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Abstract

Background: Elevated B lymphocyte stimulator (BLyS) levels in patients with systemic lupus erythematosus (SLE)
correlate positively with disease activity; BLyS expression is directly linked to interferon (IFN) pathway activation. This
post hoc meta-analysis of BLISS-52 and BLISS-76 explored the relationship between baseline BLyS mRNA/protein
levels and/or type 1 IFN-inducible gene signature (IFN-1) and responses to the BLyS-targeting monoclonal antibody
belimumab in SLE.

Methods: In BLISS-52 and BLISS-76, patients with autoantibody-positive SLE and a SELENA-SLEDAI score ≥ 6 and
receiving stable standard SLE therapy were randomised to intravenous belimumab 10 mg/kg or placebo, plus
standard of care (SoC), for 52 or 76 weeks. For this post hoc meta-analysis, patients with an appropriate mRNA
sample were stratified by BLyS mRNA expression (tertiles: high/medium/low; revised quantiles: high/low), IFN-1
mRNA expression (high/low) and BLyS protein level (high/low). Co-primary endpoints were correlation between
baseline BLyS and IFN-1 mRNA levels and SLE Responder Index (SRI)4 response at week 52 within BLyS/IFN-1
subgroups. Secondary endpoints included time to first severe SELENA-SLEDAI Flare Index (SFI) flare.
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Results: Of 554 patients included in this analysis, 281 had received belimumab and 273 had received placebo.
Baseline BLyS and IFN-1 mRNA levels were highly correlated (Spearman’s rank correlation coefficient 0.7799; 95%
confidence interval [CI] 0.7451, 0.8106; p < 0.0001). The proportion of SRI4 responders was higher with belimumab
versus placebo in all subgroups, but the difference reached statistical significance in the medium BLyS mRNA tertile
(odds ratio [OR] 2.17; 95% CI 1.16, 4.04; p = 0.0153), high BLyS mRNA quantile (OR 1.58; 95% CI 1.02, 2.44; p = 0.0402),
high IFN-1 mRNA (OR 1.58; 95% CI: 1.08, 2.31; p = 0.0186) and high BLyS protein (OR 3.57; 95% CI 1.63, 7.83; p = 0.0015)
subgroups only. The risk of severe SFI flare was significantly lower with belimumab than placebo in the high BLyS
mRNA quantile (hazard ratio [HR] 0.59; 95% CI 0.36, 0.97; p = 0.0371) and high BLyS protein (HR 0.39; 95% CI 0.19, 0.79;
p = 0.0090) subgroups.

Conclusions: This post hoc meta-analysis demonstrated a tendency towards improved response to add-on
intravenous belimumab 10mg/kg versus SoC alone in patients with high baseline BLyS protein and IFN-1 mRNA levels
and medium/high BLyS mRNA levels.

Keywords: Systemic lupus erythematosus, B lymphocyte stimulator, B cell activating factor, Belimumab, Interferon,
Messenger RNA

Background
Systemic lupus erythematosus (SLE) is a chronic auto-
immune disorder that affects a variety of organ systems
and markedly impairs health-related quality of life [1–3].
The course of SLE is characterised by periods of disease
flare and remission, with treatment aiming not only to
minimise disease activity, but also to reduce the risk of
flares [4]. Patients with autoimmune diseases such as
SLE often have increased blood levels of B lymphocyte
stimulator (BLyS), also known as B cell activating factor
[5–7], a member of the tumour necrosis factor ligand
superfamily that promotes the survival of B lymphocytes,
inhibits B cell apoptosis and is involved in the differenti-
ation of B cells into immunoglobulin-producing plasma
cells [8–11]. Elevated levels of BLyS positively correlate
with elevated autoantibody levels, serum immunoglobu-
lin G and disease activity [5–7, 12].
Belimumab is a recombinant, human, immunoglobulin

