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The proline-rich region of 18.5 kDa myelin basic
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Synopsis
The intrinsically disordered 18.5 kDa classic isoform of MBP (myelin basic protein) interacts with Fyn kinase during
oligodendrocyte development and myelination. It does so primarily via a central proline-rich SH3 (Src homology 3)
ligand (T92–R104, murine 18.5 kDa MBP sequence numbering) that is part of a molecular switch due to its high
degree of conservation and modification by MAP (mitogen-activated protein) and other kinases, especially at residues
T92 and T95. Here, we show using co-transfection experiments of an early developmental oligodendroglial cell line
(N19) that an MBP segment upstream of the primary ligand is involved in MBP–Fyn–SH3 association in cellula. Using
solution NMR spectroscopy in vitro, we define this segment to comprise MBP residues (T62–L68), and demonstrate
further that residues (V83–P93) are the predominant SH3-target, assessed by the degree of chemical shift change
upon titration. We show by chemical shift index analysis that there is no formation of local poly-proline type II structure
in the proline-rich segment upon binding, and by NOE (nuclear Overhauser effect) and relaxation measurements that
MBP remains dynamic even while complexed with Fyn–SH3. The association is a new example first of a non-canonical
SH3-domain interaction and second of a fuzzy MBP complex.
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INTRODUCTION

In the CNS (central nervous system), myelin is generated by
oligodendrocytes and forms a multilamellar, periodic, lipid-rich
structure that surrounds axons to facilitate saltatory conduction
[1,2]. The adhesion of the cytoplasmic leaflets of compact myelin
in the mature CNS is primarily carried out by MBP (myelin basic
protein), which is a highly positively-charged, developmentally
regulated protein family expressed from the gene in the oligo-
dendrocyte lineage (Golli) [3,4]. Specifically, the 18.5 kDa size
isoform has been deemed the ‘classic’ or ‘executive’ isoform
since it is the most abundant in the adult human brain, and is
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essential for proper myelin membrane compaction [5]. As previ-
ously reviewed [4,6,7], the protein has many other binding part-
ners: cytoskeletal proteins (actin, tubulin), Ca2 + -activated calm-
odulin, and proteins containing SH3 (Src homology 3)-domains.
The latter include mainly Fyn kinase [8–11], but also ZO-1
(zonula occludens 1) and cortactin [12,13]. This protein’s multi-
functionality in myelin is derived partly from its conformational
plasticity as an IDP (intrinsically disordered protein) [6,7,14,15].

The interactions of IDPs with target proteins are complex,
often involving interplays of disorder-to-order transitions that
could represent either binding of transient secondary structure
recognition motifs, or alternatively induced folding of these mo-
tifs upon binding, as recently reviewed and discussed critically
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[16,17]. The resultant complexes have been described as ‘fuzzy’,
meaning that they are highly polymorphic [18,19]. Many binding
motifs ‘moonlight’, i.e., have more than one potential interaction
partner [20]. The classic isoforms of MBP are quintessential
IDPs exhibiting all of these facets [4,6,7,14,15]. The interactions
of 18.5 kDa MBP with membranes, actin, and Ca2 + -calmodulin
have been investigated in detail using diverse spectroscopies, and
all involve some degree of local disorder-to-order transition (usu-
ally to an α-helix), yet with many segments remaining mobile and
dynamic, i.e., ‘fuzzy’ [15,21].

We have also sought to characterize the interaction of MBP
with SH3-domains using in silico, in vivo and in vitro experi-
ments [8–12,22,23]. The SH3-domains are a ubiquitous protein-
recognition module, most of which identify and bind proline-rich
regions that can adopt a PPII (poly-proline type II) conformation,
and a variety of target sequences, but often based on a P–x–x–P
consensus [24–34]. Specificity in these interactions arises from
slight variations in the consensus sequences of each SH3-domain,
and the hydrophobic and charge interactions of the residues near
the binding regions of each protein. These interactions usually
have a KD value in the low-micromolar range and follow a two-
state model of binding [35]. Usually, a full characterization of the
interactions between these domains and their binding partners is
achievable in vitro by a combination of biochemical and biophys-
ical methods used on the SH3-domain alone, and 7- to 30-residue
peptides comprising the proline-rich region of the binding protein
(e.g., [34–38]).

The 18.5-kDa MBP isoform contains a proline-rich region
(T92–P93–R94–T95–P96–P97–P98, murine numbering) imme-
diately adjacent to a membrane-associated amphipathic α-helix
(Figure 1, and Supplementary Figure S1). Both regions are part
of a highly conserved central segment and likely comprise a mo-
lecular switch due to the presence of MAPK (mitogen-activated
protein kinase) sites (T92 and T95), and the ability to undergo
disorder-to-order transitions by adopting α-helical structure (re-
viewed in [4,7,14,15,21]). We have shown in previous studies
involving the full-length protein as well as short MBP pep-
tides (T92–R104, F86–G103, E80–G103 and S72–S107) that
the proline-rich region of 18.5 kDa MBP is involved in SH3-
domain binding [8,11,22,23]. We have referred to the longer
S72–S107 peptide previously as the α2-peptide because it com-
prises the second of three amphipathic α-helical segments in-
volved in membrane-association [39,40]. In our first compre-
hensive study of this interaction, we assumed that the proline-
rich region containing a single P–x–x–P consensus SH3-ligand
formed the common PPII conformation, and performed in silico
rigid-body docking experiments of a model of the (T92–R104)
segment with the crystallographic structure of Fyn-SH3 [8]. The
results showed that this region canonically interacts with
the SH3-domain binding site via salt bridges and cation-π interac-
tions, and that modifications such as phosphorylation caused their
relative orientations to adapt to minimize the docked energy. At
the time, this assumption of a PPII conformation in MBP bound to
Fyn-SH3 seemed quite reasonable for this type of protein [30,41],
especially given that we had demonstrated transient PPII structur-
ing in both free and dodecylphosphocholine-associated 18.5 kDa

Figure 1 The α-helical and poly-proline type II regions of 18.5-kDa
MBP, and peptide constructed for this study
(A) Cartoon representation of the entire 18.5 kDa murine MBP se-
quence (168 residues). The full amino acid sequence is provided in
Figure S1. (B) The three amphipathic α-helical regions, identified in MBP
upon interaction with myelin-mimetic membranes by a variety of experi-
mental techniques (represented by the rectangles with the diagonal-fill
pattern). The box with the rectangular-fill pattern shows the location and
sequence of the proline-rich region adjacent to the central α-helical re-
gion. (C) Representation of the xα2-peptide (residues (S38–S107) that
was constructed here, in comparison to the known ordered secondary
structural elements. This peptide has a molecular mass of 7642.4 Da
and pI of 11.34, with net charge + 8 at neutral pH (as calculated by
the ProtParam module in www.expasy.ch).

