and TSLP were associated with response in patients with
LN, but none of the chemokines retained statistical significance after adjusting for multiple
comparisons (Table 4 and Supplementary Figure S5). In all cases, higher median levels of
the chemokines were observed in NR compared to CR. In multivariable logistic regression
models adjusting for baseline eGFR and UPr:UCr, none of the chemokines demonstrated



Metabolites 2022, 12, 134 7 of 13

significant ability to discriminate between CR and NR. In addition, none of the chemokines
were significantly different between CR and NR at 3 months (Figure S5) or significantly
decreased from baseline to 3 months in either group.

Table 4. Baseline Protein Univariate Analyses.

Marker Non-Responders
Median (IQR; min, max)

Complete Responders
Median (IQR; min, max) p-Value

EV Gelsolin 461.2 (779.1; 0.00, 3564) 490.2 (697.7; 0.0, 1627) 1.000
Urine Gelsolin 440.0 (561.0; 0.00, 2018) 126.0 (212.6; 17.4, 729.4) <0.001 *

Urine LGALS3BP 132.0 (222.6; 1.0, 1880) 27.8 (225.9; 0.0, 455.5) 0.237

Eotaxin2 9.1 (12.3; 1.6, 59.6) 7.2 (8.1; 0.6, 37.3) 1.000
MCP2 8.1 (26.8; 0.0, 71.8) 5.3 (5.2; 0, 18.6) 1.000
BCA1 1.0 (1.7; 0.2, 9.4) 0.4 (0.4; 0.2, 4.2) 1.000
IL16 17.5 (19.1; 0.2, 46.0) 3.6 (7.2; 0.0, 21.7) 0.237

6CKine 0.0 (19.9; 0.0, 255.3) 0.0 (7.6; 0, 18.3) 1.000
TPO 62.9 (91.2; 12.9, 901.6) 34.2 (26.1; 13.0, 218.3) 1.000
SCF 13.5 (14.4; 0.3, 50.9) 11.1 (16.9; 2.4, 49.7) 1.000

TSLP 1.2 (8.26; 0.1, 51.0) 0.7 (0.6; 0.0, 1.14) 0.189
IL33 4.94 (18.7; 0.3, 120.3) 3.1 (1.6; 0.7, 11.5) 0.823
IL20 80.1 (131.5; 0.0, 2496.2) 52.8 (55.1; 0, 133.4) 1.000
IL23 60.5 (98.8; 1.6, 1737.5) 21.4 (29.8; 0.0, 58.4) 0.537

CTACK 1.1 (1.2; 0.0, 21.0) 0.4 (0.2; 0.0, 0.9) 0.108
SDF1 a + b 70.0 (352.1; 0.0, 1522.1) 61.0 (65.7; 0.0, 184.9) 1.000

ENA78 9.0 (20.3; 0.0, 149.4) 6.5 (5.9; 0.0, 14.2) 1.000
MIP1d 48.9 (73.3; 0.0, 368.7) 21.3 (28.1; 0.0, 59.5) 0.946

Proteins were measured as described in the Section 4, normalized to urine creatinine (UCr) measured in the same
sample, and analyzed by univariate analysis. Gelsolin was measured in both urine extracellular vesicles (EV) and
whole urine (Urine). Levels of gelsolin and LGALS3BP were measured in all available patient samples, while urine
chemokines were measured in 15 patients with class III or IV LN only (see Figure S1). Univariate associations
between protein levels and treatment response were evaluated by Wilcoxon rank-sum test and p-values were
adjusted for multiple comparisons by Bonferroni. LGALS3BP, galectin-3 binding protein; MCP2, monocyte
chemotactic protein 2; BCA1, B cell-attracting chemokine 1; IL16, lymphocyte chemoattractant factor (LCF);
6CKine, C-C Motif Chemokine Ligand 21 (CCL21); TPO, thyroid peroxidase; SCF, stem cell factor; TSLP, thymic
stromal lymphopoietin; CTACK, cutaneous T cell-attracting chemokine; SDF1 α + β, stromal cell-derived factor
1 alpha and beta; ENA78, epithelial-derived neutrophil-activating protein 78; MIP1δ, macrophage inflammatory
protein 1 delta. * significant difference between NR and CR.

