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Thermodynamic limit of magnetization corresponding to the intact proton bath usually cannot be trans-
ferred in a single cross-polarization contact. This is mainly due to the finite ratio between the number
densities of the high- and low-gamma nuclei, quantum–mechanical bounds on spin dynamics, and Hart-
mann–Hahn mismatches due to rf field inhomogeneity. Moreover, for fully hydrated membrane proteins
refolded in magnetically oriented bicelles, short spin-lock relaxation times (T1q) and rf heating can fur-
ther decrease cross polarization efficiency. Here we show that multiple equilibrations-re-equilibrations
of the high- and low-spin reservoirs during the preparation period yield an over twofold gain in the mag-
netization transfer as compared to a single-contact cross polarization (CP), and up to 45% enhancement as
compared to the mismatch-optimized CP-MOIST scheme for bicelle-reconstituted membrane proteins.
This enhancement is achieved by employing the differences between the spin–lattice relaxation times
for the high- and low-gamma spins. The new technique is applicable to systems with short T1q’s, and
speeds up acquisition of the multidimensional solid-state NMR spectra of oriented membrane proteins
for their subsequent structural and dynamic studies.

� 2011 Elsevier Inc. All rights reserved.
As for virtually every spectroscopic measurement, signal-to-
noise ratio plays perhaps the most critical role in the acquisition
and interpretation of solid-state NMR spectra of macroscopically
aligned samples. This method has recently demonstrated the capa-
bility of providing remarkable detail about the conformations of
membrane proteins in their native-like, fully hydrated lipid environ-
ment at nearly atomic resolution [1]. Magnetically aligned bicelles
[2,3] have the potential of advancing this technique even further
since they provide superior spectral resolution as compared to glass
plates [4–6]. However, the necessity to detect dilute spins in such
strongly proton-coupled systems is inherently connected with the
problem of low sensitivity. As a result, the acquisition of multidi-
mensional solid-state NMR spectra can take several days. Usually,
magnetization enhancement for the dilute spins during the prepara-
tion period is achieved via the cross-polarization (CP) method [7] un-
der the Hartmann-Hahn matching conditions [8]. Numerous
improvements of the method have been proposed, including ramped
CP [9], CP-MOIST [10,11], CP involving simultaneous phase inversion
[12], variable-amplitude CP [13], selective-excitation RELOAD-CP
technique [14], frequency-modulated CP [15], and CP-COMPOZER
[16]. The latter two techniques have shown their robustness with re-
spect to Hartmann–Hahn mismatches and the capability of improv-
ll rights reserved.

zorov).
ing the signal to noise ratio by up to 20–25% for aligned samples
[15,17]. However, only a part of the overall magnetization is trans-
ferred from the abundant proton bath to the dilute spins in a single
cross-polarization contact [18]. This can be due to the finite ratio
of the total number of protons with respect to that of the low-gamma
spins, as well as relaxation effects. In addition, universal or quan-
tum–mechanical bounds on spins dynamics [19] may play a role,
thus further limiting the amount of the maximum transferred qua-
si-stationary magnetization [10,20]. The classical multiple-contact
scheme [7] can be employed to further enhance the magnetization
transfer from the protons to the dilute spins in static and spinning
solids. However, for membrane proteins reconstituted in magneti-
cally aligned bicelles [4], this scheme may not be appropriate due
to the relatively short T1q relaxation times [21] (typically up to sev-
eral milliseconds) inherent to the liquid-like bilayers and uniaxially
rotating membrane proteins [22,23]. In such samples, the proton
spin-lock responsible for the successive enhancement of magnetiza-
tion would be lost during the first acquisition period (typically
10 ms). Moreover, substantial heating of the sample would take
place if the protons are irradiated for 30 ms or longer during the mul-
tiple contacts. Therefore, CP-MOIST and ramped CP currently remain
the most widely used methods to enhance 15N magnetization in
uniaxially aligned membrane protein systems. Here we employ an
alternative scheme [24] based on repetitive short CP contacts during
the preparation period that circumvents the above thermodynamic
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and quantum–mechanical bounds and the issue of short T1q’s. This
pulse sequence (which we term here as REP-CP) yields more than a
factor two enhancement of magnetization as compared to a single-
contact CP for membrane proteins refolded in bicelles, and up to
45% on average improvement as compared to CP-MOIST. The REP-
CP sequence is based on multiple equilibration-re-equilibrations of
the two spin reservoirs, and is depicted in Fig. 1. Consider NI abun-
dant and NS dilute spins (e.g. 15N nitrogens) with the gyromagnetic
ratios cI and cS, respectively. After each CP-contact followed by
two flip-back pulses and the z-filter, the protons are re-equilibrated
to the lattice temperature. After two simultaneous 90-degree pulses
followed by the application of radiofrequency irradiation with the
amplitude B1I for the protons and B1S for the nitrogens, the spin tem-
perature of the latter equilibrates with that of the proton bath, ini-
tially at the temperature T0 (in the tilted frame). Assuming that the
two spin systems are at thermodynamic equilibrium at all times,
we write for the conservation of energy in the doubly tilted rotating
frame [18] after each contact:

�b0CIB
2
1I � bn�1CSB2

1S ¼ �bnðCIB
2
1I þ CSB2

1SÞ ð1Þ

Here the symbol bn denotes the inverse spin temperature in the
tilted frame after the nth contact, b0 ¼ �h=kBT0, and
CI ¼ 1=3c2

I �hIðI þ 1ÞNI and CS ¼ 1=3c2
S �hSðSþ 1ÞNS are the Curie con-

stants for the I and S spins, respectively. In establishing the above
relation, we have also assumed that the spin–lattice relaxation time
of the dilute spins is much longer than that of the high-gamma abun-
dant spins. Consequently, the inverse spin temperature of the low-
gamma spins, bn�1, remains constant after the previous contact if
the z-filter is sufficiently short. At the exact Hartmann–Hahn match
for S = I = 1/2, cIB1I = cSB1S, the above equation can be rewritten as:

bn ¼
b0 þ ebn�1

1þ e
ð2Þ

where � = NS/NI < 1. The final spin temperature of the I–S system
after n contacts can be obtained by summing up a geometric pro-
gression, which yields:

bn ¼
b0

1þ e
Xn�1

k¼0

e
1þ e

� �k

¼ b0 1� e
1þ e

� �n� �
! b0; n!1 ð3Þ

In contrast to the original multiple-contact experiment [7], the
convergence (albeit a very fast one for small values of �) is achieved
to the inverse spin temperature b0 instead of being proportional to
b0/� (which would have been a much more desirable behavior
since � < 1). This simplified thermodynamic treatment implies that
even if the ratio between the number of protons and that of the di-
Fig. 1. The REP-CP pulse sequence employing repetitive CP contacts during the
preparation period and experimentally observed enhancement for NMR spectra for
Pf1 coat protein reconstituted in magnetically aligned bicelles. Single-contact CP
(dotted line); CP-MOIST (dashed line); REP-CP (solid line). A twofold gain in the
signal-to-noise ratio is obtained for the case of REP-CP as compared to the
conventional CP, and a 45% gain over CP-MOIST. All experiments have equal total
experimental times; 50 Hz exponential line broadening has been applied.
lute spins is finite, one can nevertheless equilibrate them to the
same spin temperature corresponding to the intact proton bath.
Having equal amounts of magnetization on both nitrogen spins
and protons is advantageous for multidimensional separated local
field (SLF) experiments in order to minimize the positive or nega-
tive zero-frequency peaks such as those observed in PISEMA [25]
or SAMPI4 [26]. For instance, if � = 0.13 (7–8 protons per nitrogen
spin, the ratio typical for proteins), after one CP contact resulting in
the nitrogen spin-locking temperature b0(1 + �)�1 only 88% of the
intact proton bath temperature will be transferred. However, after
just two re-equilibrations this number will increase to 99%. It
should be noted that T1q relaxation and Hartmann–Hahn mis-
matches due to rf field inhomogeneity have not been explicitly ta-
ken into account by Eq. (1), which may yield even lower
magnetization transferred in each contact. Moreover, there is an
additional factor that may limit the final amount of magnetization.
A recent many-body quantum–mechanical treatment [24] has
shown that a single nitrogen spin never achieves full thermody-
namic contact with the proton bath even under perfect Hart-
mann–Hahn matching conditions. Briefly, for a system consisting
of a single nitrogen spin and NI protons, the density matrix q(t)
obeys unitary evolution in the doubly tilted rotating frame:

qðtÞ ¼ e�iHT tIzeiHT t ð4Þ

Here the truncated CP Hamiltonian for the IS system, HT, is given
by:

HT ¼
1
4

XNI

n¼1

anðSþIðnÞ� þ S�IðnÞþ Þ �
1
2

XNI

i<j

bij
3
2
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1
2
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� �
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where the an are the coupling constants describing the dipolar
interactions between the S spin (nitrogen) and the I spins (protons),
and bij are the coupling constants for the homonuclear interactions.
The quasistationary amount of normalized transferred magnetiza-
tion is calculated as [24]:

MSð1Þ ¼ lim
t!1

TrðSze�iHT tIzeiHT tÞ
TrðS2

z Þ
¼ 1� 2�NIþ1

X
k

jhk0jSzjkij2 < 1 ð6Þ

where the summation is carried over the eigenvectors indexed by k
and k0 that correspond to the same degenerate eigenvalues of the
Hamiltonian, HT. The standard bra-ket notation is used to designate
the matrix elements of the operator Sz. Many-spin simulations have
shown that the quasi-stationary limit of the transferred magnetiza-
tion, Eq. (6), converges to a value of around 0.84 [24]. Therefore, the
nitrogen spin temperature as given by Eq. (2) should be corrected
by this factor at each transfer step. The combination of the above
quantum–mechanical (84%) and thermodynamic bounds (88%)
would result in the single-step CP enhancement of around 74% rel-
ative to the maximum thermodynamic limit (i.e. cH/cN). Hartmann–
Hahn mismatches and loss of spin-lock due to T1q relaxation could
lower this amount even further. Disregarding the additional losses,
the theoretical gain factor for REP-CP is thus estimated to be 1.35
relative to a single-contact CP.

The method of multiple equilibrations of high- and low-gamma
spins has been applied to Pf1 coat protein both in the phage form
and reconstituted in magnetically aligned bicelles [5]. Uniformly
15N-labeled Pf1 phage sample was purchased from Hyglos GmbH
(Regensburg, Germany). To isolate the protein, the sample was dis-
solved in 1 ml of TFE (50%)/TFA (0.1%) in order to remove the DNA,
and the soluble fraction was isolated and lyophilized. About 6 mg
of pure lyophilized protein was reconstituted in DMPC/DHPC (at
3:1 M ratio) bicelles as previously described [27]. All experiments
have been performed on a Bruker Avance II spectrometer operating
at 500 MHz 1H frequency with Topspin 2.0 software. A commercial
Bruker 5 mm round low-E coil probe was used. For the bicelle-



