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KEY PO INT S

l Terminal galactose
exposure on VWF is
significantly increased
in a subgroup of
patients with low VWF
compared with
controls.

l Enhanced clearance
of aberrantly
glycosylated VWF
contributes to the
etiology underlying
low VWF.

Glycan determinants on von Willebrand factor (VWF) play critical roles in regulating its
susceptibility to proteolysis and clearance. Abnormal glycosylation has been shown to
cause von Willebrand disease (VWD) in a number of different mouse models. However,
because of the significant technical challenges associatedwith accurate assessment of VWF
glycan composition, the importance of carbohydrates in humanVWDpathogenesis remains
largely unexplored. To address this, we developed a novel lectin-binding panel to enable
human VWF glycan characterization. This methodology was then used to study glycan
expression in a cohort of 110 patients with low VWF compared with O blood group-
matched healthy controls. Interestingly, significant interindividual heterogeneity in VWF
glycan expression was seen in the healthy control population. This variation included
terminal sialylation and ABO(H) blood group expression on VWF. Importantly, we also
observed evidence of aberrant glycosylation in a subgroup of patients with low VWF. In
particular, terminal a(2-6)-linked sialylation was reduced in patients with low VWF, with
a secondary increase in galactose (Gal) exposure. Furthermore, an inverse correlation

between Gal exposure and estimated VWF half-life was observed in those patients with enhanced VWF clearance.
Together, these findings support the hypothesis that loss of terminal sialylation contributes to the pathophysiology
underpinning low VWF in at least a subgroup of patients by promoting enhanced clearance. In addition, alterations in
VWF carbohydrate expression are likely to contribute to quantitative and qualitative variations in VWF levels in the
normal population. This trial was registered at www.clinicaltrials.gov as #NCT03167320. (Blood. 2019;133(14):1585-1596)

Introduction
von Willebrand disease (VWD) represents the most common
inherited bleeding disorder and is caused by either a quantita-
tive or qualitative deficiency in von Willebrand factor (VWF).1,2

International consensus guidelines recommend that patients
with partial quantitative deficiencies of VWF should be con-
sidered in 2 distinct subsets.3,4 First, patients with significant
reductions in plasma VWF levels (,30 IU/dL) and a bleeding
phenotype should be classified as type 1 VWD. The majority of
these patients have dominant-negative VWF gene missense
mutations. Second, patients with intermediate plasma VWF:Ag
levels (30-50 IU/dL) should be considered a separate entity and
diagnosed as having low VWF levels.5 Importantly, VWF muta-
tions are significantly less common in this cohort of patients, with
milder reductions in plasma VWF levels.3,4 Furthermore, linkage
studies have demonstrated that in many families with low VWF,
inheritance is independent of the VWF locus on chromosome
12.6-8 Together, these data support the hypothesis that as yet

unidentified modifier loci contribute to the pathobiology un-
derlying low VWF levels.

Before its secretion from endothelial cells, VWF undergoes complex
posttranslational modifications including significant glycosylation.9 As
a consequence, each VWFmonomer contains 12N- and 10O-linked
glycan structures that together account for 20%of thefinalmonomeric
mass. The N- and O-glycans of human VWF demonstrate significant
heterogeneity.10-12 However, sialylated bi-antennary complex-type
chains account for approximately 80% of the N-glycan structures
expressed on VWF.11 In contrast, disialyl core 1 (T-antigen) structures
account for approximately 70% of the total O-linked glycome on
VWF.12 Importantly, covalently linked ABO(H) blood group carbohy-
drate determinants have also been described as terminal sugar resi-
dues on a proportion of both theN- andO-linked glycans of VWF.11,12

Recent studies have demonstrated that glycan determinants
play critical roles in regulating multiple aspects of VWF biology,
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including its biosynthesis, proteolysis, and clearance.12-22 For
example, site-directed mutagenesis studies have highlighted
that theN-linked glycan chains at N99, N857, N2400, and N2790
influence VWF synthesis and secretion within endothelial cells.19

Furthermore, glycosylation, notably at N1515 and N1574, has
also been shown to significantly influence VWF clearance.18,20,21

Although ABO(H) blood group determinants are only expressed
on 13% of the N-glycans and 1% of the O-glycans, nevertheless,
ABO has a significant effect on VWF clearance, such that plasma
VWF levels are 20% to 30% lower in blood group O compared
with non-O individuals.11,12,23-25 Terminal sialylation has also been
shown toplay amajor role in regulating VWF clearance. Enzymatic
removal of sialic acid residues fromVWF ex vivomarkedly reduces
plasma half-life.16,18 Moreover, genetic inactivation of a specific
sialyltransferase (ST3Gal-IV) in mice causes reduced plasma VWF
levels as a result of significantly enhanced clearance.26

The biological importance of glycan determinants in regulating
VWF clearance is perhaps best exemplified by the RIIIS/J
mouse.13,27,28 This murine strain has plasma VWF levels that are
markedly reduced compared with other strains.27 These reduced
VWF levels were shown to result from enhanced clearance sec-
ondary to aberrant VWF glycosylation. Thus, the RIIIS/J mouse
provides naturally occurring proof of principle that abnormalities
of VWF glycosylation independent of the VWF gene can cause
quantitativeVWDthroughenhancedVWFclearance.13,27,28Alteration
in VWF glycosylation, and/or variation in plasma VWF clearance,
both therefore constitute biologically plausible candidate
mechanisms through which VWF-independent modifiers could
contribute to low VWF levels. In this context, it is perhaps sur-
prising that the importance of carbohydrates in the pathogenesis
of human VWD remains poorly explored, largely because of
the significant technical challenges associated with accurate de-
termination of VWF glycan composition. Two previous studies
reported increased binding of the lectin Ricinus communis ag-
glutinin I (RCA-I) to VWF (suggestive of increased galactose, Gal,
or N-acetylgalactosamine, GalNAc expression) in patients with
VWD compared with controls.26,29 In addition, van Schooten et al
reported significantly enhanced binding of the peanut agglutinin
(suggesting increasedO-linked T antigen expression) in a cohort
of patients with type 1 VWD compared with healthy controls.30