3. Discussion

The rates of complete remission in LN remain low regardless of therapy. Future treat-
ments for LN (especially classes III and IV) will likely require more targeted approaches
and identifying markers that predict response will better inform treatment decisions and
improve response rates. We previously showed glycosphingolipid (GSL) metabolism is
altered in lupus patients and several lupus mouse strains with nephritis. Specifically,
elevated urine lactosylceramide (LacCer) levels were observed prior to proteinuria in lupus
mice [12,13,18]. These results suggest urine GSL may serve as potential biomarkers of
nephritis and treatment response, and that GSL metabolism plays a role in the pathogenesis
of disease. In LN patients, LacCer levels were elevated in urine and not in the serum,
suggesting GSL urine levels are largely reflective of renal levels. In this study, we demon-
strated that total GSLs hexosylceramides (HexCers) and LacCers in EVs isolated from urine
samples collected prior to treatment were significantly higher in LN patients who failed
to meet complete response criteria compared to those who had a complete response. We
observed in this study that all chain lengths from C16 to C24 of HexCers and LacCers were
significantly higher in NR compared to CR.

Our previous studies of urine GSLs were performed using whole urine [12] and here
we isolated extracellular vesicles (EVs) from whole urine. EVs are secreted from cells,
range in size from 30–1000 nm, and contain receptors, proteins, genetic material, and
lipids specific to the cells from which the EVs were derived. Since urine EVs are likely
derived largely from the kidney, they may more accurately reflect renal disease activity and
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response to therapy than levels in whole urine. While nucleic acids, such as microRNA and
a few proteins in urine EVs were identified as attractive markers of renal disease in SLE
patients [19], GSLs have not been examined. Future studies are aimed at comparing GSL
levels in urine EVs to whole urine and to determine which best reflects levels in the kidney.

Importantly, the GSL levels in the urine EVs remained significantly associated with
treatment response status in multivariate logistic regression models after adjusting for base-
line urine protein to urine creatinine ratio (UPr:UCr) and estimated glomerular filtration
rate (eGFR), which were also significantly different between the NR and CR groups. Specif-
ically, association of C20, C24:1, and total HexCers remained significant after adjusting for
multiple comparisons. The multivariable models adjusting for UPr:UCr and eGFR suggest
that the inclusion of GSLs improved the ability of the models to discriminate between NR
and CR showing an increase in the area under the receiver operating characteristics curve
(AUC) between 0.07 and 0.12 relative to the model excluding GSLs. Proteinuria (UPr:UCr)
was shown in a recent study using multivariate models to be an independent predictor of
complete response [20]. Inclusion of UPr:UCr with six other clinical/histological measures
resulted in an AUC of >0.75 in five different models [21]. Together, these analyses sug-
gest that urine EV HexCer levels may improve the ability of current clinical/histological
measures to predict response to MMF prior to beginning treatment in LN patients.

Since urine EVs also may include cytokines, chemokines, enzymes, vascular molecules,
and other proteins that reflect renal pathology, we performed a pilot proteomics screen
using a subset of EV samples (5 from NR and 5 from CR). Among the proteins identified in
the screen, we examined gelsolin and galectin-3 binding protein (LGALS3BP). Gelsolin was
present at higher levels in the CR compared to the NR samples in the proteomics screen.
Gelsolin is an actin-binding protein and extracellular gelsolin is thought to be recruited to
sites of inflammation to clear actin from damaged tissues. In SLE patients, plasma gelsolin
levels were reported to be decreased compared to controls, negatively associated with
disease activity, and to be further decreased during a flare [22,23]. Glomerular and tubular
gelsolin was detected in lupus patients with nephritis and showed some association with
LN classification [24]. Localization of gelsolin to the kidneys was also demonstrated in IgA
nephropathy patients and these levels correlated with renal fibrosis while plasma gelsolin
in these same patients was decreased [25]. Although our pilot study suggested that urine
EV gelsolin levels may be higher in LN patients that were CR compared to NR, the results
from the full study showed similar levels in both groups. Gelsolin levels in whole urine
were significantly lower in CR compared to NR baseline samples. The whole urine levels of
gelsolin may reflect the extracellular levels of renal gelsolin, while the urine EV levels may
reflect cellular levels of gelsolin. However, this hypothesis remains untested. Although
the whole urine levels of gelsolin were significantly lower in the CR group at baseline, the
gelsolin levels did not significantly improve the ability to discriminate between CR and NR.

LGALS3BP protein was not differentially expressed in the urine EV pilot screen. Since
the EV elution buffer interfered with the LGALS3BP ELISA, we measured LGALS3BP in
whole urine. A recent systematic review of 25 different studies using mass-spectrometry-
based proteomics identified approximately 241 candidate biomarkers, including LGALS3BP [7].
LGALS3BP promotes cell-to-cell adhesion and initiates pro-inflammatory signaling and may
be a potential biomarker due to its proposed role in LN pathophysiology. Nielsen et al., [17]
demonstrated LGALS3BP co-localized with immune complexes deposited in renal glomeruli,
was increased in patients with LN compared to healthy controls and had higher levels in patients
with active LN. Based on previous studies and our pilot proteomics screen, we anticipated that
urine LGALS3BP levels would be similar in both groups and serve as a type of positive control
in our study. Indeed, although LGALS3BP urine levels tended to be lower in the CR group
compared to the NR group at all time points, the differences were not statistically significant.