MBP (full-length protein) by collecting circular dichroism spec-
tra at variable temperatures [8,14]. The CD experiments could
not define which regions of the protein adopted PPII, as they re-
ported only global secondary structure. However, in later solution
NMR and molecular dynamic simulation experiments involving
the α2-peptide (S72–S107), we found that there is little tendency
for the unbound proline-rich region to adopt a PPII conform-
ation in an aqueous environment, leading us to conclude that
such a conformation is either unnecessary for interaction with
SH3-domains or is induced upon binding [23]. The formation of
PPII structure per se is one of the hypotheses that we explore
here.

In another study, we found that co-transfection of an im-
mortalized early oligodendrocyte cell line (N19-cells), with
constitutively-active Fyn kinase and 18.5 kDa MBP produced
a cell morphology not obtained from transfections of either
construct alone. Variants of 18.5 kDa MBP with pseudo-
phosphorylation at T92 and T95, or P-to-G substitutions within
the proline-rich region, resulted in cell morphology that was
less pronounced than for unmodified 18.5 kDa MBP. These res-
ults support the conjecture that this region is, indeed, essen-
tial for the interaction of the two proteins and maintenance of
phenotype in vivo [10]. A full thermodynamic characterization
of this interaction, and the effects of these substitutions, was
elusive, however. ITC (isothermal titration calorimetry) experi-
ments involving the hexa-histidine-tagged full-length MBP and
the 9.3 kDa Fyn–SH3 domain produced distorted binding curves
due to aggregation, although we were able to discern clear heats of
interaction and differences due to pseudo-phosphorylation [10].
These problems related to aggregation are alleviated using smal-
ler, untagged peptides of MBP. Still, it has proven non-trivial
to characterize the association of simple peptides comprising
just the proline-rich region with the 9.3 kDa Fyn–SH3 domain
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in vitro [10,11]. For example, the segment (F86–G103) yielded
only small endothermic heats in ITC experiments, a result that
suggests non-canonical interaction in contrast to what was as-
sumed in our first in silico molecular docking experiments. It
should be noted that subsequent solution NMR spectroscopy of
the α2-peptide confirmed that the proline-rich segment particip-
ates directly in the interaction with Fyn–SH3 in vitro, consistent
with the cell-transfection studies with variants [11]. However, this
result does not rule out the possibility that other regions within
the protein may also participate, especially in the context of a
possible non-canonical binding mechanism.

In the present study, our objectives were to identify the regions
of MBP essential for its physiological interaction with Fyn–SH3,
and to observe the structural changes and residues involved in
the interface. We first used in cellula imaging to define the min-
imal segments of MBP required for interaction with Fyn–SH3
as demonstrated by phenotype, followed by solution NMR spec-
troscopy of a recombinant construct of this region and the Fyn–
SH3 domain. This new peptide spanned residues (S38–S107)
and is referred to here as the xα2-peptide, because it is an ex-
tension of the previously-studied α2-peptide spanning residues
(S72–S107) [11,40]. This ‘divide and conquer’ strategy was ne-
cessary to minimize the aggregation effects observed when full-
length MBP and Fyn–SH3 are titrated, allowing a more effective
observation, by 2D and 3D NMR spectroscopy, of the chem-
ical shifts of the residues involved in binding. Using the xα2-
peptide, we performed NMR titration experiments that enabled
us to define the KD of interaction with Fyn–SH3, and we have
also identified a region within MBP, upstream of the proline-rich
region, that participates in binding both in vitro and in cellula.
We demonstrate further that the xα2-peptide-Fyn–SH3 complex
is dynamic, and there is little evidence of binding-induced peri-
odic secondary structure formation in the peptide, suggesting that
this may be a new example of a ‘fuzzy’ MBP complex.

EXPERIMENTAL

Plasmid construction for transfection of
N19-oligodendroglial cells
The previously described plasmids coding for an RFP (red fluor-
escent protein)-tagged version of the unmodified charge compon-
ent of 18.5 kDa MBP, possessing a 3′-untranslated region (UTR,
within the plasmid pERFP-C1-rmMBPC1-UTR), were used here
as template DNA from which the N-terminal truncation con-
structs were made [42]. The MBP variants had RFP fused to the
amino terminus, and the plasmid encoded a 3′UTR to facilitate
proper trafficking of the mRNA to the cell periphery [42,43]. PCR
amplifications were performed using a BioRad thermal cycler
PCR system and Taq polymerase (Invitrogen Life Technologies)
with the following cycling parameters: initial denaturing tem-
perature of 95 ◦C for 5 min, followed by 25 cycles of 95 ◦C for
30 s, 60 ◦C for 30 s, 72 ◦C for 2 min, followed by a final 4 ◦C
hold. The 18.5 kDa MBP, N-terminal variants were cloned into

the pERFP-C1 vector using BspEI and BclI restriction sites that
encompassed the previously cloned 3′UTR signal. Primers that
were used to introduce the BspEI and BclI restriction sites for
constructs are provided in Supplementary Table S1. Amplified
products were digested with BspEI and BclI, and were ligated
into the pERFP-C1 vector. Positive clones were confirmed by se-
quencing (Laboratory Services Division, University of Guelph).