Fig. 2. SAMPI4 experiments for Pf1 coat protein reconstituted in magnetically aligned bicelles acquired at 500 MHz proton frequency. (A) REP-CP enhanced SAMPI4 (14 scans
for each t1 increment); (B) CP-MOIST enhanced SAMPI4 (16 scans). Representative slice along 3 kHz in the dipolar dimension shows that that superior sensitivity is obtained
in part A (with 6 REP-CP contacts, 300 ls each, 0.15 s z-filter time) as compared to CP-MOIST with a single 1 ms contact (part B). The experimental time was 1 h and 42 min
for each experiment.
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reconstituted protein, the sample temperature was maintained at
38 �C, 6 s recycle delay and 40.3 kHz B1 fields were used. The z-fil-
ter time was chosen as short as possible to shorten the overall
length of the experiment, on the one hand, and to minimize the
losses of 15N magnetization due to proton-driven spin diffusion,
on the other. At the same time, however, the z-filter should be suf-
ficiently long to let the proton bath equilibrate to the lattice tem-
perature after each flip-back pulse. Optimal z-filter times of less
than 1 s have been found. Increasing the z-filter time to greater
than 1 s yielded considerable loss in intensity due to proton-driven
spin diffusion (results not shown).

As expected for biological samples having T1q’s of several milli-
seconds [21], which is shorter than the acquisition period (typi-
cally about 10 ms), the original multiple-contact scheme [7] is
not very efficient. Experiments on 15N-labeled Pf1 phage (see Sup-
plementary material) have demonstrated that for the same num-
ber of transients, the signal-to-noise ratio is even less than for
the single-contact CP-MOIST experiment [10,11] since more noise
than signal is acquired during the subsequent contacts. For Pf1 coat
protein reconstituted in magnetically aligned bicelles, 15N-de-
tected proton T1q experiment (see Supplementary material) has
yielded the T1q relaxation time of 4.3 ms, which would make the
multiple contacts also prohibitive for such systems. The spin–lat-
tice relaxation time for the protons has been determined by an
15N-detected proton inversion recovery, which yielded T1Z = 1.3 s.
While the experimentally found optimal time of the z-filter for
the bicelle-reconstituted protein (0.15 s) is much shorter than 1H
T1Z, in combination with the flip-back pulses it appears to be suffi-
cient to re-equilibrate the proton bath to the lattice temperature,
and thus achieve the successive 15N magnetization enhancement.
This is due to the fact that the amide protons, which donate most
of the magnetization to the nitrogen spins, are quickly re-equili-
brated by the rest of the proton bath by spin diffusion. A very sim-
ilar mechanism of an accelerated T1 relaxation was observed for
the carbonyl carbons in the RELOAD-CP experiment employing
selective excitation pulses [14]. Fig. 1 shows an overlay of the
REP-CP experiment (5 CP-MOIST contacts each having 300 ls con-
tact time, 0.15 s z-filter time), CP-MOIST, and CP (with a 300 ls
contact time). (The parameters for REP-CP may need to be opti-
mized depending on the type of sample; fewer numbers of contacts
can also be used since most of the magnetization is transferred
from the protons to the nitrogen spins after as little as 3–4 con-
tacts.) One thousand twenty-four transients were acquired in the
conventional CP and CP-MOIST experiments; whereas 930 scans
were acquired for the REP-CP experiment (resulting in equal total
times for each experiment of 1 h and 42 min). It should be noted
that the single-contact CP-MOIST sequence [10,11] already yields
an over 50% enhancement as compared to the conventional CP
(the integral ratio between the two spectra is 1.55). This observa-
tion may indicate that in magnetically aligned bicelles it is difficult
to satisfy the exact Hartmann–Hahn match for every protein spe-
cies present in the sample, possibly due to rf field inhomogeneity
and/or sample heating [17]. Notably, more than a factor-two gain
in intensity is achieved by the REP-CP experiment as compared
to the single-contact CP experiment (the integral ratio between
the two spectra is 2.2), and about a 45% gain in the signal-to-noise
ratio when compared to the CP-MOIST. A comparison of the REP-CP
spectrum with direct-excitation 15N spectrum for the transmem-
brane helix region (see Supplementary material) has yielded from
9 to 13-fold intensity enhancement depending on the spectral po-
sition, with the integral ratio taken over the helical regions equal to
9.8. Taking into account the very low sensitivity obtainable by di-
rect 15N excitation, these gain values on average correspond to the
ratio cH/cN. It should also be noted that for Pf1 phage the enhance-
ment factor for the REP-CP was only 1.51 as compared to a single-
contact CP, and 1.25 as compared to CP-MOIST (see Supplementary
material). This would mean that, for the more rigid phage samples,
a single-contact CP is more efficient than for the more dynamic bi-
celle-reconstituted proteins which are rapidly re-orienting about
the axis perpendicular to the main magnetic field. An even lower
(<20%) enhancement was previously observed for a single crystal
of n-aceyl Leucine [24], which has a much higher proton-to-nitro-
gen ratio (15:1), on the one hand, and virtually no dynamics on the
other, thus yielding greater single-contact CP efficiencies. This is-
sue merits additional investigation as it may allow one to study
semi-quantitatively the dynamics of membrane proteins by com-
paring the relative amounts of the transferred cross-polarization
as compared to the single-contact CP and, whenever feasible, to di-
rect excitation of the low-gamma nuclei.