Prior research showed that plasma chemokines were significantly elevated in lupus
patients with active disease [26] and that chemotaxis pathways were enriched in the urine
proteome of LN patients [27]. Our screen of 23 chemokines in a subset of patients showed
that IL-16, IL-33, IL-23, CTACK, and TSLP were significantly higher in NR patients at
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baseline. However, this significance was lost after adjusting for multiple comparisons.
These chemokines also did not significantly discriminate between CR and NR and were
no different in the extent of their reduction between baseline and 3 months. Overall, these
results reflect the broad range of changes in protein levels among patients, with most
patients experiencing a significant reduction in levels in response to treatment regardless of
response as assessed at 12 months post-treatment.

The strengths of this study included the use of GSL measures and urine EVs, a novel
approach for identifying potential therapeutic response biomarkers, and the use of longi-
tudinal samples; however, there were a few limitations. The presence of albumin was a
confounder in the identification of proteins in urine EVs and whole urine, as it can mask
less abundant proteins in multiple analyses. Large amounts of albumin also resulted in
clumping of the EVs, making accurate measures of EV numbers difficult. While removing
most albumin allowed for more accurate estimation of EV numbers and identification of
less abundant proteins by proteomics, removing albumin is technically time-consuming
and may result in degradation/loss of proteins or lipids of interest. However, significant dif-
ferences observed in the EV data were conserved across several normalization approaches,
adding to the confidence in the UCr normalized results. Another limitation of this study
was the small samples size of ~30 CR and ~30 NR LN patients, and the evaluation of
chemokines included only a subset of those 60 patients. Despite the small sample size, we
demonstrated that HexCers enhanced the ability to discriminate between CR and NR prior
to beginning treatment and strongly suggest this GSL could be used to predict who will
fail treatment. Screening of a larger population of patients is needed to confirm our results.

4. Materials and Methods
4.1. Ethics Statement and Human Samples

This study analyzed stored longitudinal urine samples collected from SLE patients
with nephritis who were treated with mycophenolate mofetil (MMF) for 12 months in two
unrelated clinical trials, rituximab in lupus nephritis (LUNAR) [28] and abatacept [29] in
lupus nephritis, or SLE patients from the MUSC lupus clinic treated with MMF. All volun-
teers provided informed consent for their samples to be used for research purposes and
the study was approved by the MUSC Institutional Review Board and by the Department
of Defense Human Research Protection Office. All patients met the American College of
Rheumatology classification for SLE with biopsy-confirmed nephritis of which 93% were
classified as class III or IV. Patients were evaluated by treating physicians and identified as
complete responders (CR) or non-responders (NR). Criteria for CR included UPr:UCr < 0.5,
normal sCr, UPr:UCr reduced > 75%, and eGFR increased > 25%. NR criteria included
persistent UPr:UCr > 3, decreased UPr:UCr < 25%, eGFR decreased > 25%, and failure to
taper glucocorticoid therapy to <10 mg/day. Samples included: (1) baseline (prior to treat-
ment) and 3 months post-treatment urine from 15 patients (6 CR and 9 NR) in the LUNAR
clinical trial [28] who were in the placebo group (MMF + placebo); (2) baseline, 3 months
post-treatment, and 12 months post-treatment urine from 37 patients (16 CR and 21 NR)
in the abatacept clinical trial [29] who were in the placebo group (MMF + placebo); and (3)
baseline, 3 months post-treatment, and 12 months post-treatment urine from 7 patients (all
CR) from the MUSC lupus clinic. All patients enrolled in the LUNAR and abatacept trials
had class III or IV LN, and 3 of the 7 MUSC clinic patients had class III or IV LN. MMF
was given at 2–3 g/day in the abatacept trial by day 15 [29] or 3 g/day in the LUNAR
trial by day 16 [28]. More specifics with respect to treatment regimens and dosages for the
two trials are provided in the references indicated. Analyses were performed without or
with the non-class III or IV LN patients from MUSC, as described in the Section 2. Patient
demographics and clinical measures are provided in Table 1.