G1 lambda monoclonal antibody that binds soluble BLyS
protein and inhibits its biological activity [13, 14]. Beli-
mumab International Systemic Lupus Erythematosus
(BLISS)-52 and BLISS-76 were randomised, double-
blind, placebo-controlled, multicentre, phase 3 studies of
intravenous (IV) belimumab plus standard of care (SoC),
with similar study designs, conducted in patients with
active SLE in spite of SoC treatment [15, 16]. Results of
these studies showed that treatment with belimumab 10
mg/kg IV every 2 weeks for 3 doses and every 4 weeks
thereafter was effective in significantly reducing disease
activity as measured by the Systemic Lupus Erythemato-
sus Responder Index (SRI) at week 52, the primary effi-
cacy endpoint of both trials.
Data from these trials also suggested that belimumab

treatment may be associated with reduced steroid use
and reduced risk of severe flare in this population. Interest-
ingly, the difference in the proportion of SRI responders for

belimumab versus placebo at week 52 was more evident in
patients with a high serum BLyS protein level (≥ 2 ng/ml) at
baseline when compared with the total population or those
with a BLyS level < 2 ng/ml [17], suggesting that BLyS
protein may be a good predictor of response to beli-
mumab. Notably, BLyS messenger ribonucleic acid
(mRNA) has shown stronger correlation than BLyS
protein to SLE disease activity, suggesting that BLyS
mRNA may be a better predictor of response to beli-
mumab than BLyS protein [18, 19]. Furthermore, it
has previously been reported that BLyS expression is
directly linked to and regulated by interferon (IFN)
signalling [20], and improved responses to IFN path-
way inhibitors have been seen in patients with SLE
and high IFN levels compared with low IFN in early
SLE trials [21].
Examining the relationship between the expression of

type I IFN-regulated genes (IFN signature) and response
to belimumab in the phase 3 trial sample sets could
potentially help to clarify the role of the biomarkers in
identifying patient subgroups that will respond well to
belimumab treatment. As such, a post hoc analysis of
data from BLISS-52 and BLISS-76 was conducted in a
subset of patients with SLE from whom RNA samples
had been collected and stored. The objectives of this
study were to evaluate the efficacy of belimumab versus
placebo among patients with SLE stratified by whole-
blood BLyS mRNA/protein levels and by type 1 IFN-
inducible gene signature (IFN-1) status at study baseline.

Methods
Post hoc analysis design
This study (GSK study 208651) was a post hoc meta-
analysis of the two phase 3 studies of IV belimumab:
BLISS-52 (NCT00424476) and BLISS-76 (NCT00410384),
in which patients received belimumab 10mg/kg IV plus
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SoC or placebo plus SoC for 52 or 76 weeks, respectively.
Full details of the original studies have been published
elsewhere [15, 16]. This analysis was performed to explore
the efficacy of belimumab 10mg/kg compared with
placebo when patients were stratified by whole-blood
BLyS mRNA delta cycle threshold (CT; expression) levels
(tertiles: high [> 0.650], medium [− 0.061 to 0.650], low [<
− 0.061]; binary: high [≥0.0382], low [< 0.0382]) and pro-
tein levels (high [≥ 2 ng/mL], low [< 2 ng/mL]) and by
IFN-1 mRNA status (high [≥ 1.09], low [< 1.09]) at study
baseline.

Participants
The original study populations included patients with
SLE who were autoantibody-positive (antinuclear anti-
body titre ≥ 1:80 and/or anti-double-stranded deoxyribo-
nucleic acid ≥ 30 IU/mL) with a Safety of Estrogen in
Lupus Erythematosus National Assessment-Systemic
Lupus Erythematosus Disease Activity Index (SELENA-
SLEDAI) score ≥ 6 who had been receiving stable standard
SLE therapy for ≥ 30 days prior to enrolment [15, 16]. Pa-
tients with severe active lupus nephritis (> 6 g/24 h pro-
teinuria or > 2.5 mg/dL serum creatinine) or severe active
central nervous system SLE were excluded. The gene ex-
pression population used for this post hoc analysis was de-
fined as all randomised patients who received at least one
dose of belimumab 10mg/kg or placebo during the ori-
ginal studies and who had an mRNA sample that passed
quality control. A group of 25 healthy volunteers also pro-
vided mRNA samples, which were used to determine a
typical distribution of BLyS and IFN-1 mRNA levels.