Cell culture and transfection
For transfection experiments, DNA was extracted using the
PureLink HiPure Plasmid Purification kit (Invitrogen Life Tech-
nologies. Other reagents used for these studies were purchased
from either Thermofisher Scientific or Sigma-Aldrich unless oth-
erwise stated. Cell lines, cell culture and transfection were per-
formed as previously described [42]. Tissue culture reagents were
purchased from Gibco/Invitrogen. The FuGene HD transfection
reagent was purchased from Roche Diagnostics. The immor-
talized N19-glial cell cultures [44,45] were grown in DMEM
(Dulbecco’s modified Eagle’s medium) high-glucose media sup-
plemented with 10 % (w/v) FBS and 1 % penicillin/streptomycin,
and cultured in 10 cm plates at 34 ◦C/5 % (v/v) CO2. At 70–80 %
confluency (4–7 days), cells were detached using 0.25 % (w/v)
trypsin for 5 min. Using a haemocytometer, live cells were coun-
ted, plated at a density of 0.5 × 106 cells/ml, and grown overnight
in preparation for transfection experiments. The following day,
the cells were co-transfected using 100 μl serum-free media,
2 μg of MBP plasmid DNA, 1 μg of constitutively-active Fyn
(p59Fyn–Y527F) plasmid DNA, and 4 μl of FuGene HD (Roche
Diagnostics). The DNA was allowed to complex for 5 min at
room temperature, and was directly added to cells following in-
cubation. Cells were cultured for an additional 48 h at 34 ◦C prior
to treatment, fixation or immunoprocessing.

Immunofluorescence microscopy and image
analyses
Following protein expression, cells were directly fixed using 4 %
(v/v) formaldehyde solution in PBS (137 mM NaCl, 2.7 mM
KCl, 10 mM Na2HPO4, 1.8 mM KH2PO4, pH 7.4) for 15 min
with gentle rocking. Samples requiring immunoprocessing were
permeabilized using 0.1 % (v/v) Triton X-100 for 20 min, and
were subsequently washed once with 1 ml of PBS. Slides were
blocked for 1 h using 10 % NGS (normal goat serum) and, fol-
lowing this incubation, the primary antibody (Anti-Fyn Rabbit
pAb, Cell Signaling Catalog No. 4023) was added and incubated
for an additional hour to confirm that cultures were express-
ing exogenous Fyn kinase. The slides were then washed three
times with 1 ml PBS, and the secondary antibody (1:400 dilu-
tion) was applied for 20 min. Once again, the slides were washed
four times with 1 ml of PBS, and were mounted using Pro-
Long Gold AntiFade reagent containing DAPI (4′,6-diamidino-2-
phenylindole; Invitrogen). Slides were viewed using a Leica epi-
fluorescence microscope (DMRA2) and images were processed
and analysed using ImageJ software (National Institutes of Health
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(http://rsb.info.nih.gov/ij/), and were compiled using Adobe Pho-
toshop CS3.

Statistical analyses of N19-cell proliferation
For statistical analysis, a set of 150 transfected N19-cells ex-
pressing MBP and constitutively active Fyn kinase at an average
level were selected, and the extent of third-degree process branch-
ing was scored. Phenotypes from two separate experiments were
evaluated on different days, producing two sample sets (s = 2),
each examining 150 cells (n = 150) for each N-terminal variant.
A paired t test (P = 0.05) was used to determine that the duplicate
sample sets did not differ significantly. Afterwards, the recorded
measurements from each duplicate were grouped into a larger
sample set of n = 300. The N19-cells from each experiment were
then compared with one another using an ANOVA table (P =
0.05), and the means of each variant and the S.E.M. for each trait
were determined. The difference in means was further analysed
using the Tukey means comparison test (P = 0.05) to determine
which variants were significantly different from each other for
each trait measured.

Untagged 18.5 kDa MBP Purification
The recombinant murine 18.5 kDa isoform of MBP, with no puri-
fication tags (168 residues), was expressed and purified as previ-
ously described [46].

The xα2(S38–S107) peptide purification
The xα2(S38–S107) peptide was constructed and expressed in
M9 minimal media as discussed previously [11,23,40], and sup-
plemented with 15N-labeled NH4Cl (for all NMR experiments)
and 13C-labeled glucose (for NMR assignment experiments only)
provided by Cambridge Isotope Laboratories. This peptide was
purified in a similar fashion to previously studied MBP α-peptides
[ibid.] with a few modifications to the protocol. Following a native
lysis procedure, immobilized metal affinity chromatography (us-
ing Ni-NTA resin) was used to purify the SUMO (small ubiquitin-
related modifier)-tagged peptide. In the subsequent step, SUMO
protease I (UlpI, kindly provided by C. D. Lima, Sloan-Kettering
Memorial Institute, New York, NY) was used as discussed pre-
viously to remove the SUMO tag and yield untagged peptide.
Afterwards, the buffer was exchanged to a 50 mM glycine buffer
at pH 10 to stop the protease activity and to prepare for cation
exchange chromatography. The fractions containing the peptide
were then further purified and desalted by reversed-phase HPLC.
The final product was lyophilized completely on a Labconco
FreeZone freeze-dryer (Fisher Scientific). To confirm the molecu-
lar mass, we submitted a purified peptide sample to MALDI-TOF
(matrix-assisted laser desorption/ionization time-of-flight) mass
spectrometry (Advanced Analysis Centre, University of Guelph).
The average purification yield was approximately 5 mg fully la-
belled, or unlabeled, peptide per 1 litre of culture, at almost 99 %
purity.

Fyn–SH3-domain purification
The plasmid encoding the Gallus gallus (chicken) SH3-domain
of Fyn was a generous gift of Dr Alan Davidson, University of
Toronto, and was expressed and purified as previously described
[47]. The construct comprised residues 85–142 of Fyn, a FLAG
epitope and a His6-tag at the C-terminus, and a short N-terminal
tail.