Although these preliminary data are revealing, it is important
to appreciate that the numbers of patients with VWD involved in
these initial studies were relatively small (n 5 19, 26, and 32,
respectively), and that a variety of different VWD subtypes
were studied. Nevertheless, these data support the hypothesis
that changes in VWF carbohydrate structures may play a role in
the pathogenesis underlying quantitative VWD, particularly in
patients with low VWF, in the majority of whom the disease is
not linked to the VWF gene locus. To specifically address this
question, we have developed a novel lectin-panel methodology
to systematically study VWF glycosylation profile in patients re-
cently described in the Low VWF Ireland Cohort (LoVIC) study.31

Methods
Low-VWF patients and controls
As previously described, 126 adult (.18 years old) patients with low
VWF levels were enrolled into the LoVIC.31 All patients had sig-
nificant personal bleeding histories and lowest plasma VWF levels
of at least 30 IU/dL, but less than 50 IU/dL, measured on 2 separate

occasions at least 3 months apart. From this cohort, 110 patients
with low VWF were selected for VWF glycan analysis. Blood
samples were also collected from 68 healthy volunteer Irish adults.
All patients and control subjects were blood group O and had an
age median of 38 years for both groups. The study was approved
by the Local Research Ethics Committee of St James’ Hospital, and
written informed consent was obtained from all participants.

Plasma VWF:Ag and VWFpp levels
Plasma VWF:Ag levels were measured using a latex particle en-
hanced immunoturbidimetric assay on an automated coagulo-
meter (ACL Top 700; Instrumentation Laboratories, Milan, Italy) at
the same coagulation laboratory. Plasma VWF propeptide (VWF:pp)
levels were determined by enzyme-linked immunosorbent assay
(ELISA), using monoclonal antibodies CLB-Pro 35 and CLB-Pro
14.3-HRP (Sanquin, Amsterdam, The Netherlands), as previously
described.32,33 For each low-VWF patient and control subject en-
rolled in the study, VWF:Ag half-life was calculated using their in-
dividual plasmaVWF:AgandVWFpp levels, aspreviously reported.32

Isolation of plasma-derived VWF
Plasma-derived VWF (pdVWF) was purified from the VWF-
containing concentrate Haemate P (CSL Behring, Prussia, PA),
as previously described.18,22 Briefly, Haemate P suspension was
applied to a Sepharose CL-2B XK 16/70 gel filtration column (GE
Healthcare, Amersham, Little Chalfont, United Kingdom). Elute
fractions were then assessed for VWF:Ag, multimer distribution,
and purity. After purification, pdVWF was treated with specific
exoglycosidases, including a2-3 neuraminidase, a2-3,6,8,9
neuraminidase, b1-4 galactosidase, and N-glycosidase F
(PNGase F), to generate a series of different VWF glycoforms
with modified glycosylation profiles, as previously reported.22

Lectin plate-binding assessment of VWF glycans
VWFglycosylationprofileswere assessedusing a series of lectin plate-
binding ELISAs. In brief, VWF:Ag concentration in purified VWF
preparations and plasma samples were first determined by ELISA
or immunoturbidimetric assay, respectively. Subsequently, all plasma
samples were diluted in PBS-Tween 0.1% to achieve a final VWF
concentrationof1mg/mL.BeforeVWF incubation, thepolyclonal anti-
VWF capture antibody was digested with PNGase F (New England
Biolabs, Hitchin, United Kingdom) overnight at 37°C. After blocking,
VWF test samples were incubated for 2 hours at 37°C. Subsequently,
biotinylated lectins, Sambucus nigra agglutinin (SNA; 0.1 mg/mL),
Maackia amurensis lectin II (MAL-II; 2.5 mg/mL), wheat germ ag-
glutinin (WGA; 2.5 mg/mL), Erythrina cristagalli agglutinin (ECA;
0.7mg/mL), Ricinus communis agglutinin I (RCA-I; 0.5mg/mL), and
Ulex europaeus agglutinin I (UEA-I; 2 mg/mL; Vector Laboratories,
Peterborough,United Kingdom), were incubated for 1 hour. Lectin
bindingwas detectedwith high-sensitivity streptavidin-HRP (Pierce,
Thermo Fisher Scientific, Hemel Hempstead, United Kingdom).
Absorbance was read at 450 nm, and lectin binding was expressed
as a percentage of pooled normal plasma. The intra-assay and
inter-assay coefficients of variation were all less than 10% and less
than 15%, respectively.

Neuraminidase activity in low-VWF plasma samples
Plasma neuraminidase activity was measured in selected low-
VWFpatients using a commercial Neuraminidase Assay Kit (Abcam,
Cambridge, United Kingdom), according to the manufacturers’
instructions. As recommended, serial dilutions for neuraminidase
standard and test samples was assessed.
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Glycosylation gene sequencing
ST6GAL1 and ST6GAL2, ST3GAL1-6, FUT1 and FUT2, and
NEU1-4 were sequenced using a custom genetic array, as
previously described.31 In brief, pooled libraries were sequenced
on MiSeq sequencer (Illumina) by the Genomics and Microarray
Core of University of Colorado Denver, using the 300-bp paired-
end sequencing. The average reads per bases quality for all
samples is at least 79%. For bioinformatics analysis, reads that
passed the quality filter step were mapped to the reference
human genome sequence (hg19) with GSNAP (Genomic Short-
read Nucleotide Alignment Program). The snpEff (variant anno-
tation), dbNSFP (database for nonsynonymous SNPs’ functional
predictions), ExAC, and 1000 genomes were used as before.31

Data presentation and statistical analysis
Statistical analyses were performed using GraphPad Prism
software version 5.0 for Windows (GraphPad Software Inc., San
Diego, CA). Normally distributed data were expressed as mean
values 6 standard error of the mean. To assess statistical dif-
ferences, data were analyzed using the Mann-Whitney U test
and the Spearman correlation coefficient where appropriate. For
all statistical tests, P , .05 was considered significant.