Samples
RNA from BLISS-52 and BLISS-76 participants and healthy
volunteers was reverse transcribed to c-deoxyribonucleic
acid (Applied Biosystems) prior to quantitative polymerase
chain reaction measurements in triplicate by Taqman assay
(Life technologies) on a Fluidigm BioMark platform (Ex-
pression Analysis, Q2 solutions). Outlier replicate CTs were
excluded prior to generation of a μCT per gene/sample. Ex-
pression was normalised against a panel of housekeeping
genes (ActB, GAPDH, 18S, PPIA, HPRT1, RPLPO and
B2M) to generate a ΔμCT for TNFSF13B (BLyS) and indi-
vidual IFN signature genes, IFI27, IFI44, IFI44L and RSAD2.
The IFN-1 signature ΔΔμCT for each gene and sample was
generated by normalisation to the pooled healthy samples;
the median of the ΔΔμCT was the IFN-1 signature score
for each sample.
BLyS protein data was analysed for the patients from

whom BLyS mRNA was assessed.

Endpoints
There were two co-primary endpoints: the correlation
between baseline BLyS mRNA levels and baseline IFN-1

mRNA status in the entire study population, and the
SRI4 response at week 52 within BLyS mRNA/protein
levels and IFN-1 status subgroups. An SRI4 responder
was defined as having a ≥ 4-point reduction from base-
line in SELENA-SLEDAI score and no worsening in
Physician Global Assessment (PGA) score from baseline
(worsening defined as an increase of ≥ 0.3 points) and
no new British Isles Lupus Assessment Group of SLE
Clinics (BILAG) A organ domain score, or two new
BILAG B organ domain scores compared with baseline.
Secondary endpoints for this analysis included SRI4

response over time, time to first severe flare, more ex-
treme SELENA-SLEDAI response (SRI4 responder and
[SELENA-SLEDAI total score ≤ 4 or clinical SELENA-
SLEDAI total score ≤ 2]) and SRI8 response (modifying
the SRI4 response to require an ≥ 8-point reduction
from baseline in SELENA-SLEDAI score) in relation
to baseline BLyS mRNA and IFN-1 mRNA status
subgroups.
Gene expression data were used to investigate the dis-

tribution of baseline BLyS mRNA levels, IFN-1 mRNA
status and BLyS protein levels. Additionally, the correl-
ation between BLyS protein and mRNA levels at baseline
was assessed.
Safety outcomes were not assessed in this post hoc

analysis.

Analyses and statistics
Data are presented for BLyS mRNA tertiles (high,
medium, low) and for a revised binary stratification
(high, low). The BLyS mRNA tertiles were protocol-
defined and created using the 33.33rd and 66.67th per-
centiles of the quantitative polymerase chain reaction
BLyS mRNA delta CT distribution data (Additional file 1:
Supplementary Figure S1A), based on a previous publi-
cation that demonstrated a prognostic effect of BLyS
mRNA levels in patients with SLE [19]. However, as
BLyS mRNA tertile stratification findings did not align
with previous results, a revised binary stratification of
high and low was also implemented based on the distri-
bution of BLyS mRNA delta CT levels for 24 healthy vol-
unteers (Additional file 1: Supplementary Figure S1B).
Data from one outlier were excluded as the value for that
particular subject did not align with the data from the
other 24 volunteers. High and low IFN-1 status subgroups
were determined according to IFN-1 mRNA expression
(defined as the median mRNA level of IFI27, IFI44, IFI44L
and RSAD2) in each sample, with a high/low stratification
implemented using the trough in the bimodal distribution
of IFN-1 as the cut-off (Additional file 1: Supplementary
Figure S1C). BLyS protein level subgroups (high, low)
(Additional file 1: Supplementary Figure S1D) were de-
fined based on a previous publication that demonstrated a
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correlation between BLyS protein levels and response to
belimumab in patients with SLE [17].
All post hoc analyses were conducted in the gene