4.2. Urine Extracellular Vesicle Isolation

Urine extracellular vesicles (EVs) were isolated from human urine using Ymir Ge-
nomics’ EV Isolation Kit according to manufacturers’ protocols (Ymir Genomics, Cam-
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bridge, MA, USA). Aliquots of human urine were centrifuged 2000× g for 5 min at 4 ◦C
to remove cell/debris for analyses. Aliquots of whole, debris-free urine were removed
and stored at −80 ◦C until use in ELISAs and a cytokine screen (see below), and 10 mL of
debris-free urine was used to isolate EVs, which were aliquoted and stored at −80 ◦C until
use. The recovery and size of EVs were assessed by multiple methods and a proteomics
screen was performed in a subset of 10 samples; 5 CR and 5 NR who were all white females
with class IV LN only (see Figure S1 for workflow). The methods to assess recovery or
size of EVs included the Zetaviewer NTA Exosome Analyzer S/N 17-313 and Zetaview
Software 8.04.02 with a 0.743 µm/px camera, a CD63 ExoELISA-Ultra CD63 assay (System
Biosciences, Palo Alto, CA), and the Bradford or QuanTest Red Pyrogallol Red Reagent
(Quantimetrix, Redondo Beach, CA) protein quantification assays. Due to the high levels of
albumin, the Evs tended to clump and interfered with accurate estimation of EV numbers
by the Zetaviewer and CD63 ELISA. Several approaches were used to remove albumin.
No approach successfully removed all albumin; however, removing most of the albumin
using DTT, heat, and ultracentrifugation resulted in significantly less EV clumping and
a more accurate assessment of EV numbers by the Zetaviewer that corresponded with
CD63 measures. Removing a majority of the albumin required extensive manipulation
of the samples, resulting in low yields of EVs. We determined that the pyrogallol protein
estimations in the unmanipulated EV samples more accurately reflected the EV estimations
in the DTT-treated samples measured by CD63 and Zetaviewer compared to the Bradford
protein estimations. Thus, to avoid over-manipulating the samples, the pyrogallol assay
was used to assess EV content in unmanipulated samples that were used for measuring
EV protein content by ELISA and EV lipid content. Lipid and gelsolin measures in the
EVs are presented in the manuscript normalized to UCr. Lipid levels were also examined
after normalizing to inorganic phosphate, and gelsolin levels were also normalized to total
protein (by pyrogallol) for gelsolin to confirm the results of UCr normalized results.

4.3. Lipidomic Analyses

Levels of individual chain lengths C16, C18, C18:1, C20, C20:1, C22, C22:1, C24, C24:1,
C26, and C26:1 for GSLs hexosylceramides (HexCers) and lactosylceramides (LacCers), and
levels of inorganic phosphate (Pi) were quantified in isolated EVs by the Medical University
of South Carolina Lipidomics Core Facility, as previously described [12]. Levels of the
major chain lengths expressed and the total of all chain lengths for each GSL are presented
normalized to UCr. Levels were also normalized to EV Pi levels and are presented as
Supplementary Materials. A subset of 10 baseline samples was randomly selected (5 CR
and 5 NR) for a proteomics screen for which some of the samples were exhausted, leaving
28 NR and 26 CR baseline samples, 30 NR and 28 CR 3-month samples, and 21 NR and
23 CR 12-month samples for the EV analyses.

4.4. Protein Analyses

Individual ELISAs were used to measure gelsolin (DevKit Duo, Lifespan Biosciences,
Seattle, WA) or galectin-3 binding protein (G3BP/MAC-2BP, R&D systems, Minneapolis,
MN) in debris-free whole urine according to the manufacturers’ instructions. A modified
protocol of the gelsolin ELISA to include EV elution buffer from the Ymir EV Isolation
Kit was used to quantify gelsolin levels in the EV samples. A panel of 23 cytokines was
measured in debris-free whole urine in a subset of LUNAR and abatacept patients with pure
class III or IV LN (13 NR, 12 CR) by Eve Technologies (Human Cytokine/Chemokine 23-
Plex Discovery Assay HD23, Calgary, AB, Canada). Levels of all proteins were normalized
to urine creatinine (UCr), which was measured using the Jaffé picric acid method.

4.5. Statistical Analyses

Descriptive statistics were determined for patient demographics and baseline clinical
measures across all patients and by treatment response status across all cohorts and within
the cohort. Univariate associations of clinical and demographic characteristics with treat-
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ment response status across all cohorts and within the cohort (LUNAR versus abatacept)
were evaluated using a series of t-tests or Wilcoxon rank-sum tests for continuous variables
and chi-square or Fisher’s exact tests for categorical variables.