Results
Application of novel multilectin binding panel to
assess plasma VWF glycan expression
In previous studies that investigated VWF glycans in patients
with VWD, only 3 different lectins were reported (RCA-I, ECA,
and peanut agglutinin).26,29,30 We investigated lectin binding
to VWF, using plate-binding ELISAs for a range of other lectins,
but observed significant high background signals with SNA
and RCA-I (supplemental Figure 1A-B, available on the Blood
Web site). Because rabbit polyclonal anti-VWF antibody contains
N-linked glycans, we assumed that these carbohydrate struc-
tures might be responsible for the background. To address
this limitation, the anti-VWF capture antibody was treated with
peptideN-glycosidase F (PNGase F). In plate-binding assays, we
confirmed that PNGase F treatment had no significant effect on
the binding of polyclonal anti-VWF to human VWF (supplemental
Figure 1C). Importantly, however, PNGase F pretreatment of the
capture antibody significantly reduced background signal in VWF
plate-binding assays for SNA and RCA-I and surface plasmon
resonance studies (supplemental Figure 1A-B,D).

Using this PNGase pretreatment approach, a panel of modified
lectin ELISAs was developed to study VWF binding to SNA, RCA-
I, ECA, MAL-II, WGA, and UEA-I, respectively. To validate these
individual lectin ELISAs, we first tested a range of human plasma-
derived VWF (pdVWF) glycoforms generated using a series of
specific exoglycosidases (including a2-3,6,8,9 neuraminidase,
a2-3 neuraminidase, b1-4 galactosidase, and PNGase F). SNA
has specific affinity for terminal a(2-6)-linked sialic acid predomi-
nantly expressed on the N-glycans of pdVWF. Next, SNA binding
was ablated after digestion with a2-3,6,8,9 neuraminidase and
markedly reduced after PNGase F treatment (Figure 1A). In con-
trast, MAL-II has affinity for terminal a(2-3)-linked sialic acid linked
to b1-3 galactose expressed on the O-glycans of pdVWF. Thus,
MAL-II binding was undetectable after treatment with either
a2-3 neuraminidase or a2-3,6,8,9 neuraminidase, but was unaf-
fected by PNGase F digestion (Figure 1B). The lectin WGA

recognizes sialic acid with a preference for a(2-3)-linked rather than
a(2-6)-linked sialic acid residues, but also binds with higher affinity
to exposed N-acetylglucosamine (GlcNAc) residues.34-37 As a
consequence, its binding to VWFwas significantly enhanced after
digestion with neuraminidases and galactosidase (Figure 1C).

RCA-I binds to exposed terminal b-linked Gal residues. Thus,
RCA-I binding was significantly enhanced after treatment with
either a2-3 neuraminidase or a2-3,6,8,9 neuraminidase, and
attenuated after pdVWF digestion with b1-4 galactosidase or
PNGase F (Figure 1D). Importantly, using both modified ELISA
assays and surface plasmon resonance (supplemental Figure 1E),
we observed a clear inverse correlation between expression of
terminal sialylation and the exposure of subterminal Gal resi-
dues, respectively. The lectin ECA also binds to Gal residues,
particularly those present in polylactosamine repeat structures.
Consequently, ECA binding was significantly increased after
removal of terminal sialylation with either a2-3 neuraminidase or
a2-3,6,8,9 neuraminidase (Figure 1E). The lectin UEA-I recog-
nizes the ABO blood group, H-antigen, on VWF. In keeping
with previous studies demonstrating that ABH carbohydrates
are predominantly expressed on the N-glycans of VWF,11 UEA-I
binding was significantly reduced after PNGase F digestion
(Figure 1F). Taken together, the data from this series of ex vivo
glycosidase digestions are in keeping with previous mass spec-
trometry studies performed on commercial VWF-containing
concentrates and validate the utility of our modified lectin ELISA
panel as a tool for screening glycan profile on pdVWF.

VWF glycan heterogeneity in normal population
The modified lectin ELISAs were first used to investigate vari-
ation in pdVWF glycan expression in a series of 68 healthy
volunteers. For each of the lectins studied, VWF binding varied
over a wide range, confirming that VWF glycosylation is het-
erogeneous in nature (Figure 2). Interestingly, despite the evi-
dence that terminal sialylation plays a critical role in regulating
VWF clearance, significant interindividual variation in VWF
binding was observed for all 3 lectins (SNA, MAL-II, and WGA),
recognizing terminal sialic acid expression. These findings
suggest that quantitative N- and O-linked sialylation on VWF
varies between normal individuals. In keeping with these data,
exposure of subterminal b-Gal residues (RCA-I and ECA binding)
also varied significantly between different individuals. Finally,
despite the fact that all the control subjects were blood groupO,
there was also significant variation in H antigen expression
(UEA-I binding). Interestingly, VWF multimer distribution had no
significant effect on lectin binding, with similar binding observed
for purified high- and low-molecular-weight multimer fractions,
respectively (supplemental Figure 1F). Collectively, these data
highlight that there is marked interindividual heterogeneity in
VWF glycan expression, even among healthy controls.

VWF glycans in patients with low VWF
Using our lectin panel, we next investigated VWF glycosylation
profiles in a large cohort (n 5 110) of patients with well-
characterized low VWF levels (30-50 IU/dL) enrolled in the re-
cently described LoVIC study.31 Importantly, all these patients
were blood group O. Unsurprisingly, given the heterogeneity
seen in the control population, significant interindividual variation
in lectin-VWF binding was also observed among low-VWF patients
(Figures 3 and 4). Interestingly, however, we observed that SNA
binding was significantly reduced in the low-VWF cohort compared
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Figure 1. Generation of lectin plate-binding assays to assess plasma VWF glycan expression. (A-F) Lectin plate-binding assays were validated by assessing binding to
a series of different VWF glycoforms generated by ex vivo treatment of purified pdVWF with specific exoglycosidases (summarized in schematic). After glycosidase digestions,
residual glycan expression on VWFglycoformswere analyzed using SNA (A), MAL-II (B),WGA (C), RCA-I (D), ECA (E), and UEA-I (F). pdVWFwas digested with a2-3 neuraminidase
(purple bars), a2-3,6,8,9-neuraminidase (blue bars), a2-3,6,8,9-neuraminidase followed by b1-4 galactosidase (red bars), or PNGase F (green bars), respectively. All ELISAs
were performed in triplicate, and results were expressed as a percentage of binding to untreated pdVWF. Results presented represent the mean values6 standard error of the
mean. *P , .05; **P , .01; ***P , .001; Mann-Whitney U test. ns, not significant.
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with controls (P , .01; Figure 3A). SNA preferentially recognizes
a(2-6)-linked sialic acid residues,which are predominantly expressed
as terminal sugars on the N-linked glycans of VWF. In contrast,
MAL-II and WGA binding in the patient and control cohorts
were similar (Figure 3B-C), suggesting that low-VWF patients do not
have a quantitative difference in a(2-3)-linked sialylation.

