
Eur. Phys. J. D 20, 513–530 (2002)
DOI: 10.1140/epjd/e2002-00157-4 THE EUROPEAN

PHYSICAL JOURNAL D

Toward direct determination of conformations of protein building
units from multidimensional NMR experiments III

A theoretical case study of For–L-Phe–NH2

A. Perczel1,a and A.G. Császár2,b
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Abstract. Chemical shielding anisotropy tensors have been determined, within the GIAO-RHF formalism
using a smaller [6-31+G(d)] and two medium-size basis sets [6-311++G(d,p) and TZ2P], for all elements of
the conformational library (altogether 27 structures) of the hydrophobic model peptide For–L-Phe–NH2.
The individual chemical shifts and their conformational averages have been compared to their experimental
counterparts taken from the BioMagnetic Resonance Bank (BMRB). At the highest level of theory applied,
for all nuclei but the amide proton, deviations between statistically averaged theoretical and experimental
chemical shifts are as low as a few percent. One-dimensional (1D) chemical shift – structure plots do
not allow unambiguous identification of backbone conformations. On the other hand, on chemical shift
– chemical shift plots of selected nuclei, e.g., 1HN with 15N or 15N with 13Cα, regions corresponding to
major conformational motifs have been found, providing basis for the identification of peptide conformers
solely from NMR shift data. The 2D 1Hα–13Cα as well as the 3D 1Hα–13Cα–13Cβ chemical shift – chemical
shift plots appear to be of special importance for direct determination of conformations of protein building
units from multidimensional NMR experiments. 48 pairs of 1Hα–13Cα data for phenylalanine residues
have been extracted from 18 selected proteins and compared to relevant ab initio results, supporting the
calculated results. Thus, the appealing idea of establishing backbone folding information of peptides and
proteins from chemical shift information alone, obtained from selected multiple-pulse NMR experiments
(e.g., 2D-HSQC, 2D-HMQC, and 3D-HNCA), has received further support.

PACS. 31.15.Ar Ab initio calculations – 33.25.+k Nuclear resonance and relaxation

1 Introduction

In the age of proteomics, when the full genes of over
800 species are known [1], among which the humane
genome is undoubtedly the most important one, new
approaches are required for the structure elucidation of
biomolecules. For rational drug design structural biology
requires more and more three-dimensional (3D) structures
of proteins. In the near future an increased number of pro-
teins will be expressed, produced in considerable quanti-
ties, and studied using different fast throughput screening
techniques [2]. Thus, an important aim is the development
of “fast” 3D structure determination methods for proteins
at “low resolution”. A quick and direct way to determine
the backbone fold of proteins in solution from multidimen-
sional nuclear magnetic resonance (NMR) spectroscopy
would be extremely rewarding [3].

Today the full resonance assignment, a prerequisite
for the commonly used structure determination proce-
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dures, of small or medium-size proteins (up to 15–30 kDa)
with 13C, 15N (and perhaps 2H) enriched nuclei can be
achieved without any reliance on nuclear Overhauser ef-
fect (NOE) information. Resonance assignments are done
through specific sets of standardized 3D and 4D NMR
experiments [e.g., HNCA, HN(CO)CA, CBCA(CO)NH,
HBHA(CO)NH, CC(CO)NH, HCC(CO)NH, and HCCH-
TOCSY] [4–6], all based on alternative coherence trans-
fer strategies through homo- and heteronuclear couplings.
Under optimal conditions the time required for the exe-
cution of a carefully selected set of experiments can be
decreased to a few weeks. The most straightforward part
of the subsequent automated resonance assignment and
validation procedure is the sequential backbone assign-
ment. Nevertheless, even if full resonance assignment is
obtained without the use of NOE-type data the only rou-
tine technique available at present for structure determi-
nation of biomolecules relies on acquiring a large number
of constraints, obtained primarily from NOE-type data
converted to proton-proton distances [7–16]. These of-
ten redundant geometrical data can be augmented with
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selected dihedral angle, H-bond, and residual dipolar cou-
pling information [17–21], providing an even more com-
plete set of constraints for determination of the solution
structure. This tedious part of the resonance assignment
procedure is not yet automated and increases the time re-
quired for obtaining even a low-resolution 3D structure of
a medium-size protein to months if not to years.

There are alternative routes to the use of NOEs for the
quick determination of the mainchain fold. A promising
approach is based on residual dipolar couplings [17–21].
The direct use of chemical shift (CS) information for struc-
ture determination offers another approach [22–39], inves-
tigated in detail below.