The primary goal was to examine associations between lipid and protein levels at
baseline with treatment response at one year. Univariate associations between glycosphin-
golipid (GSL) levels, chemokine levels, and protein levels with treatment response were
evaluated using a series of Wilcoxon rank-sum tests. Multivariable logistic regression
models adjusting baseline urine protein:creatinine ratio (UPr:UCr) and eGFR evaluating
the association between individual GSLs and chemokines were also considered. Likelihood
ratio tests (LRT) were conducted, comparing a model with only UPr:UCr and eGFR to a
model including UPr:UCr, eGFR, and a specific GSL, chemokine/protein to evaluate the as-
sociations after controlling for UPr:UCr and eGFR. For the multivariable logistic regression
models, GSL, and chemokine levels were log2 transformed to meet model assumptions.
The area under the receiver operating characteristics curves (AUCs) was estimated from
the multivariable logistic regression model to describe the ability to discriminate treatment
response. Due to the small sample size, the logistic regression model was limited to no
more than three predictors [30]. UPr:UCr and eGFR were selected since they are typically
used to monitor responses and were also different between NR and CR at baseline. The
AUCs were estimated using 5-fold cross-validation for better generalizability [31]. For
both univariate and multivariable results, p-values were Bonferroni adjusted to account
for multiple comparisons and provided as indicated in all tables and figures. All analyses
were run in SAS v. 9.4.

5. Conclusions

GSLs in urine EVs and all proteins in whole urine were decreased from baseline
to 12 months post-treatment in LN patients that both completely responded or failed to
respond to mycophenolate mofetil based on the response criteria indicated. The GSLs
HexCers and LacCers in urine EVs, and gelsolin, IL-23, IL-16, IL-33, CTACK, and TSLP
were significantly higher at baseline in the non-responding patients. Importantly, HexCers
enhanced the prediction of therapeutic response, with HexCer C20, HexCer 24:1, and total
HexCers having an AUC of 0.89–0.90 after adjusting for eGFR and UPr:UCr. Urine HexCers
may serve as potential biomarkers to predict response in LN patients. Furthermore, the
elevated levels of HexCers and LacCers suggest GSL metabolism plays a role in pathogenic
responses in the kidney and may serve as therapeutic targets. Alternatively, increased renal
GSL metabolism may be a response to injury and merely reflect the extent of systemic or
renal inflammation or injury. Future studies to include measures of inflammatory burden
with respect to the association of GSL levels with therapeutic response are of interest and
remain to be determined using a larger sample size. Regardless, measures of GSL levels
prior to beginning treatment could enhance the identification of LN patients that require
more aggressive/alternative therapy.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/metabo12020134/s1, Figure S1: Workflow describing sample origin and numbers, urine EV
isolation, and analyses performed, Figure S2: Total HexCers and LacCers levels are significantly
higher in baseline urine EVs of patients that did not respond to therapy, Figure S3: All chain lengths
of HexCers and LacCers are significantly higher in baseline urine EVs of patients that did not respond
to therapy, Figure S4: Volcano plot of proteins identified in proteomics screen of baseline urine EVs,
Figure S5: Urine chemokines at baseline and 3 months post-treatment in patients with class III and IV
LN only, Table S1: Baseline univariate analyses excluding class I, V, and no biopsy patients, Table S2:
Baseline univariate analyses of pure class III and IV patients only.

Author Contributions: T.K.N. conceived and designed the study, and assisted with the experimental
design and preparation of the manuscript; J.R. and B.T. contributed equally to the performance of
experiments and preparation of the manuscript; B.J.W. performed the statistical analyses; J.C.O. pro-
vided guidance with study design, obtained the urine samples, and assisted with data interpretation;

https://www.mdpi.com/article/10.3390/metabo12020134/s1
https://www.mdpi.com/article/10.3390/metabo12020134/s1


Metabolites 2022, 12, 134 12 of 13

R.R.D. provided guidance with the study design and experimental approach. All authors have read
and agreed to the published version of the manuscript.

Funding: This work was supported by the Office of the Assistant Secretary of Defense for Health
Affairs through the Peer-Reviewed Medical Research Program Lupus Topic Area Award W81XWH-
16-1-0640 (funding awarded to T.K. Nowling). Opinions, interpretations, conclusions, and recom-
mendations are those of the authors and are not necessarily endorsed by the Department of Defense.
We also acknowledge the South Carolina Clinical & Translational Research (SCTR) Institute at the
Medical University of South Carolina (UL1 TR000062) and the Core Center for Clinical Research
(CCCR) Improving Minority Health in Rheumatic Diseases at the Medical University of South Car-
olina (P30 AR072582-01) that provided support in part for Bethany Wolf; and the Lipidomics Shared
Resource, Hollings Cancer Center at the Medical University of South Carolina (P30 CA138313).