Solution NMR Spectroscopy
The 13C-labelled glucose, 15N-labelled NH4Cl, and D2O were
purchased from Cambridge Isotope Laboratories. All the NMR
experiments on the xα2-peptide were recorded on a Bruker
Avance spectrometer operating at a Larmor frequency of 600.1
MHz. The titrations were carried out with 3 mg of 15N-labelled
xα2(S38–S107) being dissolved in a Hepes buffer [20 mM Hepes,
100 mM NaCl and 10 % 2H2O, pH 7.4] to a total volume of 500 μl
(final concentration 0.8 mM). The Fyn–SH3 domain peptide was
dissolved in the same buffer and titrated into the xα2-peptide
solution to observe the chemical shift changes of the xα2-peptide
in 2D 15N-HSQC spectra at different molar ratios (1:0, 1:0.1,
1:0.2, 1:0.4, 1:0.5, 1:0.6, 1:0.7, 1:0.8, 1:1.0, 1:1.1, 1:1.2).

Fitting of titration data to obtain the dissociation constant KD

was performed using the OriginPro software package, version 8.0
(OriginLab). The chemical shift perturbations observed at each
of the molar ratios were quantified by the following equation
[48,49]:

�δ =
√

�δ(1 H )2 + 1

4
�δ(15 N )2 (1)

The change in chemical shifts was converted to fractional sat-
uration, and plotted against the molar ratio of Fyn–SH3 to xα2-
peptide, or against the total Fyn–SH3 concentration for the pur-
pose of fitting. The saturation curves were fit with the following
equation:

f =
Fynt + n · xα2t + KD −

√(
Fynt + n · xα2t + KD

)2 − 4 · Fynt · n · xα2t

2 · n · xα2t
(2)

where ‘Fynt’ is the total concentration of Fyn–SH3 domain,
‘xα2t’ is the concentration of xα2-peptide, ‘n’ is the stoi-
chiometry, and ‘KD’ is the dissociation constant. Equation (2)
allowed calculation of the stoichiometry of interaction and es-
timation of the dissociation constant KD from the chemical shift
perturbations.

The acquisition parameters for these experiments can be found
in Supplementary Table S2. The assignment strategy for the
xα2(S38–S107) peptide was the same as used previously [11,23].
Collection of a 2D 15N-HSQC experiment was followed by sev-
eral triple-resonance experiment pairs: (a) HNCO/HN(CA)CO
to assign the amide proton (1HN[i]) and amide nitrogen (15N[i])
of each spin system, their associate carboxyl carbons (13C’[i]),
and the carboxyl carbon of the residue preceding it (13C’[i-1]);
(b) CBCA(CO)NH/HNCACB to assign the Cα and the Cβ atom
of each residue and the residue preceding it; and (c) HACAN to
identify prolyl residues [50]. Water suppression was achieved
using the double-pulsed field gradient spin echo technique
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(excitation sculpting) with the carrier frequency set to the wa-
ter 1H signal.

The 1H chemical shifts were referenced directly to DSS (2,2-
dimethylsilapentane-5-sulfonic acid) in an external sample, and
the 13C and 15N chemical shifts were referenced indirectly.
All spectra were processed using NMRPipe [51]. All free in-
duction decays were zero-filled, and apodized using a shifted,
squared sinusoidal bell function prior to Fourier transformation
and subsequent phase-correction. The 1H–15N–HSQC spectrum
was zero-filled up to 2048 and 4096 complex points along F1 and
F2, respectively. The HN(CA)CO, HNCACB, and their comple-
mentary spectra were zero-filled up to 256, 256 and 2048 complex
points along F1, F2 and F3, respectively. The HACAN and HCCH
spectrum were zero-filled up to 256, 256 and 2048 complex points
along F1, F2 and F3, respectively. The 1H–13C–HSQC spectrum
was zero-filled up to 4096 complex points along each of F1 and
F2. Spin systems were then assigned using Computer Assisted
Resonance Assignment (CARA, version 1.8.4) [52], modules
contained in the CARA software package (www.nmr.ch), and
a collection of in-house scripts that have been previously de-
scribed. Spin system creation strategies used by the scripts, as
well as spin selection strategies, have been described previously
[11,23,53]. Any spin systems not identified by the scripts were
selected manually. Sequence-specific connectivity was obtained
manually by iterative trials.

The chemical shifts assignments obtained (Hα , Cα , Cβ , C′, N
and HN specifically) were used to predict secondary structure.
The Vendruscolo Laboratory’s δ2D software was used, which
implements an algorithm designed to calculate the probability
that any amino acid in a primarily disordered protein has a par-
ticular secondary structure conformation, based on the chemical
shift assignments [54].

The 1H and 13C chemical shifts of this extended
xα2-peptide have been deposited in the BioMagResBank
(www.bmrb.wisc.edu) with accession numbers 19948 (uncom-
plexed) and 19949 (with unlabelled Fyn–SH3 at 1:1 molar ratio),
for comparison with previously published and deposited data for
the shorter α2-peptide (BMRB 18520 and 19972, respectively)
[11].

15N Relaxation measurements
The relaxation parameters of 15N were measured using standard
approaches [55–57]. The relaxation rates were determined from
the decay of intensity of each 15N–1H cross-peak in a series of
spectra with increasing time delays. The R1 measurements were
conducted with relaxation delays of 1.6, 50, 100, 200, 300, 400,
800, 1000 and 1200 ms. The transverse relaxation constant R2

was done with CPMG (Carr–Purcell–Meiboom–Gill) delays of
64, 128, 160, 192, 224 and 250 ms. The relaxation constants and
experimental errors were extracted by exponential curve fitting
of the peak heights using the built-in option of SPARKY [T.D.
Goddard and D.G. Kneller, SPARKY 3, University of California,
San Francisco] as discussed previously [53].

The heteronuclear steady-state 1H–15N–NOE (nuclear Over-
hauser effect) intensities were obtained from the ratio INOE/INONOE

of peak heights in the NOE spectra with and without proton sat-
uration, respectively. The spectra were collected using a standard
experiment [55], and uncertainty in measuring NOE intensities
was carried out as described previously [53].