expression population. A logistic regression model was
used to estimate the odds of an SRI4 response for beli-
mumab versus placebo for the BLyS mRNA/protein and
IFN-1 mRNA subgroups and overall, with variables of
the treatment group, study, baseline SELENA-SLEDAI
score (≤ 9 versus ≥ 10), baseline proteinuria levels (< 2 g/
24 h versus ≥ 2 g/24 h equivalent) and race (African des-
cent or Native American descent versus other), and the
BLyS subgroup or IFN-1 mRNA status (overall analysis
only). The correlation between BLyS mRNA levels and
IFN-1 mRNA status at baseline was assessed using Spear-
man’s rank correlation coefficient. This was assessed fur-
ther using a chi-square test to compare the subgroups.
The correlation between BLyS protein levels and BLyS
mRNA levels at baseline was also assessed using Spear-
man’s rank correlation coefficient. Time to first severe
SELENA-SLEDAI Flare Index (SFI) flare over 52 weeks
was compared between belimumab and placebo using a
Cox proportional hazards model, with variables of the
treatment group, study, baseline SELENA-SLEDAI score
(≤ 9 versus ≥ 10), baseline proteinuria levels (< 2 g/24 h
versus ≥ 2 g/24 h equivalent) and race (African descent or
Native American descent versus other), and the BLyS sub-
group or IFN-1 status (overall analysis only). This was car-
ried out for BLyS mRNA tertiles (high, medium, low),
BLyS mRNA revised subgroups (high, low), IFN-1 mRNA
subgroups (high, low) and BLyS protein subgroups (high,
low).
All statistical tests were 2-sided and performed at an

overall significance level of 0.05.

Results
Baseline demographics and characteristics
A total of 554 patients were included in the gene expres-
sion population; of these, 281 had received belimumab
and 273 had received placebo. Baseline demographics
were generally similar across the BLyS and IFN-1 sub-
groups (Table 1); however, as expected, lower disease
activity was seen in the BLyS mRNA/protein low and
IFN-1 mRNA low subgroups compared with the other
subgroups.

BLyS and IFN-1 correlations
Overall baseline BLyS mRNA levels and IFN-1 mRNA
status were highly correlated (Spearman’s rank correl-
ation coefficient 0.7799; 95% CI 0.7451, 0.8106; p <
0.0001 (Fig. 1, Additional file 3: Table S1)), confirmed
with chi-square tests of BLyS mRNA tertiles (high/
medium/low) and IFN-1 mRNA subgroups (high/low,
p < 0.0001 (Additional file 4: Table S2)) and BLyS
mRNA (high/low) and IFN-1 mRNA subgroups (high/

low, p < 0.0001 (Additional file 5: Table S3)). BLyS pro-
tein and BLyS mRNA levels had a moderate correlation
that was statistically significant due to the high sample
size (Spearman’s rank correlation coefficient 0.2891; 95%
CI 0.2108, 0.3636; p < 0.0001 (Additional file 2: Supple-
mentary Figure S2, Additional file 6: Table S4)).

SRI4 response to belimumab at week 52 of treatment
The percentage of SRI4 responders at week 52 was
greater for the belimumab group compared with the pla-
cebo group for the low, medium and high BLyS mRNA
subgroups (Fig. 2a). The odds ratio (OR) was not statisti-
cally significant for the low BLyS mRNA subgroup (OR
1.10; 95% CI 0.58, 2.07; p = 0.7785) or the high BLyS
mRNA subgroup (OR 1.62; 95% CI 0.87, 3.01; p =
0.1255); however, it was statistically significant for the
medium BLyS mRNA subgroup (OR 2.17; 95% CI 1.16,
4.04; p = 0.0153; Fig. 2a). When assessing based on bin-
ary stratification of BLyS mRNA levels (high/low), the
proportion of SRI4 responders at week 52 was higher
with belimumab versus placebo in both subgroups, but
the difference reached significance in the high subgroup
only (OR 1.58; 95% CI 1.02, 2.44; p = 0.0402 (Fig. 2b)).
There were also more SRI4 responders at week 52 for
belimumab versus placebo in both high and low IFN-1
mRNA subgroups, but the difference reached statistical
significance in the high IFN-1 subgroup only (OR 1.58;
95% CI 1.08, 2.31; p = 0.0186; Fig. 2c). Likewise, the pro-
portion of SRI4 responders at week 52 was higher with
belimumab versus placebo in both BLyS protein level
subgroups, but the difference reached significance in the
high subgroup only (OR 3.57; 95% CI 1.63, 7.83; p =
0.0015 (Fig. 2d)).
There were more SRI4 responders in belimumab-