Institutional Review Board Statement: The study was approved by the MUSC Institutional Review
Board and by the Department of Defense Human Research Protection Office (IM101-075).

Informed Consent Statement: All volunteers provided informed consent for the use of their samples
in research.

Data Availability Statement: Data is contained within the article or as Supplementary Materials.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in study
design; in collection, analyses, or interpretation of data; in writing the manuscript; or in the decision
to publish the results.

References
1. Wallace, D.J. Dubois’ Lupus Erythematosus and Related Syndromes, 9th ed.; Elsevier: St. Louis, MO, USA, 2018.
2. Rovin, B.H.; Teng, Y.K.O.; Ginzler, E.M.; Arriens, C.; Caster, D.J.; Romero-Diaz, J.; Gibson, K.; Kaplan, J.; Lisk, L.; Navarra, S.; et al.

Efficacy and safety of voclosporin versus placebo for lupus nephritis (AURORA 1): A double-blind, randomised, multicentre,
placebo-controlled, phase 3 trial. Lancet 2021, 397, 2070–2080. [CrossRef]

3. Furie, R.; Rovin, B.H.; Houssiau, F.; Malvar, A.; Teng, Y.O.; Contreras, G.; Amoura, Z.; Yu, X.; Mok, C.-C.; Santiago, M.B.; et al.
Two-Year, Randomized, Controlled Trial of Belimumab in Lupus Nephritis. N. Engl. J. Med. 2020, 383, 1117–1128. [CrossRef]
[PubMed]

4. Parikh, S.V.; Almaani, S.; Brodsky, S.; Rovin, B.H. Update on Lupus Nephritis: Core Curriculum 2020. Am. J. Kidney Dis. 2020,
76, 265–281. [CrossRef] [PubMed]

5. Arazi, A.; Rao, D.A.; Berthier, C.C.; Davidson, A.; Liu, Y.; Hoover, P.J.; Chicoine, A.; Eisenhaure, T.M.; Jonsson, A.H.; Li, S.; et al.
The immune cell landscape in kidneys of patients with lupus nephritis. Nat. Immunol. 2019, 20, 902–914. [CrossRef]

6. Parikh, S.V.; Malvar, A.; Song, H.; Alberton, V.; Lococo, B.; Vance, J.; Zhang, J.; Yu, L.; Birmingham, D.; Rovin, B.H. Molecular
imaging of the kidney in lupus nephritis to characterize response to treatment. Transl. Res. 2016, 182, 1–13. [CrossRef]

7. Nicolaou, O.; Kousios, A.; Hadjisavvas, A.; Lauwerys, B.; Sokratous, K.; Kyriacou, K. Biomarkers of systemic lupus erythematosus
identified using mass spectrometry-based proteomics: A systematic review. J. Cell. Mol. Med. 2016, 21, 993–1012. [CrossRef]

8. Aragón, C.C.; Tafúr, R.-A.; Suárez-Avellaneda, A.; Martínez, T.; Salas, A.D.L.; Tobón, G.J. Urinary biomarkers in lupus nephritis.
J. Transl. Autoimmun. 2020, 3, 100042. [CrossRef]

9. Radin, M.; Miraglia, P.; Barinotti, A.; Fenoglio, R.; Roccatello, D.; Sciascia, S. Prognostic and Diagnostic Values of Novel Serum
and Urine Biomarkers in Lupus Nephritis: A Systematic Review. Am. J. Nephrol. 2021, 52, 559–571. [CrossRef]

10. Vanarsa, K.; Soomro, S.; Zhang, T.; Strachan, B.; Pedroza, C.; Nidhi, M.; Cicalese, P.; Gidley, C.; Dasari, S.; Mohan, S.; et al.
Quantitative planar array screen of 1000 proteins uncovers novel urinary protein biomarkers of lupus nephritis. Ann. Rheum. Dis.
2020, 79, 1349–1361. [CrossRef]

11. Vitorino, R.; Ferreira, R.; Guedes, S.; Amado, F.; Thongboonkerd, V. What can urinary exosomes tell us? Cell. Mol. Life Sci. 2021,
78, 3265–3283. [CrossRef]

12. Nowling, T.K.; Mather, A.R.; Thiyagarajan, T.; Hernández-Corbacho, M.J.; Powers, T.W.; Jones, E.E.; Snider, A.J.; Oates, J.C.;
Drake, R.R.; Siskind, L.J. Renal Glycosphingolipid Metabolism Is Dysfunctional in Lupus Nephritis. J. Am. Soc. Nephrol. 2014,
26, 1402–1413. [CrossRef] [PubMed]