In preliminary experiments, we showed that removal of terminal
sialylation from theN-glycan of human VWF resulted in enhanced
expression of subterminal Gal residues, and thus increased RCA-I
binding (Figure 1C,F; supplemental Figure 1C). In support of the
observation that terminal a(2-6)-linked sialylation is reduced in
a subset of patients with low VWF, we further observed that RCA-I
binding was significantly increased in these patients compared
with in healthy controls (P , .001; Figure 4A). No significant dif-
ference in ECA binding was seen between the low-VWF cohort
and the healthy control population (Figure 4B). Furthermore, in
spite of the major effect of ABO blood group in regulating VWF
clearance,38 similar levels of H antigen expression (UAE-I binding)
were seen in both groups (Figure 4C).

Of the 110 low-VWF patients investigated, previous studies had
identified potential pathological VWF sequence variations in
35 subjects.31 Consequently, we further investigated whether
lectin binding in the presence or absence of VWF gene mutations
in our low-VWF cohort. Interestingly, differences in RCA-I binding
were observed between VWFmutation-negative low-VWF patients
compared with VWF mutation-positive low-VWF and healthy
control subjects, respectively (supplemental Figure 2). Although
it did not quite achieve statistical significance, we observed

higher RCA-I binding in VWF mutation-negative patients vs
VWF mutation-positive low-VWF subjects (P 5 .056). In addition,
RCA-I binding was significantly higher in VWF mutation-negative
low-VWF subjects compared with controls (P , .005). In contrast,
no significant difference in RCA-I binding was observed for VWF
mutation-positive low-VWF patients compared with healthy
controls (P5 .52). For all the other lectins studied, no differences
in binding were observed for VWFmutation-negative compared
with VWF mutation-positive low-VWF patients (supplemental
Figure 3). Cumulatively, these findings demonstrate that VWF
glycan expression is different in patients with low VWF com-
pared with healthy control subjects. In particular, there is a sig-
nificant reduction in a(2-6)-linked sialic acid that results in
a secondary increase in subterminal Gal exposure.

Etiology underlying reduced a2-6 sialylation in
low VWF
We hypothesized that the reduction in a(2-6)-linked sialic acid in
patients with low VWF might be a result of enhanced plasma
neuraminidase activity. To address this question, plasma neur-
aminidase activity levels were determined in a subset of 14 LoVIC
patients with the highest levels of SNA binding to VWF compared
with the 13 LoVIC patients with the lowest levels of SNA binding
(Figure 5A). Similar levels of neuraminidase activity were observed
in both groups (Figure 5B). To investigate endothelial cell sialylation
and the glycan trimming in circulation in patients with low VWF,
plasma was collected from a subgroup (n 5 23) of LoVIC patients
immediately before and 1 hour after 1-deamino-8-D-arginine
vasopressin (DDAVP) administration. All patients demonstrated
significantly increasedplasmaVWF:Ag levels post-DDAVP (median,
61.2 vs 174.2 IU/dL; P , .001; Figure 5C). Interestingly, we found
that SNA binding to VWF secreted after DDAVP was significantly
elevated compared with circulating steady-state plasma VWF
(median, 87.3% vs 103.3%; P , .05; Figure 5D). This observation
suggests that high-molecular-weight VWF multimers stored within
Weibel Palade bodies are highly sialylated compared with VWF
in circulation, and is in keeping with recent evidence suggesting
that plasma protein glycans undergo progressive glycan trimming
after secretion into the plasma.39 In contrast to the increased SNA
binding observed after DDAVP administration, no significant
differences in UEA-I binding to blood group H expression on VWF
were seen (supplemental Figure 4). To further investigate the bi-
ology underlying the reduction in terminal a(2-6)-linked sialic acid
expression in patients with low VWF, next-generation sequence
analysis studies were performed for a series of genes including
sialyltransferases (ST3GAL and ST6GAL), fucosyltransferases (FUT),
and neuraminidases (NEU). No enrichment of variants in the coding
regions of ST6GAL1 and ST6GAL2 were identified in low-VWF
patients (supplemental Table 1). Both these genes encode for
a2-6 sialyltransferases. Although a single nucleotide variant in the
39untranslated regionofST6GAL2 (rs776819723)wasobservedwith
higher frequency in our cohort compared with existing databases
(supplemental Table 1), the potential consequences of this 39 un-
translated region alteration remain unknown.

Increased Gal exposure is associated with
enhanced clearance in low VWF
On the basis of previous murine data studies,13,26 we hypoth-
esized that reduced a2-6 sialylation may be contributing to the
pathophysiology underlying low VWF by promoting enhanced
VWF clearance. Elevated VWFpp/VWF:Ag ratios have been
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used to define patients with VWD with enhanced clearance. In
particular, previous studies demonstrated that an increased
VWFpp/VWF:Ag ratio higher than 3 could be used to identify

patients with type 1C VWD.40 Despite the reduction in terminal
sialylation, we observed increased VWFpp/VWF:Ag ratios higher
than 3 in only 6% of the total LoVIC cohort (Figure 6A). However,
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expressed on theO-glycans of VWF; andWGA (C) binds to sialic
acid with a preference for a(2-3)-linked rather than a(2-6)-linked
sialic acid residues,but also recognizesexposedN-acetylglucosamine
(GlcNAc) residues. All ELISAs were performed in duplicate and
results expressed as a percentage of binding to reference plasma
(100%), using the slope of different dilutions. SNA binding was
significantly reduced in patients with low VWF compared with
controls. **P , .01, Mann-Whitney U test.
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in our control population, we found that the upper limit for the
VWFpp/VWF:Ag ratio normal range was 1.48. Interestingly, we
observed that although only a minority of low-VWF patients had
a VWFpp/VWF:Ag ratio higher than 3, there was nonetheless