Such an enhancement can appreciably speed up the acquisition
of multidimensional NMR data. Fig. 2 shows two-dimensional
SAMPI4 [26] spectra for the bicelle-reconstituted Pf1 coat protein
acquired with only 14 transients per each of the 64 t1 increments
for the REP-CP and 16 scans for the CP-MOIST enhanced SAMPI4
(resulting in less than 2 h total time per experiment). It can be seen
that the application of repetitive CP contacts during the prepara-
tion period is sufficient to detect all peaks in the spectrum;
whereas if the initial enhancement is made via CP-MOIST more
scans would be necessary. A comparison of the signal-to-noise
ratios for 21 fully resolved resonances in the transmembrane a-
helical region [5] of the Pf1 protein (performed at 128 scans; see
Supplementary material) is shown in Fig. 3. As can be seen, the



Fig. 3. Comparison of the signal-to-noise ratios for 21 resolved resonances in the a-
helical transmembrane region of Pf1 coat protein. Solid-dotted line: REP-CP
enhanced SAMPI4 (128 scans, other parameters are as in Fig. 2); dashed-dotted
line: CP-MOIST enhanced SAMPI4 (128 scans). For select peaks the gain is up to 60%
with an average gain of 35%.
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use of the REP-CP scheme of Fig. 1 has yielded up to 60% intensity
enhancement for some peaks as compared to CP-MOIST SAMPI4
(with an average enhancement of 35%). Such a gain in sensitivity
would amount to reducing the overall time of the experiment
which otherwise would have been required to achieve the same
signal-to-noise ratio by a factor of 1.8. In combination with the re-
cently developed selective evolution technique [28,29] even great-
er signal-to-noise enhancements can be expected in the SLF
experiments. In addition, the use of the above methods in combi-
nation with paramagnetic T1 relaxation enhancers [30] may con-
siderably reduce the z-filter lengths and the overall acquisition
time for NMR of oriented membrane proteins.

In conclusion, the REP-CP cross-polarization scheme based on
multiple equilibration-re-equilibration of the high- and low-gam-
ma reservoirs has yielded a significant gain in the signal-to-noise
ratio as compared to conventional cross-polarization. Contrary to
only a marginal (12%) enhancement expected from the conserva-
tion of energy argument under the assumption of thermodynamic
equilibrium, and experimentally observed in single crystals [24], a
twofold enhancement has been obtained for Pf1 coat protein recon-
stituted in magnetically aligned bicelles. This is primarily due to a
combination of thermodynamic bounds (finite ratios of the num-
bers of high- and low-gamma spins in proteins) and quantum
mechanical bounds on spin dynamics resulting in reduced quasi-
equilibrium magnetization transferred to the low-gamma spins in
a single CP contact. Furthermore, Hartmann–Hahn mismatches
due to rf field inhomogeneity, protein and bilayer dynamics, rf heat-
ing, and T1q relaxation, can further considerably reduce the amount
of the transferred magnetization for fully hydrated biological sam-
ples. Regardless of the type of losses, however, repetitive CP con-
tacts during the preparation period would bring the two spin
reservoirs to the spin temperature corresponding to the intact pro-
ton bath. The proposed REP-CP scheme can also be applied to other
NMR samples where the T1q relaxation times are short.
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Supplementary data associated with this article can be found, in
the online version, at doi:10.1016/j.jmr.2011.06.028.