RESULTS

An 18.5 kDa MBP segment upstream of the
primary SH3-ligand is involved in interaction
We reasoned on the basis of our previous experience that con-
structing a smaller peptide of MBP that could still interact in a
mode that is representative of the full-length protein could poten-
tially ameliorate difficulties with aggregation, particularly at the
relatively high protein concentrations required for ITC and NMR
spectroscopy [10,11,58]. In constructing this peptide, we first
used in cellula imaging to define the minimal segments of MBP
required for interaction with Fyn–SH3 as assessed by morpholo-
gical phenotype of the immortalized N19-cell line, representing
an early-developmental oligodendrocyte [10,44,45].

To identify first the region of MBP essential for the interaction
with Fyn–SH3, we generated a series of N-terminal truncation
mutants ( − 20, − 30, . . . , − 70), all tagged with a monomeric
RFP at the N-terminus, and a C-terminal untranslated region on
the mRNA for proper targeting within the cell (Figure 2C and
Supplementary Table S1) [42]. We conducted the truncations at
the N-terminus specifically. The reason is that previous ITC ex-
periments with N- and C-terminal deletion variants of MBP, both
containing the proline-rich region, demonstrated that the binding
between MBP and Fyn is non-specific in the absence of the 56
N-terminal amino acids, but is not affected by the absence of 63
C-terminal residues [10]. Here, when each of these constructs
was transfected into the N19-cells, the cells exhibited a more
extended morphology (Figure 2A) than when they were trans-
fected with RFP alone. The cells that were co-transfected with
both constitutively-active Fyn and full-length 18.5 kDa MBP ex-
hibited third-degree (tertiary) branching as observed previously
[10] that would not be present with transfection of either protein
alone (Figures 2A and 2B). As the MBP truncations became more
pronounced, the percentage of the transfected cells that exhibited
this phenotype decreased. The most significant drop in the popu-
lation of branched N19-cells was between the − 40 and the − 50
residue truncation of MBP. This drop was independent of the
net charge of the constructs, since both the − 50 and the − 30
truncations have the same net charge at neutral pH ( + 14) (Fig-
ure 2B). These observations suggest that the minimum required
portion of the N-terminus for maintaining the observed pheno-
type, and potentially SH3-binding, begins between residues G40
and P50. This region coincides with the end of the first am-
phipathic α-helix that is observed when MBP is in membran-
ous or membrane-mimetic environments (T33–D46) (Figure 1B)
[39,40,59].

Based on these results in N19-cell culture, we generated a
new MBP-peptide, spanning residues (S38–S107), and referred to
here as the xα2-peptide (Figure 1C and Supplementary Figure S1)
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Figure 2 The 18.5-kDa isoform of MBP requires regions upstream of the poly-proline target to interact with Fyn kinase
in N19-cells
(A) Fluorescence micrographs of cultured N19-cells, 2 days post-transfection, overexpressing wild-type and N-terminal
deletion variants of RFP-tagged MBP (red, schematized in panel C), co-expressing constitutively active Fyn (p59Fyn-Y527F)
(not shown). Fyn was immunostained and detected using secondary Alexa594-conjugated antibodies, along with nuclei
counterstained with DAPI (blue). The N19-OLGs co-expressing constitutively-active Fyn, along with MBP, demonstrated
increases in third degree branching complexity, as previously reported by us [10]. The N-terminal deletion mutations of
MBP showed a continuous decline in the number of cells exhibiting increased branching complexity, which was attributable
to the severity of the N-terminal deletion. The most notable decreases in branching complexity were observed for MBP-50,
MBP-60 and MBP-70, mutations that were structurally devoid of the predicted N-terminal amphipathic α-helix that was
previously shown to polymerize and bundle actin, and bind to Ca2 + –CaM [40,59]. (B) Statistical analysis demonstrating
the extent of third degree process branching of N19-cells transfected with MBP or N-terminal deletion variants when
co-expressed with constitutively active Fyn (p59Fyn-Y527F) (red histograms). The overall net-charge of the 18.5-kDa MBP
variant was also plotted for each experiment (line, blue dots). Significant decrease in process branching is likely caused
by loss of the key N-terminal structural domain of MBP, as opposed to a charge-dependent inhibition as that is particularity
evident when comparing MBP-30 and MBP-50 (asterisk). (C) Schematic of the full-length and N-terminal deletion variants
of RFP-tagged MBP with amphipathic α-helical segments marked above. Bar = 50 μm.
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Figure 3 Titration of unlabeled Fyn-SH3 domain (9.3 kDa) into 15N-labelled xα2-peptide (7.6 kDa, residues S38–S107)
The 15N-HSQC of the chemical shift perturbations of the xα2-peptide is shown in grey in the left-hand panel. The insets
and the right-hand panel show the chemical shift perturbations of the peptide upon titration with Fyn–SH3 at molar ratios
(Fyn–SH3/ xα2-peptide) of 0 (grey), 0.2 (red), 0.4 (orange), 0.6 (yellow), 0.8 (green), 1 (blue), 1:1.2 (purple).

[11,40]. We confirmed that this new peptide did not aggregate
when mixed with the Fyn–SH3 domain, and performed simple
glutaraldehyde cross-linking experiments that demonstrated that
it interacts with Fyn–SH3 in vitro (Supplementary Figure S2)
with a stoichiometry of 1 to 1. We then performed an NMR
titration experiment with the xα2-peptide and Fyn–SH3 in order
to probe their interaction in greater detail.

NMR spectroscopy demonstrates that the
xα2-peptide and Fyn–SH3 interact with a
micromolar KD and saturation at a 1:1 molar ratio
Previously, solution NMR spectroscopy was used to show that
the shorter α2-peptide interacted with Fyn–SH3 as evidenced by
peak shifts in the HSQC spectrum [11], and a more detailed study
was performed here with the longer xα2-peptide (Figure S1).
One of the major challenges that needed to be addressed when
studying MBP with Fyn–SH3 in aqueous solution was in vitro
aggregation. By reducing the size of the peptide to a region of
MBP that was physiologically relevant to the interaction, we
were successful in eliminating aggregation, enabling us to use
solution NMR spectroscopy (acquisition parameters shown in
Supplementary Table S2). The molecular mass of the 1:1 com-
plex would be ∼16.9 kDa (xα2-peptide is 7.6 kDa, Fyn–SH3 do-
main is 9.3 kDa). As expected for a segment of the intrinsically
disordered MBP, the xα2(S38–S107) peptide shows poor disper-
sion in the proton dimension (7.7–8.6 ppm) of the 15N-HSQC
spectrum (Figure 3). By combining chemical shifts obtained in a

series of 3D experiments, we were able to overcome the chemical-
shift degeneracy inherent to the peptide and assign most of the
backbone residues. The 1H and 13C chemical shifts of this ex-
tended xα2-peptide have been deposited in the BioMagResBank
(www.bmrb.wisc.edu) with accession numbers 19948 (uncom-
plexed) and 19949 (with unlabeled Fyn–SH3 at 1:1 molar ratio),
for comparison with previously published and deposited data for
the shorter α2-peptide (BMRB 18520 and 19972, respectively)
[11].