It is well established experimentally that the CS of
a nucleus of an amino-acid residue is often different at
different sites of the protein. (This is in fact what en-
ables resonance assignments.) NMR signal dispersion is
due to several factors, among which local conformation
can be an important one. If the conformational effect dom-
inates, the information on dihedral angles could be re-
trieved from CSs. An increasing number of chemical shifts
of proteins are now available in databases (e.g., the Bio-
magnetic Resonance Bank (BMRB) [40] and Ref. [41]),
open for statistical analysis. Despite all the effort devoted
to this topic [22–39], it is not yet clear whether CSs are
good enough markers for all characteristic conformational
elements that make up proteins and can thus circumvent
the use of NOEs for structure determination. This pos-
sibility is further explored in this communication using
For–L-Phe–NH2 as our model.

Although longer polypeptides and especially proteins
can exhibit a unique and often well-defined fold, their
fragments and building units are inherently flexible. Few
details are known about how torsional angles of amino
acid residues take their “stable” values when incorporated
in proteins. Unlike experiments, computations can deter-
mine, at least in principle, the library of all accessible
conformers of any amino acid residue. We believe that
considering each and every possible conformer is the only
way to prove that CS information is indeed useful in itself
for determination of the dihedral angle space of proteins.
Therefore, theoretical conformational analyses of compu-
tationally accessible model systems, like For–L-Phe–NH2,
are of considerable utility and relevance [42,43] and must
antedate related theoretical NMR investigations.

Experimental and computational studies have clearly
shown a few structure-induced CS changes in proteins
(e.g., for 1H with a range of ≈2 ppm, for 13Cα with a
range of ≈8 ppm, for 15N with a range of ≈25 ppm, and
for 17O with a range of ≈10 ppm). Among these rela-
tionships correlation of the α-helix and the β-sheet sec-
ondary structures with 13Cα CS alterations was estab-
lished first [35,38,39]. Initiated by the study of Jiao and
co-workers [44], it became clear that in glycine residues
the 13Cα CS values shift with respect to their random
coil value, δrc, both in the alpha helical conformation
(≈ 2.3 ppm downfield shift) and in the extended confor-
mation (≈ 2.9 ppm upfield shift). Alanine diamide mod-
els (e.g., For–L-Ala–NH2) [24,45] were the subject of fur-

ther computational studies with similar results. Analysis
of experimental chemical shift data during an unfolding
study of myoglobin [46] has shown that for all Ala residues
within the protein 13Cα, 13Cβ , 1Hα, and 1Hβ CS values
tend to reach, under denaturing conditions (low pH and
high urea concentration), their respective random coil val-
ues. Thus, when proteins are folded the individual CS val-
ues should reflect the secondary and tertiary structure of
the macromolecule.

Amino acid residues larger than Ala need to be inves-
tigated in order to determine the effect the side chains
have on the shielding properties of the peptide backbone.
The hydrophobic amino acid residue next in size to Ala
is valine (Val). We have recently published [47] an ab ini-
tio conformational library for valine diamide confirming
that Val is also a good conformational model of amino
acid residues Ile and Leu. Furthermore, we have found
that gas-phase conformational preferences of these models
show strong correlation with structures derived from the
hydrophobic cluster(s) of proteins. In other words, con-
formers which are most frequently found in proteins are
the ones with the lowest ab initio relative energies. Thus,
we believe that NMR shielding properties of hydrophobic
residues (e.g., those of For–L-Val–NH2) [25] make NMR
CS computations even more closely related to experimen-
tal results than otherwise expected. De Dios and Oldfield
[37c] concluded that substitution on Cα induces a larger
shielding shift on Cβ than on Cα. In another related study
Pearson and co-workers [50] showed that in a protein like
nuclease the [φ, ψ] values of Val residues can be estimated
from Cα chemical shifts.

Although the number of experimental NMR chemi-
cal shifts for proteins increases rapidly, at present the
most viable strategy for establishing and probing struc-
ture – chemical shift relationships is offered by the use of
ab initio electronic structure theory [24–27,48–52]. Most
ab initio computations related to the NMR spectroscopy
of peptides and proteins have focused on the determina-
tion of chemical shielding tensors for selected nuclei and
the calculation of chemical shielding isotropy (CSI), chem-
ical shielding anisotropy (CSA), and CS values.