clear evidence of subtly enhanced VWF clearance in a significant
subset of LoVIC patients (Figure 6A;P, .01). Thus, 28 (25%) of the
low-VWF cohort had estimated VWF half-lives less than 6 hours
(Figure 6B). Furthermore, an inverse correlation between enhanced
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Figure 4. b-Gal expression is significantly increased in
patients with low VWF comparedwith controls. Additional
lectin plate-binding ELISAs were performed to further char-
acterize VWF glycan expression in patients with low VWF (,)
compared with O blood group-matched control subjects (s).
As indicated in the illustrations, RCA-I (A) binds to exposed
terminal b-linked Gal residues; ECA (B) also binds to Gal
residues, particularly those present in polylactosamine repeat
structures; UEA-I (C) recognizes the ABO blood group,
H-antigen, on VWF. All ELISAs were performed in duplicate
and results expressed as a percentage of binding to reference
plasma (100%) using the slope of different dilutions. RCA-I
binding was significantly increased in patients with low VWF
compared with controls. ***P , .001, Mann-Whitney U test.
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RCA-I binding (exposure Gal) and estimated VWF half-life was also
observed in this subset of low-VWF patients with shorter half-life
and higher VWFpp/VWF:Ag ratios (Figure 6C). Together, these
findings support that loss of terminal sialylation may contribute to
the pathophysiology underpinning low VWF in at least a subgroup
of patients by promoting enhanced clearance. Importantly, this
enhanced clearance is more subtle compared with that previously
reported in patients with archetypal type 1C VWD mutations.40,41

Discussion
Carbohydrate structures play critical roles in regulating many
aspects of VWF biology, including its biosynthesis, susceptibility
to proteolysis, and clearance.13,17,22,26,42 Given this functional
importance, it is perhaps unsurprising that abnormalities of VWF
glycosylation have been shown to cause significantly reduced
plasma VWF levels in a number of murine models.13,27 On the
basis of these cumulative data, glycan abnormalities may also
play a role in the pathogenesis of human VWD. To address this
hypothesis, we developed a novel panel of lectin-binding ELISAs
to facilitate high-throughput screening of glycan expression on
human plasma VWF. Using this lectin panel, we observed sig-
nificant interindividual heterogeneity in VWF glycan expression

among healthy controls. This variability was consistent across
each of the different lectins studied. Interestingly, although ter-
minal sialylation and ABO(H) determinants have previously been
shown to play key roles in regulating VWF proteolysis and
clearance, significant variation in SNA, MAL-II, RCA-I, and
UEA-I lectin binding were all observed among individual normal
individuals. Further larger studies and multivariate analysis will
be needed to define the molecular mechanisms responsible for
this marked interindividual heterogeneity in VWF glycosylation.
Nonetheless, our findings suggest that alterations in VWF car-
bohydrate expression are likely to contribute to quantitative and
qualitative variations in VWF levels in the normal population.
Given the effect of plasma VWF levels on both thrombotic and
bleeding risks, elucidation of the molecular mechanisms involved
in regulating interindividual variation in VWF glycan expression
has clear translational relevance.

Previous studies have consistently shown that VWF gene mu-
tations are less common in patients with low VWF (30-50 IU/dL)
compared with patients with type 1 VWD (,30 IU/dL).31,43 For
example, potential detrimental VWF sequence variants were
identified in less than 40% of the subjects enrolled in the LoVIC
study.31 These data clearly support that novel pathological
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Figure 5. Etiology underlying reduced a(2-6)-linked
sialylation in patients with low VWF. (A-B) To investigate
the pathophysiology involved in the reduction in a(2-6)-
linked sialylation on VWF in low-VWF patients. (A) Two
subsets of low-VWF patients were defined with highest
(blue) and lowest (red) levels of SNA binding (sialic acids) to
VWF (n 5 13-14 in each group). (B) Plasma neuraminidase
activity was not significantly different between the 2 sub-
groups (ns 5 not significant). (C-D) To study endothelial cell
sialylation of VWF in patients with low VWF, samples were
collected from a subgroup (n 5 23) of LoVIC patients
immediately before and 1 hour after DDAVP administration.
(C) All patients demonstrated significantly increased plasma
VWF:Ag levels post-DDAVP (median, 61.2 vs 174.2 IU/dL;
***P , .001). (D) SNA binding to VWF secreted after
DDAVP was significantly elevated compared with circu-
lating steady-state plasma VWF (median, 87.3% vs 103.3%;
**P , .01).
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mechanisms contribute to reduced plasma VWF levels in sub-
jects with low VWF. Using our lectin panel, we observed that
VWF glycans were abnormal in a significant subset of LoVIC
patients. In particular, we found significantly increased RCA-I
binding (Gal exposure) to VWF in a cohort of 110 patients with
low VWF compared with O-blood group-matched healthy
controls. To investigate the mechanism responsible for this in-
creased RCA-I binding in some patients with low VWF, we
studied quantitative sialylation on the N- and O-linked glycans
of VWF. MAL-II and WGA lectin binding were similar in low-VWF
patients compared with controls, suggesting that the increasedGal
exposure cannot be explained by a significant reduction in terminal
a(2-3)-linked sialylation on theO-glycans of VWF. Conversely,
however, a significant reduction in SNA binding was detected.
These data demonstrate that expression of terminal a(2-6)-linked
sialylation (predominantly expressed on the N-glycans of human
VWF) is reduced in a significant subgroup of patients with low
VWF, with an associated secondary increase in Gal exposure
(Figure 7). Of note, we observed no significant difference in ECA
binding between low-VWF patients and controls, suggesting that
increasedN-linked Gal expression is independent of any changes
in polylactosamine repeat structures. Interestingly, the increase
in RCA-I binding appeared more marked than the reduction
in SNA binding, which may reflect the fact that not all theN- and
O-glycan chains are capped by terminal sialic acid. Rather, some
VWF glycan antennae terminate with Gal or GalNAc residues.
In addition, SNA binds only to a(2-6)-linked sialic acid residues,

whereas some a(2-3)-, a(2-8)-, and a(2-9)-linked sialylation has
also been reported on plasma-derived VWF.