References

[1] M. Sharma, M.G. Yi, H. Dong, H.J. Qin, E. Peterson, D.D. Busath, H.X. Zhou, T.A.
Cross, Insight into the mechanism of the influenza a proton channel from a
structure in a lipid bilayer, Science 330 (2010) 509–512.

[2] C.R. Sanders, B.J. Hare, K.P. Howard, J.H. Prestegard, Magnetically oriented
phospholipid micelles as a tool for the study of membrane-associated
molecules, Prog. NMR. Spectrosc. 26 (1994) 421–444.

[3] K.J. Glover, J.A. Whiles, G. Wu, N.-J. Yu, R. Deems, J.O. Struppe, R.E. Stark, E.A.
Komives, R.R. Vold, Structural evaluation of phospholipid bicelles for solution-
state studies of membrane-associated biomolecules, Biophys. J. 81 (2001)
2163–2171.

[4] A.A. De Angelis, A.A. Nevzorov, S.H. Park, S.C. Howell, A.A. Mrse, S.J. Opella,
High-resolution NMR spectroscopy of membrane proteins in ‘‘unflipped’’
bicelles, J. Am. Chem. Soc. 126 (2004) 15340–15341.

[5] S.H. Park, F.M. Marassi, D. Black, S.J. Opella, Structure and dynamics of the
membrane-bound form of Pf1 coat protein: implications of structural
rearrangement for virus assembly, Biophys. J. 99 (2010) 1465–1474.

[6] S.H. Park, S.J. Opella, Triton X-100 as the ‘‘Short-Chain Lipid’’ improves the
magnetic alignment and stability of membrane proteins in
phosphatidylcholine bilayers for oriented-sample solid-state NMR
spectroscopy, J. Am. Chem. Soc. 132 (2010) 12552–12553.

[7] A. Pines, M.G. Gibby, J.S. Waugh, Proton-enhanced NMR of dilute spins in
solids, J. Chem. Phys. 59 (1973) 569–590.

[8] S.R. Hartmann, E.L. Hahn, Nuclear double resonance in the rotating frame,
Phys. Rev. 128 (1962) 2042–2053.

[9] G. Metz, X.L. Wu, S.O. Smith, Ramped-amplitude cross-polarization in magic-
angle-spinning NMR, J. Magn. Reson. Ser. A. 110 (1994) 219–227.

[10] M.H. Levitt, D. Suter, R.R. Ernst, Spin dynamics and thermodynamics in solid-
state NMR cross polarization, J. Chem. Phys. 84 (1986) 4243–4255.

[11] M. Levitt, Heteronuclear cross polarization in liquid-state nuclear magnetic
resonance: mismatch compensation and relaxation behavior, J. Chem. Phys. 94
(1991) 30–38.

[12] X.L. Wu, K.W. Zilm, Cross-polarization with high-speed magic-angle spinning,
J. Magn. Reson. Ser. A 104 (1993) 154–165.

[13] O.B. Peersen, X.L. Wu, S.O. Smith, Enhancement of CP-MAS signals by variable-
amplitude cross-polarization – compensation for inhomogeneous B1 fields, J.
Magn. Reson. Ser. A 106 (1994) 127–131.

[14] J.J. Lopez, C. Kaiser, S. Asami, C. Glaubitz, Higher sensitivity through selective
13C excitation in solid-state NMR spectroscopy, J. Am. Chem. Soc. 131 (2009)
15970–15971.