Nitrogen-, proton-, and C′ (the carbon of the carbonyl
group) CSs of the amide groups show a noticeable res-
onance shift due to sequential neighboring effect. (This
holds both for folded and for unfolded states of proteins.)
However, the Cα and Hα nuclei are likely to be the least
dependent on sequential information, and the most depen-
dent on local fold. This offers the possibility of determining
the 3D structure of peptides and proteins.

The effect of intramolecular H-bonds on shield-
ings was established by the gauge-including atomic or-
bital restricted Hartree–Fock (GIAO–RHF) method [53,
54] on molecules containing only a few atoms (e.g.,
N-methylacetamide interacting with formamide [55,56])
and on systems of considerably larger size (e.g., For-
(Ala)5-NH2) [56]. Not surprisingly, the most significant
perturbation caused by H-bonding was observed on the
carbon atom of the carbonyl groups directly involved in
the formation of the hydrogen bond [57].
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In summary, most conformationally dependent NMR
calculations on peptide models suggest that it is possible
to derive certain information on backbone (and possibly
on side-chain) fold from Cα CS values. Having presented
data on a typical hydrophobic but non-aromatic residue,
valine [25], in this paper we provide ab initio computed
CS information for phenylalanine (Phe), a hydrophobic
and aromatic residue.

To the best of our knowledge no detailed NMR chemi-
cal shielding studies were published on phenylalanine con-
taining peptide model systems. However, limited informa-
tion on NMR properties of aromatic amino acid residues
is available from the literature. One of the pioneering
studies was performed by Toma et al. [58], who analysed
the preferred solution structure and calculated conform-
ers of dermorphin, a molecule containing three aromatic
amino acid residues, two tyrosines and a phenylalanine.
Recently, using two cyclic heptapeptides, both contain-
ing a phenylalanine residue, an ab initio study was pub-
lished on the transferability of atomic solvation parame-
ters [59]. Molecules as large as bradykinin, which contains
two phenylalanine residues, were investigated using molec-
ular mechanics to identify candidates of low-energy struc-
tures to assist NMR investigations [60]. The conforma-
tional properties of a cyclic retro-dipeptide along with its
parent cyclic dipeptide, cyclo(L-Tyr-L-Phe), were studied
by 1H NMR and by semiempirical energy calculations [61].

In proteins most phenylalanines are buried, often con-
tributing to the hydrophobic core region of the globular
system, where water is mostly excluded. Thus, ab initio
results, obtained for hydrophobic amino acid residues, are
representative of “real” hydrophobic diamide units folded
in aqueous media [25]. Our systematic effort already cov-
ers model systems that incorporate glycine, alanine, and
valine amino acid residues [24,25]. Here we report a li-
brary consisting structural and CS information of pheny-
lalanine using its diamide model, For–L-Phe–NH2. It is
our belief that by performing even a simple statistical
analysis of the available data we have our best chance
to filter out structure–structure, structure–chemical shift,
and chemical shift–chemical shift correlations. We note
in passing that in this paper we have not studied in an
explicit manner the well-known aromatic ring effect on
shieldings. Most of our effort was concentrated on find-
ing and correlating NMR CSs of selected nuclei with the
main-chain fold.

2 Computational details

Schematic representation of the constituent atoms of our
model system, For–L-Phe–NH2, is shown in Figure 1. Av-
erage chemical shifts, usually called random coil shift val-
ues, δrc, of all relevant nuclei are reported therein, as taken
from the BioMagnetic Resonance Bank (BMRB) [40].

In search of the lowest appropriate theoretical level and
basis set to calculate NMR chemical shielding anisotropy
(CSA) tensors Laws and co-workers [62] have tested sub-
standard (STO-3G) and split-valence basis sets [3-21G,
4-31G, and 6-311+G(2d)] for the Ala and Val amino acid
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Fig. 1. The For–L-Phe–NH2 peptide model.

residues. They found that chemical shifts determined by
using smaller basis sets correlate well with data obtained
with larger basis sets. This suggests that scaling CS data
computed under different conditions is possible. Although
Pearson et al. [63] have recently shown that DFT-type
13C CS calculations are of considerable interest, we have
restricted ourselves in this study to fully geometry opti-
mized reference structures and to magnetic shielding ten-
sor calculations with no electron correlation included.