The etiology underlying the abnormal VWF glycosylation in
some patients with low VWF remains unclear. The reduction in
a(2-6)-linked sialylationmay reflect aberrant glycosylation during
VWF biosynthesis as a result of constitutive glycosylation pathway
abnormalities within endothelial cells. Because glycosylation occurs
co-translationally, it is also possible that mutations affecting VWF
intracellular trafficking and/or folding could also affect the carbo-
hydrate structures expressed on the final VWF monomer. Alter-
natively, the reduced VWF sialylation observed in patients with
low VWF may reflect enhanced loss of terminal sialylation in the
circulation after VWF secretion, but no changes in neuraminidase
activity in plasma between patients with low and high sialic acids
expression were found. Although previous studies reported
alterations in VWF glycan expression in patients with underlying
liver cirrhosis, mildly abnormal liver functions tests (alkaline
phosphatase, g glutamyl transferase, aspartate aminotrans-
ferase and alanine aminotransferase) were identified in only
4 of 100 low-VWF subjects tested (data not shown).

Interestingly, SNA binding was significantly increased in VWF
secreted post-DDAVP vs pre-DDAVP administration. This
finding is in keeping with recent studies demonstrating that
progressive trimming of glycans occurs with glycoprotein
aging in normal plasma by glycosidases as neuraminidases.39
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Figure 6. Increased Gal exposure is associated with en-
hanced clearance in a subset of patients with Low VWF.
(A) Steady-state plasma VWF:Ag and VWFpp levels were
determined by ELISA for control subjects and patients with
low VWF, respectively. All ELISAs were performed in triplicate.
Plasma VWFpp/VWF:Ag ratios were significantly elevated in
patients with low VWF (4) compared with healthy controls (s).
Mean values for each group are indicated by a black line;
**P , .01. (B) For each control (s) and patient with low VWF (4),
plasma VWF half-life was calculated using the VWFpp and VWF:
Ag levels, as has been described.49 The red dotted line des-
ignates a VWF:Ag half-life of 6 hours. (C) For the 28 low-VWF
patients with plasma VWF:Ag half-life of less than 6 hours, a
significant inverse correlation was observed between half-life
and RCA-I binding (Gal exposure) to VWF (Spearman ranking5

20.47; P , .05).
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Although we found no significant increase in plasma neuramini-
dase activity in patients with low VWF, this does not exclude the
possibility that secreted VWF in these patients could demonstrate
enhanced susceptibility to neuraminidase digestion.

Notwithstanding the mechanisms responsible for the reduction
in capping a(2-6)-linked sialylation in some patients with low
VWF, our results showed that this aberrant glycosylation is
likely to play an important role in the etiology of their reduced
plasma VWF levels. In particular, the secondary increase in Gal
residue exposure is associated with significantly enhanced
VWF clearance (Figure 7). This reduced half-life is likely to be
modulated through a number of different lectin-mediated
pathways, including the ASGPR on hepatocytes and the MGL
receptor on macrophages.44-46 In addition, reduction in terminal
sialylation may also enhance VWF clearance through macro-
phage scavenger receptor-mediated pathways (including low-
density lipoprotein receptor–related protein 1 and scavenger
receptor class A1).47,48 From a clinical perspective, it is inter-
esting that although enhanced clearance was observed in
patients with low VWF and abnormal glycans compared with
healthy controls, the clearance rates were significantly lower
than those previously reported in patients with type 1C VWD.40

As a consequence, the net increase in steady state plasma

VWFpp/VWF:Ag ratios in low-VWF patients was less marked.
Nevertheless, our data clearly demonstrate that subtle in-
creased VWF clearance contributes to the pathogenesis un-
derlying reduced VWF levels in a significant proportion of
patients with low VWF.

Acknowledgments
The authors thank Katrina Diener and Colin Larson from Genomic and
Microarray Core, University of Colorado, Denver.

This work was supported by an Irish Health Research Board Health Re-
search Award (HRA-POR-2014-529) (J.S.O.) and a Science Foundation
Ireland Principal Investigator Award (11/PI/1066) (J.S.O.).

Authorship
Contribution: S.A., M.L., N.D., S.P., G.D.T., and K.L.J. performed
experiments; S.A., M.L., A.C., J.D.P., and J.S.O. designed the research
and analyzed data; N.M.O., C.K., K.R., M.B., M.N., and A.P. recruited
patients and collected and organized DNA and plasma samples; and
S.A., M.L., A.C, T.M.B., R.J.S.P., P.J., J.D.P., J.M.O., and J.S.O. were
involved in writing and reviewing the paper.

Conflict-of-interest disclosure: M.L. has received research funding from
Baxalta and has served on advisory boards for Baxalta. J.S.O. has

Sialic acid (NeuAc)

Loss of sialic acids
Gal exposure

Enhanced VWF clearance

Gal interaction

Hepatocyte

Gal interactionASGPRMGL

Macrophage

Normal VWF

Low VWF

Figure 7. A novel pathophysiology underlying low VWF
levels: reduced N-linked sialylation leads to increased
galactose (Gal) exposure, which in turn triggers enhanced
VWF clearance. In normal human plasma, the N-linked gly-
cans of VWF exist predominantly as bi-antennary complex-
type chains that are capped by terminal sialic acid residues
(purple diamonds), which play an important role in protecting
against clearance. In a subgroup of patients with low VWF,
a quantitative reduction in N-linked sialylation results in
enhanced exposureof subterminal Gal residues (yellow circles).
These exposed Gal residues trigger enhanced VWF clear-
ance through a number of different pathways including the
asialoglycoprotein receptor (ASGPR; also known as Ashwell-
Morell receptor) on hepatocytes and macrophage galactose
lectin receptor (MGL) on macrophages.

1594 blood® 4 APRIL 2019 | VOLUME 133, NUMBER 14 AGUILA et al

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/133/14/1585/1552956/blood874636.pdf by guest on 18 M

ay 2024



served on the speaker’s bureau for Baxter, Bayer, Novo Nordisk,
Boehringer Ingelheim, Leo Pharma, and Octapharma. He has also
served on the advisory boards of Baxter, Bayer, Octapharma CSL
Behring, Daiichi Sankyo, Boehringer Ingelheim, and Pfizer. J.S.O. has
also received research grant funding awards from Baxter, Bayer, Pfizer,
and Novo Nordisk. P.J. receives research funding from CSL Behring,
Octapharma, and Shire and has served on advisory boards for CSL
Behring and Shire. The remaining authors declare no competing fi-
nancial interests.