treated versus placebo-treated patients at almost all
timepoints in both the high and low revised BLyS
mRNA subgroups (Fig. 3a, b). The proportion of SRI4
responders was higher with belimumab versus placebo
at all timepoints in the IFN-1 high mRNA subgroup
(Fig. 3c), but proportions were generally similar between
belimumab and placebo in the IFN-1 low mRNA sub-
group (Fig. 3d). In both the high and low BLyS protein
level subgroups, the proportion of SRI4 responders was
higher with belimumab than with placebo; however, this
difference was greatest in the high BLyS protein sub-
group (Fig. 3e, f). The overall response is also included
for comparison (Fig. 3g).

Time to first severe SFI flare over 52 weeks
In the revised BLyS mRNA high subgroup, patients re-
ceiving belimumab had significantly lower risk of severe
SFI flare than those receiving placebo (hazard ratio [HR]
0.59; 95% CI 0.36, 0.97; p = 0.0371; Additional file 7:
Table S5). Although the risk of severe SFI flare was
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higher with belimumab versus placebo in the BLyS
mRNA low subgroup, the difference did not reach statis-
tical significance (HR 1.24; 95% CI 0.61, 2.51; p = 0.5576;
Fig. 4a–c; Additional file 7: Table S5). The risk of severe
SFI flare was lower in patients treated with belimumab
versus those treated with placebo in both the IFN-1 low
mRNA (HR 0.70; 95% CI 0.16, 3.07) and high (HR 0.75;
95% CI 0.50, 1.13) subgroups, but the difference did not
reach statistical significance in either group (p = 0.6382
and p = 0.1716, respectively; Fig. 4d–f; Additional file 7:
Table S5). The risk of severe SFI flare was significantly
lower in belimumab- versus placebo-treated patients in
the BLyS protein high subgroup (HR 0.39; 95% CI 0.19,
0.79; p = 0.0090), but not in the BLyS protein low sub-
group (HR 1.06; 95% CI 0.65, 1.73; p = 0.8146; Fig. 4g–i;
Additional file 7: Table S5).

Alternative SRI4 response category responders at week 52
The proportion of patients achieving an alternative SRI4
response (SRI4 responder and [SELENA-SLEDAI total
score ≤ 4 or clinical SELENA-SLEDAI total score ≤ 2])
was consistently higher with belimumab versus placebo
in BLyS mRNA high and low subgroups, IFN-1 mRNA
high and low subgroups and BLyS protein high and low
subgroups. However, the difference reached statistical
significance only in the BLyS mRNA high (OR [95% CI]
1.64 [1.04, 2.57]; p = 0.0322), IFN-1 mRNA high (OR
[95% CI] 1.57 [1.06, 2.33]; p = 0.0236) and BLyS protein

high (OR [95% CI] 3.89 [1.63, 9.30]; p = 0.0023) sub-
groups only (Additional file 8: Table S6).

SRI8 responders at week 52
The proportions of patients achieving an SRI8 response
were higher with belimumab versus placebo in both
BLyS mRNA subgroups, both IFN-1 mRNA subgroups
and both BLyS protein subgroups; but the difference
reached statistical significance only in the BLyS mRNA
low (OR [95% CI] 3.52 [1.25, 9.97]; p = 0.0176) and IFN-
1 mRNA high (OR [95% CI] 1.87 [1.01, 3.47]; p = 0.0459)
subgroups only (Additional file 9: Table S7).