13. Sundararaj, K.; Rodgers, J.I.; Marimuthu, S.; Siskind, L.J.; Bruner, E.; Nowling, T.K. Neuraminidase activity mediates IL-
6 production by activated lupus-prone mesangial cells. Am. J. Physiol. Ren. Physiol. 2018, 314, F630–F642. [CrossRef] [PubMed]

14. Lingwood, C.A. Glycosphingolipid Functions. Cold Spring Harb. Perspect. Biol. 2011, 3, a004788. [CrossRef]
15. Mather, A.R.; Siskind, L.J. Glycosphingolipids and kidney disease. Adv. Exp. Med. Biol. 2011, 721, 121–138. [CrossRef]
16. Dupre, T.V.; Siskind, L.J. The role of sphingolipids in acute kidney injury. Adv. Biol. Regul. 2018, 70, 31–39. [CrossRef]
17. Nielsen, C.T.; Østergaard, O.; Rekvig, O.P.; Sturfelt, G.; Jacobsen, S.; Heegaard, N.H.H. Galectin-3 binding protein links circulating

microparticles with electron dense glomerular deposits in lupus nephritis. Lupus 2015, 24, 1150–1160. [CrossRef] [PubMed]

http://doi.org/10.1016/S0140-6736(21)00578-X
http://doi.org/10.1056/NEJMoa2001180
http://www.ncbi.nlm.nih.gov/pubmed/32937045
http://doi.org/10.1053/j.ajkd.2019.10.017
http://www.ncbi.nlm.nih.gov/pubmed/32220510
http://doi.org/10.1038/s41590-019-0398-x
http://doi.org/10.1016/j.trsl.2016.10.010
http://doi.org/10.1111/jcmm.13031
http://doi.org/10.1016/j.jtauto.2020.100042
http://doi.org/10.1159/000517852
http://doi.org/10.1136/annrheumdis-2019-216312
http://doi.org/10.1007/s00018-020-03739-w
http://doi.org/10.1681/ASN.2014050508
http://www.ncbi.nlm.nih.gov/pubmed/25270066
http://doi.org/10.1152/ajprenal.00421.2017
http://www.ncbi.nlm.nih.gov/pubmed/29357434
http://doi.org/10.1101/cshperspect.a004788
http://doi.org/10.1007/978-1-4614-0650-1_8
http://doi.org/10.1016/j.jbior.2018.11.003
http://doi.org/10.1177/0961203315580146
http://www.ncbi.nlm.nih.gov/pubmed/25837289


Metabolites 2022, 12, 134 13 of 13

18. Rodgers, J.; Sundararaj, K.; Bruner, E.; Wolf, B.; Nowling, T.K. The role of neuraminidase 1 (NEU1) in cytokine release by primary
mouse mesangial cells and disease outcomes in murine lupus nephritis. Autoimmunity 2021, 54, 163–175. [CrossRef]

19. Zhao, Y.; Wei, W.; Liu, M.-L. Extracellular vesicles and lupus nephritis—New insights into pathophysiology and clinical
implications. J. Autoimmun. 2020, 115. [CrossRef]

20. Luís, M.S.F.; Bultink, I.E.M.; Silva, J.A.P.D.; E Voskuyl, A.; Inês, L.S. Early predictors of renal outcome in patients with proliferative
lupus nephritis: A 36-month cohort study. Rheumatology 2021, 60, 5134–5141. [CrossRef]

21. Helget, L.N.; Dillon, D.J.; Wolf, B.; Parks, L.P.; Self, S.E.; Bruner, E.T.; Oates, E.E.; Oates, J.C. Development of a lupus nephritis
suboptimal response prediction tool using renal histopathological and clinical laboratory variables at the time of diagnosis.
Lupus Sci. Med. 2021, 8, e000489. [CrossRef]

22. Hu, Y.; Li, H.; Li, W.H.; Meng, H.X.; Fan, Y.Z.; Li, W.J.; Ji, Y.T.; Zhao, H.; Zhang, L.; Jin, X.M.; et al. The value of decreased
plasma gelsolin levels in patients with systemic lupus erythematosus and rheumatoid arthritis in diagnosis and disease activity
evaluation. Lupus 2013, 22, 1455–1461. [CrossRef] [PubMed]