Analysis of the chemical shifts of the xα2-peptide (7.6 kDa),
using the δ2D method of Camilloni et al. designed for disordered
proteins [54], revealed its secondary structure propensities. This
analysis demonstrated that the peptide is predominantly random
coil (82.8 %) and there is very low probability to form any other
ordered secondary structural elements (Supplementary Figure
S3). The result of this analysis is unsurprising as any peptide
of MBP would be expected to sample a variety of extended
conformations in an aqueous environment, due to it being in-
trinsically disordered and highly cationic [11,23,40]. We have
previously reported that the conformations which are sampled by
MBP generally have very few ordered secondary structure ele-
ments present in an aqueous environment [39,60]. In performing
a similar δ2D analysis of the xα2-peptide bound to Fyn–SH3
(9.3 kDa), it was somewhat surprising that we found no signi-
ficant change in secondary structure propensity with an overall
random coil content of 83.5 %.

The observed chemical shifts of the xα2-peptide were sys-
tematically perturbed upon titration with the Fyn–SH3 domain,
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Figure 4 Weighted chemical shift change per residue of the xα2-
peptide upon titration of Fyn–SH3
The HN and N chemical shifts were weighted and averaged for all as-
signed non-prolyl residues of the xα2-peptide alone, and at 1:1 Fyn-
–SH3, by using Equation (1).

thus further confirming their interaction (Figure 4). The Y65 and
T95 chemical shifts were used to quantify the fractional satura-
tion of chemical shift change [Equation (1)], which was plotted
versus total concentration of Fyn–SH3, showing that saturation
was achieved at the 1:1 molar ratio (Figure 5). Data fitting to
a fractional saturation equation yielded KD values of 7.6 +− 4.6
and 4.0 +− 2.5 μM with a stoichiometry of 1 for the Y65 and T95
data, respectively [Equation (2)]. It is important to note that these
KD values are only estimates, and much lower protein concen-
trations would be required to obtain more reliable figures [61].
Here, the NMR experiments were of necessity done at relatively
high protein concentrations to obtain an adequate signal.

We also investigated the interaction of MBP and Fyn–SH3
with ITC at 22 and 37 ◦C. In previous calorimetry experiments,
thermodynamic parameters of the interaction of a hexa-histidine-
tagged recombinant 18.5 kDa MBP construct Fyn–SH3 could not
be extracted due to aggregation [10]. Here, using a new untagged
construct for 18.5 kDa MBP [46] and a more sensitive calori-
meter, we observed a significant reduction in aggregation and
only the first few points of the binding curve appeared anomal-
ous (Supplementary Figure S4). However, even a small presence
of aggregates means that only apparent or estimated KD and �H
values can be extracted from ITC data fitting rather than true
thermodynamic values (Supplementary Figure S4 and Supple-
mentary Table S3). The apparent KD values, derived from these
ITC experiments, suggest a low micromolar binding constant,
in general agreement with estimates obtained by NMR spectro-
scopy for the xα2-peptide and are wholly consistent with the
ranges reported in the literature (e.g., [34]). We also performed
ITC experiments with the xα2-peptide and Fyn–SH3 at 22 ◦C and
37 ◦C; however, we detected minimal measurable heat changes
(not shown) despite the fact that the in cellula data (Figure 2),

in vitro cross-linking experiments (Figure S2) and NMR exper-
iments (Figures 3–5), demonstrate a clear and measurable in-
teraction. The lack of heats of interactions in ITC experiments
involving the xα2-peptide, in contrast to the full-length protein,
could be due to the absence of long-range conformational changes
in the shorter peptide that may occur upon binding of Fyn–SH3
to full-length 18.5 kDa MBP. These conformational changes may
contribute to measured heat, but may not be critical to the inter-
action of MBP and Fyn–SH3.

NMR relaxation and NOE measurements confirms
that a segment, N-terminal to the canonical ligand
in MBP is involved in Fyn–SH3 interaction
The longitudinal relaxation (R1) measurements of the peptide
alone revealed a featureless profile with relaxation rates ranging
from 0.866 to 2.2 s− 1, with an average value of 1.94 s− 1 (Fig-
ure 6A). In the presence of Fyn–SH3, the majority of the R1

values obtained are significantly lower, but still the profile is fea-
tureless, with relaxation rates ranging from 0.8 to 1.92 s− 1, with
an average value of 1.6 s− 1. This result indicates that the overall
tumbling of the peptide backbone has lowered.

The transverse relaxation (R2) values obtained for the peptide
alone were more varied and sequence-dependent, and ranged
between 1.1 and 5.0 s− 1 (Figure 6B). In the presence of Fyn–
SH3, the R2 values ranged between 0.92 and 8.06 s− 1, with re-
gions (T62–L68) and (V83–S99, excepting H85 and T92) show-
ing increased transverse relaxation rates. The highest transverse
relaxation rate found was for T95, the residue immediately pre-
ceding the tri-proline repeat in the proline-rich region of MBP.
The R2 rates obtained in the presence and the absence of Fyn–
SH3 highlighted a change in two distinct regions of the peptide:
(T62–L68), and (V83–S99) (with H85 and T92 as exceptions)
(Figure 6B). These results demonstrate further that both of these
regions of the xα2-peptide are involved in the interaction with
Fyn–SH3, consistent with the chemical shift perturbations.