Discussion
The presence of elevated levels of BLyS mRNA and pro-
tein in patients with SLE is well established [5, 7, 18, 22].
This post hoc meta-analysis of two previous phase 3 SLE
studies aimed to explore the relationship between BLyS
mRNA levels and/or IFN-1 mRNA status and clinical re-
sponses to IV belimumab (10 mg/kg) treatment in the
SLE population.
Our data suggested a tendency towards better re-

sponse to belimumab in patients who had higher base-
line BLyS mRNA/protein and/or IFN-1 mRNA levels.
However, there are a number of limitations associated
with this exploratory post hoc analysis, which should be
considered when interpreting the results. First, the sam-
ple size was based simply on the number of patients

Fig. 1 Correlation between baseline BLyS mRNA levels and baseline IFN-1 levels. One patient did not receive a dose of study medication but is
included here as his/her baseline gene expression sample was analysed. BLyS B lymphocyte stimulator, CI confidence interval, CT cycle threshold,
IFN interferon, IFN-1 type 1 IFN-inducible gene signature, mRNA messenger ribonucleic acid
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who had an mRNA sample that had passed quality con-
trol; therefore, the BLyS mRNA subgroups were not
powered to detect a clinically significant difference in
SRI4 response rates. In addition, differences in SLE pop-
ulations and subsequent levels of BLyS transcriptional
activity in different populations are likely to result in
variation in tertile cut-offs between studies. We looked
to address this limitation by anchoring our subgroup
boundaries to a defined population of healthy controls,

which may be a useful reference in future studies of this
nature. Finally, prospective studies will be needed to
confirm the relationship between BLyS/IFN-1 and treat-
ment response shown in this exploratory post hoc
analysis.
Our original approach was to stratify patients into ter-

tiles in line with the publication by Zollars et al., which
demonstrated that higher levels of BLyS gene expression
were associated with higher levels of clinical and

Fig. 2 SRI4 response at week 52 of treatment. In patients with SELENA-SLEDAI ≥ 4 at baseline; †covariates include the treatment group, study,
baseline SELENA-SLEDAI score (≤ 9 versus ≥ 10), baseline proteinuria level (< 2 g/24 h versus ≥ 2 g/24 h equivalent) and race (African descent or
Native American descent versus other). For the overall analysis, the BLyS mRNA/IFN-1/BLyS protein subgroup was included as an additional
covariate. BLyS B lymphocyte stimulator, CI confidence interval, IFN interferon, IFN-1 type 1 IFN-inducible gene signature, mRNA messenger
ribonucleic acid, SELENA-SLEDAI Safety of Estrogens in Lupus Erythematosus National Assessment-Systemic Lupus Erythematosus Disease Activity
Index, SRI Systemic Lupus Erythematosus Responder Index
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serological SLE activity when patients were divided into
low, medium and high BLyS mRNA groups [19]. Upon
analysing the data from the current study, it became
apparent that the results from this stratification did not
align with the findings from the Zollars study, with the
best week 52 SRI4 response to belimumab seen in the
medium BLyS mRNA level subgroup and non-
significant improvements with belimumab versus pla-
cebo in the high and low BLyS mRNA level subgroups.
Given the previous evidence of a correlation between
BLyS mRNA/protein levels and disease activity [17–19],
we decided to analyse our data according to additional
revised strata consisting of two subgroups of high and
low BLyS mRNA expression. For this, BLyS mRNA
levels from a population of healthy volunteers were uti-
lised to determine a typical distribution of BLyS mRNA
levels such that a level above normal may be defined.

Notably, this method may be useful for future cohorts to
ensure that any definition of high/low BLyS mRNA is
set relative to a normal BLyS level.
With the subgroups defined by the revised BLyS

mRNA cut-off levels, the proportion of SRI4 responders
at week 52 was significantly greater with belimumab ver-
sus placebo in patients in the high BLyS mRNA sub-
group. Furthermore, significantly greater proportions of
SRI4 responders with belimumab versus placebo were
seen in the high IFN-1 and high BLyS protein sub-
groups, with between-treatment differences of 12.3% and
27.3%, respectively, compared with respective differences
of 3.8% and 5.6% in the low IFN-1 and low BLyS protein
subgroups. The relationship between BLyS protein levels
and response to belimumab was demonstrated in a pre-
vious post hoc analysis of the BLISS studies [17], and
these data are in keeping with a prospective study that