[15] H. Kim, T.A. Cross, R.Q. Fu, Cross-polarization schemes for peptide samples
oriented in hydrated phospholipid bilayers, J. Magn. Reson. 168 (2004) 147–152.

[16] M. Fukuchi, A. Ramamoorthy, K. Takegoshi, Efficient cross-polarization using a
composite 0 degrees pulse for NMR studies on static solids, J. Magn. Reson. 196
(2009) 105–109.

[17] S.V. Dvinskikh, K. Yamamoto, U.H.N. Durr, A. Ramamoorthy, Sensitivity and
resolution enhancement in solid-state NMR spectroscopy of bicelles, J. Magn.
Reson. 184 (2007) 228–235.

[18] R.R. Ernst, G. Bodenhausen, A. Wokaun, Principles of Nuclear Magnetic
Resonance in One and Two Dimensions, Oxford University Press, Oxford, 1987.

[19] O.W. Sorensen, A universal bound on spin dynamics, J. Magn. Reson. 86 (1990)
435–440.

[20] R. Brüschweiler, Nuclear spin relaxation and non-ergodic quasi-equilibria,
Chem. Phys. Letts. 270 (1997) 217–221.

[21] F. Tian, T.A. Cross, Dipolar oscillations in cross-polarized peptide samples in
oriented lipid bilayers, J. Magn. Reson. 125 (1997) 220–223.

[22] A.A. Nevzorov, A.A. De Angelis, S.H. Park, S.J. Opella, in: A. Ramamoorthy (Ed.),
NMR Spectroscopy of Biological Solids, Marcel Dekker, New York, 2005, pp.
177–190.

[23] S.H. Park, A.A. Mrse, A.A. Nevzorov, A.A. De Angelis, S.J. Opella, Rotational
diffusion of membrane proteins in aligned phospholipid bilayers by solid-state
NMR spectroscopy, J. Magn. Reson. 178 (2006) 162–165.

[24] A.A. Nevzorov, Ergodicity and efficiency in cross-polarization of NMR of static
solids, J. Magn. Reson. 209 (2011) 161–166.

[25] C.H. Wu, A. Ramamoorthy, S.J. Opella, High-resolution heteronuclear dipolar
solid-state NMR spectroscopy, J. Magn. Reson. A. 109 (1994) 270–272.

[26] A.A. Nevzorov, S.J. Opella, Selective averaging for high-resolution solid-state
NMR spectroscopy of aligned samples, J. Magn. Reson. 185 (2007) 59–70.

[27] A.A. De Angelis, S.J. Opella, Bicelle samples for solid-state NMR of membrane
proteins, Nature Protocols 2 (2007) 2332–2338.

[28] T. Gopinath, G. Veglia, Sensitivity enhancement in static solid-state NMR
experiments via single- and multiple-quantum dipolar coherences, J. Am.
Chem. Soc. 131 (2009) 5754–5756.

[29] T. Gopinath, N.J. Traaseth, K. Mote, G. Veglia, Sensitivity enhanced
heteronuclear correlation spectroscopy in multidimensional solid-state NMR
of oriented systems via chemical shift coherences, J. Am. Chem. Soc. 132
(2010) 5357–5363.

[30] N.P. Wickramasinghe, M. Kotecha, A. Samoson, J. Past, Y. Ishii, Sensitivity
enhancement in C-13 solid-state NMR of protein microcrystals by use of
paramagnetic metal ions for optimizing H-1 T-1 relaxation, J. Magn. Reson.
184 (2007) 350–356.

http://dx.doi.org/10.1016/j.jmr.2011.06.028

	Repetitive cross-polarization contacts via equilibration-re-equilibration of the proton bath: Sensitivity enhancement for NMR of membrane proteins  reconstituted in magnetically aligned bicelles
	Acknowledgments
	Appendix A Supplementary material
	References