The steady-state NOEs of both xα2-peptide alone, and com-
plexed with Fyn–SH3, were measured to analyse the dynamics of
the peptide at the picosecond-nanosecond timescale (Figure 6C).
The NOEs of the xα2-peptide alone and with Fyn–SH3 exhibit
similarly featureless, flattened bell-shaped variation throughout
the length of the peptide, with most of the values being negative.
In the case of xα2-peptide alone, the NOEs range from − 1.68
to 0.22, with an average of ∼ − 0.2. In the presence of Fyn–
SH3, the NOEs increased slightly, ranging from − 1.38 to 0.36,
averaging ∼ − 0.1. Negative NOEs are suggestive of dynamic
motions traditional of IDPs on the picosecond to nanosecond
timescale [53], suggesting that xα2-peptide has more restricted
backbone dynamic motions in the presence of Fyn–SH3. The
NOEs observed in both cases are still relatively high for com-
pletely dynamic IDPs of this size [62], suggesting there is some
restriction to the dynamics in both cases. The highest NOE value
recorded was for Y65, suggesting that its motion is restricted in
the presence of Fyn–SH3, and T95 also shows an increase from a
near-zero value to a positive NOE, in agreement with the results
observed from the transverse relaxation experiments.
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DISCUSSION

The MBP–Fyn interaction is non-canonical
The interaction of 18.5 kDa MBP with the SH3–domain of Fyn is
clearly direct and specific, yet has defied easy structural descrip-
tion. The central segment of 18.5 kDa MBP is highly-conserved
and comprises an amphipathic membrane-associated α-helix
(maximally residues V83–T92), immediately adjacent to the pu-
tative P–x–x–P consensus SH3-ligand (P93–R94–T95–P96) and
a proline-rich segment (P96–P97–P98). The α-helical segment
was shown by NMR spectroscopy to be transient in aqueous
solution, yet it is stabilized by membrane-mimetic solvents and
definitively forms on myelin-mimetic membranes [39,63,64].
Transient poly-proline type II structure in the full-length protein
could also be demonstrated by variable-temperature CD spec-
troscopy in aqueous solution and in dodecylphosphocholine mi-
celles [8,14]. A molecular model of this central segment of MBP
containing adjacent, preformed α-helix and poly-proline type II
structural elements could be docked to the crystallographic struc-
ture of Fyn–SH3 in silico, and could be interpreted straightfor-
wardly [8]. However, ITC of peptide fragments comprising this
central segment of MBP did not yield classic binding isotherms
to Fyn–SH3 [10], and the interaction could only be demonstrated
in vitro by NMR spectroscopy [11]. The interaction of these two
proteins is thus non-canonical, necessitating the in vitro NMR
and other studies performed here to define better the interface
of 18.5 kDa MBP that interacts with the Fyn–SH3 domain. In
their excellent review, Uversky and Dunker discuss the varieties
of coupled folding and binding of IDPs [16]. In this context here,
the questions addressed were whether the putative SH3–ligand
of MBP is sufficient for its interaction with Fyn–SH3, and if
a poly-proline type II structure is induced and/or fixed in the
complex.

The involvement of the (T62–L68) region of 18.5 kDa MBP
in its interaction with the Fyn–SH3 domain is a new finding. This
segment is located over 20 residues upstream from the proline-
rich region of MBP between the first and the second amphipathic
α-helices in a region that has not shown very much secondary
structure in any of the molecular environments studied previ-

ously (see Figure 1) [39,60]. We also know from previous studies
that this region is not absolutely critical for interaction, since
the shorter α2-peptide of MBP (S72–S107), which lacks this
segment, is still capable of binding Fyn–SH3 as shown by chem-
ical shift perturbations localized in the proline-rich region [11].
However, saturation was not achieved even at a 1:1.2 molar ratio
for this shorter α2-peptide (Supplementary Figure S5), suggest-
ing that the presence of the T62–L68 segment is important for
achieving binding saturation at a 1:1 molar ratio (Figure 5), as
well as being crucial for maintaining the branched phenotype of
the N19-cells (Figures 2A and 2B).

The interaction of 18.5 kDa MBP with Fyn–SH3
involves long-range interactions with no discernible
induced secondary structure and is consistent with
a fuzzy complex
The interactions of SH3–domains with their ligands are modu-
lated by residues flanking, or within, the consensus sequence of
the ligand [34,36,65,66]. In the case of MBP, not only do residues
adjacent to the binding site influence the interaction, but an ad-
ditional portion of MBP that is over 20 residues away is also in-
volved. Although there is little to no change in ordered secondary
structure observed between the free and bound states, 18.5 kDa
MBP (being an IDP) can easily undergo a global conformational
change which would facilitate interactions with residues and/or
regions that are far away from the canonical binding site.

Fuzzy complexes comprise a group of protein–protein interac-
tions within IDPs that do not follow straightforward disorder-to-
order transitions upon binding with their ligand [18,19]. Des-
pite being directly involved in binding, the intrinsically dis-
ordered regions retain their dynamic nature and cannot be de-
scribed by one conformational state when bound [18]. This phe-
nomenon has been observed in a variety of different proteins,
including 18.5 kDa MBP [21,67–70]. The SH3–domain interac-
tions fall into this category, but the SH3–ligands usually exhibit
an increase in their secondary structure propensity, such as a
poly-proline type II conformation [41,71]. In the unbound state,
these SH3–ligands seem to exhibit pre-existing conformations

Figure 5 Chemical shift changes of the (A) Y65 and (B) T95 peaks of the xα2-peptide upon titration of Fyn-SH3
Data were fit to a fractional saturation model [Equation (2)] to obtain the value of KD and the stoichiometry (Supplementary
Table S3).
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Figure 6 Relaxation (15N) and NOE measurements of interactions
of xα2-peptide with Fyn–SH3
(A) Longitudinal (R1) and (B) transverse (R2) relaxation measurements
of the xα2-peptide alone (blue squares), and in the presence of Fyn-
–SH3 (red circles). Relaxation measurements (15N) of the xα2-peptide
alone and in the presence of Fyn–SH3, measured using standard ap-
proaches [55–57]. The relaxation constants and experimental errors
were extracted by exponential curve fitting of the peak heights using
the built-in option of SPARKY [T.D. Goddard and D.G. Kneller, SPARKY
3, University of California, San Francisco] as discussed previously [53].
(C) Heteronuclear NOE measurements of the xα2-peptide alone (blue
squares), and in the presence of Fyn–SH3 (red circles). The steady-state
1H-15N NOE intensities were obtained from the ratio INOE/INONOE of peak
heights in the NOE spectra with and without proton saturation, respect-
ively. The spectra were collected using a standard experiment [55], and
uncertainty in measuring NOE intensities was carried out as described
previously [53].

transiently. These residual structural elements observed in the
unbound state aid in the transition of ensembles to the bound
state.