Fig. 3 SRI4 response (in patients with SELENA-SLEDAI ≥ 4 at baseline) by visit. BLyS B lymphocyte stimulator, IFN interferon, IFN-1 type 1 IFN-
inducible gene signature, mRNA messenger ribonucleic acid, SELENA-SLEDAI Safety of Estrogens in Lupus Erythematosus National Assessment-
Systemic Lupus Erythematosus Disease Activity Index, SLE systemic lupus erythematosus, SRI Systemic Lupus Erythematosus Responder Index
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demonstrated greater disease activity with higher levels
of BLyS protein in patients with SLE [6].
Secondary endpoint outcomes built upon the SRI4 re-

sponder findings, with patients in the high BLyS mRNA
and high BLyS protein subgroups also demonstrating
significantly lower risk of severe SFI flare with beli-
mumab versus placebo. Furthermore, the alternative
SRI4 response (SRI4 responder and [SELENA-SLEDAI
total score ≤ 4 or clinical SELENA-SLEDAI total score ≤
2]) was consistently achieved by higher proportions of
belimumab-treated than placebo-treated patients, but

differences only reached significance in the high BLyS
mRNA, high IFN-1 mRNA and high BLyS protein sub-
groups. The proportion of SRI8 responders with beli-
mumab versus placebo was also significantly higher in
the high IFN-1 mRNA subgroup. In contrast to other
endpoints, the proportion of SRI8 responders was higher
in the BLyS mRNA low subgroup. Although the reasons
for a higher response in the BLyS mRNA low subgroup
are not clear, it should be noted that there were very few
SRI8 responders; therefore, the analysis is of limited util-
ity. Nonetheless, taken together, our data indicate that

Fig. 4 Time to first severe SFI flare over 52 weeks. BLyS B lymphocyte stimulator, IFN interferon, IFN-1 type 1 IFN-inducible gene signature, mRNA
messenger ribonucleic acid, SELENA-SLEDAI Safety of Estrogens in Lupus Erythematosus National Assessment-Systemic Lupus Erythematosus
Disease Activity Index, SFI SELENA-SLEDAI Flare Index
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the greatest response to belimumab is seen in patients
with the high or medium BLyS mRNA expression, high
IFN-1 mRNA expression and high BLyS protein levels at
baseline. In contrast, proportions of patients treated with
placebo plus standard of care treatments achieving an
SRI4 response were similar in the low versus high BLyS
mRNA (41.9% versus 38.2%) and IFN-1 mRNA level
subgroups (41.9% versus 39.0%), and higher in the low
versus high BLyS protein level subgroups (45.1% versus
21.9%). However, it is still important to note that pa-
tients from the low BLyS mRNA/protein and low IFN-1
mRNA level subgroups treated with belimumab still
responded proportionally better than those treated with
placebo, with between-treatment differences of 10.4%,
5.6% and 3.8%, respectively.
One key element of our study was exploration of the

relationship between BLyS, IFN-1 and responses to beli-
mumab in the SLE population. As may be expected,
given the association between BLyS and IFN-1 [20, 21],
baseline levels of BLyS mRNA and IFN-1 mRNA expres-
sion levels correlated well with each another. Addition-
ally, BLyS mRNA and protein levels were moderately
correlated. Of interest, although significantly greater re-
sponses to belimumab were shown with high BLyS
mRNA, high IFN-1 mRNA and high BLyS protein, the
response to belimumab versus placebo appeared to be
greater in the high BLyS protein subgroup than in the
high BLyS mRNA subgroup. This effect was seen in the
SRI4 responder endpoint, time to first severe flare and
the alternative SRI4 response category. These data may
suggest that BLyS protein is a better predictor of clinical
response than BLyS mRNA, consistent with the mode of
action of belimumab, which directly targets the BLyS
protein and inhibits its biological activity. Future studies
to ascertain whether BLyS protein and IFN-1 mRNA
levels are correlated would be of interest.

Conclusions
The results from this post hoc meta-analysis suggest a
tendency towards a better response to IV belimumab
(10 mg/kg) as add-on therapy versus SoC alone in pa-
tients with high baseline BLyS protein and IFN-1 mRNA
levels and medium/high BLyS mRNA levels. Additional
studies into how these biomarkers correlate with each
other and relate to treatment responses will be useful to
inform future treatment decisions.
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