Computation of NMR chemical shielding tensors
was performed at the GIAO-RHF (gauge including
atomic orbitals restricted Hartree–Fock) [53,54] level
employing the following basis sets: 6-31+G(d) [64], 6-
311++G(d,p) [64,65], and TZ2P [66]. The computations
utilized the Gaussian94 [67] and Gaussian98 [68] elec-
tronic structure packages.

Geometries employed in this study for CSA com-
putations have been optimized at the 3-21G RHF and
6-31+G(d) RHF levels of theory. We have established a li-
brary that covers all twenty-seven characteristic conform-
ers of For–L-Phe–NH2. Since some of these structures are
clearly not minima on the PES of For–L-Phe–NH2, for
these conformers constrained geometry optimizations were
performed keeping the φ and ψ torsional angles constant
at characteristic values.

Three different sets of CSA calculations were generated
in this study, labeled A, B and C, as detailed in Scheme 1.
Tables 1 to 3 report φ, ψ, χ1, and χ2 parameters [69],
energies, and isotropic chemical shielding values (σ-scale)
for these model conformers. For relative CSs (δ-scale) the
isotropic chemical shielding values of 1H, 13C, and 15N
were referenced to the 1H and 13C values of tetramethyl-
silane (TMS) and to the 15N value of NH3. (The geome-
try of NH3 was computed at the all-electron aug-cc-pVTZ
CCSD(T) level [70], while that of TMS at the 3-21G RHF
level.)

Chemical shift values of Phe associated with a random
conformation, δrc, were taken from BMRB [40] (cf. Fig. 1
and Tab. 3). Chemical shift re-referencing, when needed,
was done in the group of Wishart and was kindly provided
for us for the following 18 proteins: 1BPI, 3LZM, 1LZ1,
2RN2, 2RNT, 1SNC, 1HCB, 1UBQ, 1CEX, 1GZI, 5P21,
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Sheme 1. Designation of the levels of theory employed in this work for the For–L-Phe–NH2 model system and the resulting
number of structures.

Level NMR computation Geometry optimization No. of structures Comment
A 6-31+G(d) GIAO-RHF 3-21G RHF 19 full opt. [φ, ψ] only
B 6-311++G(d,p) GIAO-RHF 6-31+G(d) RHF 16 full opt. [φ, ψ] only
C1 TZ2P GIAO-RHF 6-31+G(d) RHF 16 full opt. [φ, ψ] only
C2 TZ2P GIAO-RHF 6-31+G(d) RHF 11 constr. opt. [φ, ψ] only
C3 TZ2P GIAO-RHF 6-31+G(d) RHF 27 full opt. plus [φ, ψ] constr.

1ROP, 1ICM, 192L, 1IGD, 3RN3, 2TRX, and 1A2P. Si-
multaneously, the 3D structures of the same proteins were
retrieved from the Protein Data Bank (PDB) [71]. These
CS and structural data were used for testing theoretically
computed values. (Note that Cα CSs were not available
for proteins 1LZ1, 2RNT, 1GZI, 1A2P, and 192L. Fur-
thermore, for 2TRX and 1A2P there are two and three
sets of PDB coordinates, respectively, with slightly differ-
ent values.) After omitting all questionable entries, a total
of 48 Phe and 48 Tyr residues remained in our database,
all with unambiguous 1H and 13C CSs as well as dihedral
angle values. We believe that these 48 Phe and 48 Tyr
residues form the largest database used for a comprehen-
sive analysis; nevertheless, as turns out from the present
study, an even larger experimental database would be de-
sirable to reach definitive conclusions about structure –
chemical shift correlations.

3 Structures and energetics

The values of [φ, ψ]i torsional angle pairs pinpoint the
positions of residue i [72,73] on a Ramachandran sur-
face and determine the main-chain fold of a peptide or
protein. Consideration of torsions around the N–Cα and
the Cα–C′ bonds within an alpha amino acid residue re-
sults in three different orientations of φ and ψ. Therefore,
nine backbone conformers are expected for each peptide
unit –NH–CαHR–C′O– [42,74–76]. These nine easily dis-
tinguishable backbone orientations are named [42,74] as
follows: αL, αD, βL, γL, γD, δL, δD, εL, and εD. Location
of these 9 conformations of Phe on the Ramachandran
surface, determined at two different levels of theory, are
given in Figure 2. X-ray diffraction data of proteins con-
firm the existence of all nine backbone conformations but
with very different natural abundance [77]. The βL- (ex-
tended), γL- (inverse γ-turn), δL-, and εL-type (polypro-
line II) conformers commonly form the well-known and
rather broad β-region, while the αL part, which comprises
both 310- and 413-helices form the right-handed helical re-
gion on the Ramachandran surface. Conformational build-
ing units such as αD, γD, δD, and εD are less frequently
assigned in proteins, since they are built from amino acid
residues of L relative chirality.