Interestingly, here, the xα2-peptide showed minimal second-
ary structure propensities in the unbound state, which did not
change upon Fyn–SH3 binding. Despite having two distinct re-
gions involved in SH3–domain binding, the structural ensembles
of the xα2-peptide seem to be minimally restrained at the sec-
ondary structural level. In contrast, the observed broadening of
two separate groups of amide chemical shifts suggests that in the
unbound state, MBP transitions to an ensemble of structures that
have a more compact global fold, without restricting the second-
ary structure dynamics. The literature reports many exceptions to
the PPII target for SH3-domain interaction, such as 310-helices,
but these structures were observed by X-ray crystallography of
peptide-SH3-domain complexes that were better-behaved than
the one studied here [27,36,72]. We consider that a more realistic
scenario here is that MBP samples a variety of conformations
within the SH3-domain pocket, and that these are modulated
by post-translational modifications, such as phosphorylation by
MAPKs at T92 and T95 [8,73]. Although it was expected here
that the proline-rich segment of this IDP would form a PPII con-
formation [41], there are exceptions to this model [74].

We conclude that the interaction of 18.5 kDa MBP with Fyn–
SH3 is another example of ‘fuzzy’ complex formation not neces-
sarily involving coupled folding and binding. The ever-increasing
plethora of publications on IDPs is revealing interactions that
fall outside any new paradigm that is formulated. Two recent
examples are noteworthy. First is the fuzzy complex formed
between prothymosin α (an IDP) and the kelch domain of Keap1
(Kelch-like ECH associated protein 1) [75]. The ProTα remained
highly flexible even when bound to Keap1, and residues flanking
the primary binding motif regulate the binding affinity. Second
is the non-structural protein 5A of hepatitis C virus interacting
with the Bin1-SH3 domain [76]: as here for 18.5 kDa MBP, ad-
ditional non-canonical binding regions with the propensity to
form α-helices are involved, and the α-helicity is diminished in
the complex! We have previously noted that 18.5 kDa MBP has
local disorder-to-order transitions upon association with phos-
pholipid membranes or actin microfilaments, yet much of the
protein remains mobile [21,64,77,78]. The association of MBP
with Ca2 + -calmodulin involves several possible binding targets
[39,40,79,80], yet an NMR spectroscopic structural analysis of a
simplified MBP–peptide (residues D143–S163, murine 18.6 kDa
numbering) demonstrated heterogeneity in the conformations
of the calmodulin, and thus in the complexes [81]. It is note-
worthy that the C-terminal target on 18.5 kDa MBP did undergo
a disorder-to-order (specifically α-helical) transition, though,
in vitro [39].

Concluding remarks and biological significance
It has been suggested that MBP peripherally binds to the oligo-
dendrocyte membrane through folding and insertion of its am-
phipathic α-helices [15,64]. We have shown in molecular dy-
namic simulation studies that insertion of the central α-helix of
MBP potentially presents the adjacent proline-rich region to the
cytoplasm for binding to SH3–domains [22,23]. In the context
of the discussion by Uversky and Dunker [16], we can argue
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that, under true physiological conditions, the proline-rich region
of MBP does not require a pre-formed PPII structure to bind
to Fyn–SH3 per se, nor does binding induce its formation. The
segment T62–L68 has been found to be mobile and solvent-
exposed in a solid-state NMR study of membrane-reconstituted
18.5 kDa MBP [21,77], and thus would also be directly accessible
for interaction with Fyn–SH3. While the tertiary conformation
of 18.5 kDa MBP within myelin remains unknown, much evid-
ence supports a tertiary fold involving at least a hairpin bend at
residue P93 [22,23] which could be instrumental in positioning
the T62–L68 segment closer to the proline-rich region, allowing
it to participate in binding. The interaction of MBP and Fyn,
which would tether the latter to the oligodendrocyte membrane
[9], could be modulated by post-translational modifications in
the proline-rich region of MBP, especially phosphorylation at
T92 and T95. Previous ITC experiments have shown that pseudo-
phosphorylation reduces the magnitude of the heats of interaction
of full-length 18.5 kDa MBP and Fyn–SH3, suggesting reduced
affinity [10]. Molecular dynamic simulations on the MBP-peptide
S72–S107 have shown that phosphorylation of residues T92
and/or T95 could potentially link co-operatively the interaction
of MBP and Fyn–SH3 in two ways [23]. Firstly, phosphoryla-
tion alters the disposition of the central membrane-anchoring
α-helix with respect to the membrane which could modify how
the proline-rich region is presented to the cytoplasm for binding;
and secondly, the formation of salt-bridges involving the phos-
phorylated threonines and basic residues within the proline-rich
region could reduce its flexibility [23]. In light of our finding
here that MBP and Fyn–SH3 forms a dynamic fuzzy complex,
a reduction in conformational freedom in the SH3–ligand could
lead to an altered interaction, beyond affecting simple local elec-
trostatic interactions. In the future, it will be particularly challen-
ging, but necessary, to probe spectroscopically how membrane-
associated 18.5 kDa MBP interacts with SH3–domain contain-
ing proteins and how combinatorial phosphorylation events can
modulate these multifaceted in situ interactions. It is important to
understand these events further because interference in these nor-
mal associations during brain development has been suggested to
result potentially in myelin instability and subsequent pathologies
[10,82–86].
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