23. Parra, S.; Heras, M.; Herrero, P.; Amigó, N.; Garcés, E.; Girona, J.; Correig, X.; Canela, N.; Castro, A. Gelsolin: A new biomarker of
disease activity in SLE patients associated with HDL-c. Rheumatology 2020, 59, 650–661. [CrossRef] [PubMed]

24. Rovin, B.H.; Van Vollenhoven, R.F.; Aranow, C.; Wagner, C.; Gordon, R.; Zhuang, Y.; Belkowski, S.; Hsu, B. A Multicenter,
Randomized, Double-Blind, Placebo-Controlled Study to Evaluate the Efficacy and Safety of Treatment with Sirukumab (CNTO
136) in Patients with Active Lupus Nephritis. Arthritis Rheumatol. 2016, 68, 2174–2183. [CrossRef] [PubMed]

25. Han, C.; Zhang, L.; Zhu, X.; Tang, J.; Jin, X. Plasma gelsolin levels are decreased and correlate with fibrosis in IgA nephropathy.
Exp. Biol. Med. 2013, 238, 1318–1327. [CrossRef]

26. Idborg, H.; Eketjäll, S.; Pettersson, S.; Gustafsson, J.T.; Zickert, A.; Kvarnström, M.; Oke, V.; Jakobsson, P.-J.; Gunnarsson, I.;
Svenungsson, E. TNF-α and plasma albumin as biomarkers of disease activity in systemic lupus erythematosus. Lupus Sci. Med.
2018, 5, e000260. [CrossRef]

27. Fava, A.; Buyon, J.; Mohan, C.; Zhang, T.; Belmont, H.; Izmirly, P.; Clancy, R.; Trujillo, J.M.; Fine, D.; Zhang, Y.; et al. Integrated
urine proteomics and renal single-cell genomics identify an IFN-γ response gradient in lupus nephritis. JCI Insight 2020, 5.
[CrossRef]

28. Rovin, B.H.; Furie, R.; Latinis, K.; Looney, R.J.; Fervenza, F.C.; Sanchez-Guerrero, J.; Maciuca, R.; Zhang, D.; Garg, J.P.;
Brunetta, P.; et al. Efficacy and safety of rituximab in patients with active proliferative lupus nephritis: The lupus nephritis
assessment with rituximab study. Arthritis Care Res. 2012, 64, 1215–1226. [CrossRef]

29. Furie, R.; Nicholls, K.; Cheng, T.; Houssiau, F.; Burgos-Vargas, R.; Chen, S.; Hillson, J.L.; Meadows-Shropshire, S.; Kinaszczuk,
M.; Merrill, J.T. Efficacy and Safety of Abatacept in Lupus Nephritis: A Twelve-Month, Randomized, Double-Blind Study.
Arthritis Rheumatol. 2013, 66, 379–389. [CrossRef]

30. Harrell, F.E., Jr.; Lee, K.L.; Califf, R.M.; Pryor, D.B.; Rosati, R.A. Regression modelling strategies for improved prognostic
prediction. Stat. Med. 1984, 3, 143–152. [CrossRef]

31. LeDell, E.; Petersen, M.; van der Laan, M. Computationally efficient confidence intervals for cross-validated area under the ROC
curve estimates. Electron. J. Stat. 2015, 9, 1583–1607. [CrossRef]

http://doi.org/10.1080/08916934.2021.1897978
http://doi.org/10.1016/j.jaut.2020.102540
http://doi.org/10.1093/rheumatology/keab126
http://doi.org/10.1136/lupus-2021-000489
http://doi.org/10.1177/0961203313507985
http://www.ncbi.nlm.nih.gov/pubmed/24122723
http://doi.org/10.1093/rheumatology/kez293
http://www.ncbi.nlm.nih.gov/pubmed/31504936
http://doi.org/10.1002/art.39722
http://www.ncbi.nlm.nih.gov/pubmed/27110697
http://doi.org/10.1177/1535370213503256
http://doi.org/10.1136/lupus-2018-000260
http://doi.org/10.1172/jci.insight.138345
http://doi.org/10.1002/art.34359
http://doi.org/10.1002/art.38260
http://doi.org/10.1002/sim.4780030207
http://doi.org/10.1214/15-EJS1035

	Introduction 
	Results 
	Glycosphingolipids in Urine Extracellular Vesicles May Serve as Biomarkers to Predict Therapeutic Response 
	Urine Proteins Elevated in Non-Responders, but May Not Predict Therapeutic Response 

	Discussion 
	Materials and Methods 
	Ethics Statement and Human Samples 
	Urine Extracellular Vesicle Isolation 
	Lipidomic Analyses 
	Protein Analyses 
	Statistical Analyses 

	Conclusions 
	References