Ab initio grid searches carried out for amino acid di-
amide models such as For–Xxx–NH2 and Ac–Xxx–NHMe
(whereXxx = Gly [24], Ala [24,78], Ser [79], and Phe [80])
resulted in slightly fewer minima than expected by the
above arguments. For example, at the 3-21G RHF level
two, while at the 6-311++G(d,p) RHF level three out of
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Fig. 2. Locations of different minima of For–L-Phe–NH2 on
a Ramachandran surface determined at the 3-21G RHF [open
symbols] and 6-31+G(d) RHF [filled symbols] levels of theory.

the nine backbone conformers of For–L-Ala–NH2 have not
been found [42]. The ab initio calculations revealed that
the αL, εL, and εD conformers are absent most often in
the diamide models. Nevertheless, these “missing” back-
bone orientations do show up when polar side-chains, e.g.,
in Ser or His [81], are present.

Phe is the simplest representative of the hydrophobic
and aromatic amino acid residue group containing Phe,
Tyr, and Trp. Since the side chain of Phe can formally be
derived from the methyl side-chain of Ala by replacing one
Hβ with a phenyl group, the topological features of For–L-
Phe–NH2 are somewhat similar to the parent amino acid
residue. Phenylalanine adopts only a single and slightly
shifted gauche+-like χ2 orientation (≈90±15◦). Thus, the
systematic conformational search of phenylalanine dipep-
tide models (For–L-Phe–NH2 or Ac–L-Phe–NHCH3) can
be performed in three torsional variables:E = E(φ, ψ, χ1).
Similarly to valine [82], the 4D torsional potential energy
surface of For–L-Phe–NH2 is expected to have as many
as 27 characteristic conformers (three χ1 orientations for
each of the nine typical backbone conformers) [80]. Certain
aspects of structural and energetic features of the For–L-
Phe–NH2 model system have already been discussed based
on 3-21G RHF [80a] and 6-31+G(d) RHF data [80b].
Here we wish to recapitulate the following: (a) out of the
27 expected structures, 19 conformers at the 3-21G RHF
level (most of the αD, βL, γL, γD, δL, δD, and εD backbone
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Table 1. Selected conformational parameters and relativea isotropic chemical shieldings (σ) of For–L-Phe–NH2
b.
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G/�J�� &� ¤����� ���� ���� ���� ���� ¤���� ¤���� ���� ���� ¤���� ¤���� ����
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G/�J¤� &� ¤���� ¤���� ¤���� ����� ���� ¤���� ¤���� ���� ���� ���� ���� ¤����

% ���� ¤���� ¤���� ���� ���� ���� ���� ¤����

$ ¤����� ���� ¤���� ����� ���� ¤���� ¤���� ���� ���� ¤���� ���� ¤����

H'�J�� &� ���� ¤����� ���� ����� ���� ¤���� ¤���� ¤���� ¤���� ���� ���� ¤����
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H/�J��
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a All relative isotropic shielding values are referenced, as clear from the table, to the absolute isotropic shieldings of the γL(g+)
conformer. Isotropic shielding values (in ppm) for the γL(g+) conformer are as follows: level A: 15N = 157.43, 13Cα = 154.44,
13Cβ = 170.92, 13C′ = 27.23, 1HN = 28.62, 1Hα = 28.64, 1Hβ

1 = 28.96, and 1Hβ
2 = 30.49; level B: 15N = 150.26, 13Cα = 136.15,

13Cβ = 155.65, 13C′ = 13.98, 1HN = 28.35, 1Hα = 28.99, 1Hβ
1 = 28.85, and 1Hβ

2 = 30.00; and level C3: 15N = 151.58,
13Cα = 136.03, 13Cβ = 155.51, 13C′ = 13.48; 1HN = 28.16, 1Hα = 28.84, 1Hβ