ORCID profile: M.L., 0000-0003-2999-4216.

Correspondence: Sonia Aguila, Department of Molecular and Cellular
Therapeutics, Irish Centre for Vascular Biology, Royal College of Sur-
geons in Ireland, 123 St Stephen’s Green, Dublin 2, Ireland; e-mail
soniamartinez@rcsi.ie.

Footnotes
Submitted 12 September 2018; accepted 6 February 2019. Prepublished
online as Blood First Edition paper, 15 February 2019; DOI 10.1182/
blood-2018-09-874636.

*S.A. and M.L. contributed equally to this study.

Presented as an oral communication at the International Society of
Thrombosis and Haemostasis Congress, Berlin, Germany, 11 July 2017.

The online version of this article contains a data supplement.

The publication costs of this article were defrayed in part by page charge
payment. Therefore, and solely to indicate this fact, this article is hereby
marked “advertisement” in accordance with 18 USC section 1734.

REFERENCES
1. Rodeghiero F, Castaman G, Dini E.

Epidemiological investigation of the preva-
lence of von Willebrand’s disease. Blood.
1987;69(2):454-459.

2. Lillicrap D. von Willebrand disease: advances
in pathogenetic understanding, diagnosis,
and therapy. Blood. 2013;122(23):3735-3740.

3. Nichols WL, Hultin MB, James AH, et al. von
Willebrand disease (VWD): evidence-based
diagnosis and management guidelines, the
National Heart, Lung, and Blood Institute
(NHLBI) Expert Panel report (USA).
Haemophilia. 2008;14(2):171-232.

4. Laffan MA, Lester W, O’Donnell JS, et al. The
diagnosis and management of vonWillebrand
disease: a United Kingdom Haemophilia
Centre Doctors Organization guideline ap-
proved by the British Committee for Standards
in Haematology. Br J Haematol. 2014;167(4):
453-465.

5. Lavin M, Aguila S, Dalton N, et al. Significant
gynecological bleeding in women with low
vonWillebrand factor levels. Blood Adv. 2018;
2(14):1784-1791.

6. Castaman G, Eikenboom JC, Bertina RM,
Rodeghiero F. Inconsistency of association
between type 1 von Willebrand disease
phenotype and genotype in families identified
in an epidemiological investigation. Thromb
Haemost. 1999;82(3):1065-1070.

7. James PD, Paterson AD, Notley C, et al;
ASSOCIATION OF HEMOPHILIA CLINIC
DIRECTORS OF CANADA. Genetic linkage
and association analysis in type 1 von
Willebrand disease: results from the Canadian
type 1 VWD study. J Thromb Haemost. 2006;
4(4):783-792.

8. Casaña P,Martı́nez F, Haya S, Espinós C, Aznar
JA. Significant linkage and non-linkage of
type 1 von Willebrand disease to the von
Willebrand factor gene. Br J Haematol.
2001;115(3):692-700.

9. Preston RJS, Rawley O, Gleeson EM,
O’Donnell JS. Elucidating the role of carbo-
hydrate determinants in regulating hemosta-
sis: insights and opportunities. Blood. 2013;
121(19):3801-3810.

10. Gashash EA, Aloor A, Li D, et al. An insight into
glyco-microheterogeneity of plasma von
Willebrand Factor by mass spectrometry.
J Proteome Res. 2017;16(9):3348-3362.

11. Canis K, McKinnon TAJ, Nowak A, et al.
Mapping the N-glycome of human von
Willebrand factor. Biochem J. 2012;447(2):
217-228.

12. Canis K, McKinnon TAJ, Nowak A, et al. The
plasma von Willebrand factor O-glycome
comprises a surprising variety of structures
including ABH antigens and disialosyl motifs.
J Thromb Haemost. 2010;8(1):137-145.

13. Mohlke KL, Purkayastha AA, Westrick RJ, et al.
Mvwf, a dominant modifier of murine von
Willebrand factor, results from altered
lineage-specific expression of a glycosyl-
transferase. Cell. 1999;96(1):111-120.

14. Nowak AA, Canis K, Riddell A, Laffan MA,
McKinnon TAJ. O-linked glycosylation of von
Willebrand factor modulates the interaction
with platelet receptor glycoprotein Ib under
static and shear stress conditions. Blood.
2012;120(1):214-222.

15. Brophy TM, Ward SE, McGimsey TR, et al.
Plasmin cleaves von Willebrand Factor at
K1491-R1492 in the A1-A2 linker region in
a shear- and glycan-dependent manner in vi-
tro. Arterioscler Thromb Vasc Biol. 2017;37(5):
845-855.

16. Sodetz JM, Pizzo SV, McKee PA. Relationship
of sialic acid to function and in vivo survival of
human factor VIII/von Willebrand factor pro-
tein. J Biol Chem. 1977;252(15):5538-5546.

17. Wagner DD, Mayadas T, Marder VJ. Initial
glycosylation and acidic pH in the Golgi ap-
paratus are required for multimerization of von
Willebrand factor. J Cell Biol. 1986;102(4):
1320-1324.

18. O’Sullivan JM, Aguila S, McRae E, et al.
N-linked glycan truncation causes enhanced
clearance of plasma-derived von Willebrand
factor. J Thromb Haemost. 2016;14(12):
2446-2457.

19. McKinnon TAJ, Goode EC, Birdsey GM, et al.
Specific N-linked glycosylation sites modulate
synthesis and secretion of von Willebrand
factor. Blood. 2010;116(4):640-648.

20. Badirou I, Kurdi M, Legendre P, et al. In vivo
analysis of the role of O-glycosylations of
von Willebrand factor. PLoS One. 2012;7(5):
e37508.

21. Chion A, O’Sullivan JM, Drakeford C, et al.
N-linked glycans within the A2 domain of von
Willebrand factor modulate macrophage-
mediated clearance. Blood. 2016;128(15):
1959-1968.

22. McGrath RT, McKinnon TAJ, Byrne B, et al.
Expression of terminal alpha2-6-linked sialic
acid on von Willebrand factor specifically
enhances proteolysis by ADAMTS13. Blood.
2010;115(13):2666-2673.

23. O’Donnell J, Laffan MA. The relationship
between ABO histo-blood group, factor VIII
and von Willebrand factor. Transfus Med.
2001;11(4):343-351.

24. Gill JC, Endres-Brooks J, Bauer PJ, Marks WJ
Jr, Montgomery RR. The effect of ABO blood
group on the diagnosis of von Willebrand
disease. Blood. 1987;69(6):1691-1695.

25. Jenkins PV, O’Donnell JS. ABO blood group
determines plasma von Willebrand factor
levels: a biologic function after all?
Transfusion. 2006;46(10):1836-1844.

26. Ellies LG, Ditto D, Levy GG, et al.
Sialyltransferase ST3Gal-IV operates as
a dominant modifier of hemostasis by con-
cealing asialoglycoprotein receptor ligands.
Proc Natl Acad Sci USA. 2002;99(15):
10042-10047.

27. Nichols WC, Cooney KA, Mohlke KL, et al. von
Willebrand disease in the RIIIS/Jmouse is caused
by a defect outside of the von Willebrand
Factor gene. Blood. 1994;83(11):3225-3231.

28. Mohlke KL, Nichols WC, Westrick RJ, et al.
A novel modifier gene for plasma von
Willebrand factor level maps to distal mouse
chromosome 11. Proc Natl Acad Sci U S A.
1996;93(26):15352-15357.

29. Millar CM, Riddell AF, Brown SA, et al. Survival
of von Willebrand factor released following
DDAVP in a type 1 von Willebrand disease
cohort: influence of glycosylation, proteolysis
and gene mutations. Thromb Haemost. 2008;
99(5):916-924.

30. van Schooten CJM, Denis CV, Lisman T, et al.
Variations in glycosylation of von Willebrand
factor with O-linked sialylated T antigen are
associated with its plasma levels. Blood. 2007;
109(6):2430-2437.

31. Lavin M, Aguila S, Schneppenheim S, et al.
Novel insights into the clinical phenotype and
pathophysiology underlying low VWF levels.
Blood. 2017;130(21):2344-2353.

32. Borchiellini A, Fijnvandraat K, ten Cate JW,
et al. Quantitative analysis of von Willebrand
factor propeptide release in vivo: effect of
experimental endotoxemia and administra-
tion of 1-deamino-8-D-arginine vasopressin in
humans. Blood. 1996;88(8):2951-2958.

LOW-VWF GLYCANS blood® 4 APRIL 2019 | VOLUME 133, NUMBER 14 1595

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/133/14/1585/1552956/blood874636.pdf by guest on 18 M

ay 2024

http://orcid.org/0000-0003-2999-4216
mailto:soniamartinez@rcsi.ie
https://doi.org/10.1182/blood-2018-09-874636
https://doi.org/10.1182/blood-2018-09-874636


33. Nossent AY, VAN Marion V, VAN Tilburg NH,
et al. vonWillebrand factor and its propeptide:
the influence of secretion and clearance on
protein levels and the risk of venous throm-
bosis. J Thromb Haemost. 2006;4(12):
2556-2562.

34. Itakura Y, Nakamura-Tsuruta S, Kominami J,
Tateno H, Hirabayashi J. Sugar-binding pro-
files of chitin-binding lectins from the Hevein
family: a comprehensive study. Int J Mol Sci.
2017;18(6):1160.

35. Gallagher JT, Morris A, Dexter TM.
Identification of two binding sites for wheat-
germ agglutinin on polylactosamine-type oli-
gosaccharides. Biochem J. 1985;231(1):
115-122.

36. Molin K, Fredman P, Svennerholm L. Binding
specificities of the lectins PNA, WGA and
UEA I to polyvinylchloride-adsorbed glyco-
sphingolipids. FEBS Lett. 1986;205(1):51-55.

37. Franz H, Kasai K, Kocourek J, Olsnes S,
Shannon LM, eds. Advances in Lectin Re-
search, Vol. 4. Berlin: Springer-Verlag; 1991.

38. Gallinaro L, Cattini MG, Sztukowska M, et al.
A shorter von Willebrand factor survival in
O blood group subjects explains how ABO
determinants influence plasma von

Willebrand factor. Blood. 2008;111(7):
3540-3545.

39. Yang WH, Aziz PV, Heithoff DM, Mahan MJ,
Smith JW, Marth JD. An intrinsic mechanism
of secreted protein aging and turnover. Proc
Natl Acad Sci USA. 2015;112(44):
13657-13662.

40. Haberichter SL, Balistreri M, Christopherson P,
et al. Assay of the von Willebrand factor (VWF)
propeptide to identify patients with type 1 von
Willebrand disease with decreased VWF sur-
vival. Blood. 2006;108(10):3344-3351.

41. Rawley O, O’Sullivan JM, Chion A, et al.
von Willebrand factor arginine 1205 sub-
stitution results in accelerated macrophage-
dependent clearance in vivo. J Thromb
Haemost. 2015;13(5):821-826.

42. McGrath RT, van den Biggelaar M, Byrne B,
et al. Altered glycosylation of platelet-derived
von Willebrand factor confers resistance to
ADAMTS13 proteolysis. Blood. 2013;122(25):
4107-4110.

43. Flood VH, Christopherson PA, Gill JC, et al.
Clinical and laboratory variability in a cohort
of patients diagnosed with type 1 VWD in
the United States. Blood. 2016;127(20):
2481-2488.

44. Ward SE, O’Sullivan JM, Drakeford C, et al.
A novel role for the macrophage galactose-
type lectin receptor in mediating von
Willebrand factor clearance. Blood. 2018;
131(8):911-916.

45. Grewal PK, Uchiyama S, Ditto D, et al. The
Ashwell receptor mitigates the lethal coagulo-
pathy of sepsis. Nat Med. 2008;14(6):
648-655.

46. O’Sullivan JM,Ward S, Lavin M, O’Donnell JS.
von Willebrand factor clearance - biological
mechanisms and clinical significance. Br
J Haematol. 2018;183(2):185-195.

47. Rastegarlari G, Pegon JN, Casari C, et al.
Macrophage LRP1 contributes to the clear-
ance of von Willebrand factor. Blood. 2012;
119(9):2126-2134.

48. Wohner N, Muczynski V, Mohamadi A, et al.
Macrophage scavenger receptor SR-AI con-
tributes to the clearance of von Willebrand
factor. Haematologica. 2018;103(4):728-737.
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