1 = 28.69, and 1Hβ
2 = 29.82. b Symbols for relevant

conformational types: αL, βL, εL etc. for backbone, and g+, a or g− for the side-chain (χ1) orientation. c See Scheme 1 for
details concerning the computational levels. d All torsional values in degrees, all chemical shifts in ppm. f φ = −54◦, ψ = −45◦

are typical values for helical secondary structural elements in globular proteins. g φ = −60◦, ψ = 120◦ are typical values for
polyproline II secondary structural element in globular proteins.
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Table 2. Selected structural and relative chemical shift (δ) values of For–L-Phe–NH2 obtained by conformational averaging.
(A) Averaged over the individual backbone conformers. (B) Averaged over all backbone conformers using arithmetical averaging.
(C) Averaged over all backbone conformers using Boltzman averaging.
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(A)

bb. averages Level
b 15N c 13Ca 13Cb 13C' 1HN 1Ha 1Hb

1
1Hb

2

Average
f
(in ppm) A 103.88 52.78 33.88 171.33 4.41 3.72 3.16 3.19

B 112.34 54.30 35.46 179.42 4.35 3.67 3.09 3.07
C1 116.47 53.77 34.70 179.13 4.42 3.67 3.10 3.07

C2 116.33 52.33 36.28 180.43 4.43 3.73 2.67 2.82

C3 116.42 53.18 35.34 179.66 4.43 3.70 2.92 2.97
Standard deviation

g
(in ppm) A 4.91 4.30 2.80 1.80 0.71 0.59 0.77 0.89

B 4.54 4.43 2.50 1.24 0.55 0.55 0.62 0.75

C1 4.24 4.50 2.51 1.26 0.56 0.56 0.58 0.70
C2 4.55 3.04 3.30 2.12 0.41 0.49 0.38 0.17

C3 4.44 3.97 2.91 1.75 0.51 0.53 0.57 0.59

Difference
h
(in ppm) A 16.70 5.41 5.95 4.25 4.00 0.89 �0.21 -0.20

B 8.24 3.89 4.37 �3.84 4.06 0.94 �0.14 -0.08
C1 4.11 4.42 5.13 �3.55 3.99 0.94 �0.15 -0.08

C2 4.25 5.86 3.55 �4.85 3.98 0.88 0.28 0.17

C3 4.16 5.01 4.49 -4.08 3.98 0.91 0.03 0.02
Accuracy

i
(%) A 14 9 15 2 48 19 7 7

B 7 7 11 2 48 20 5 3

C1 3 8 13 2 47 20 5 3

C2 4 10 9 3 47 19 10 6
C3 3 9 11 2 47 20 1 1

Experimental average
j

120.58 58.19 39.83 175.58 8.41 4.61 2.95 2.99

Experimental standard deviation
k

4.29 2.66 1.88 2.17 0.73 0.57 0.41 0.37

bb. averages Levelb 15NNH c 13Ca 13Cb 13C' 1HN 1Ha 1Hb
1

1Hb
2

Average
f
(in ppm) A 108.63 50.12 33.40 172.45 4.94 4.00 3.14 2.83

B 114.75 51.26 36.75 179.76 5.23 3.96 3.18 2.59
C1 118.78 50.59 35.90 179.47 5.35 3.97 3.19 2.60

C2 117.47 51.39 37.47 179.94 5.87 3.92 3.35 2.38

C3 118.81 50.62 35.87 179.53 5.33 3.96 3.17 2.61
Difference

h
(in ppm) A 11.95 8.07 6.43 3.13 3.47 0.61 -0.19 0.16

B 5.83 6.93 3.08 -4.18 3.18 0.65 -0.23 0.40

C1 1.80 7.60 3.93 -3.89 3.06 0.64 -0.24 0.39
C2 3.11 6.80 2.36 -4.36 2.54 0.69 -0.40 0.61

C3 1.77 7.57 3.96 -3.95 3.08 0.65 -0.22 0.38

Accuracy
i
(%) A 10 14 16 2 41 13 6 5

B 5 12 8 2 38 14 8 14
C1 1 13 10 2 36 14 8 13

C2 3 12 6 2 30 15 14 20

C3 1 13 10 2 37 14 8 13
Experimental average

j
120.58 58.19 39.83 175.58 8.41 4.61 2.95 2.99

Experimental standard deviation
k

4.29 2.66 1.88 2.17 0.73 0.57 0.41 0.37

(B) (C)

a sc. stands for the number of side-chain conformers used when chemical shift isotropy (CSI) values (relative to TMS) were
arithmetically averaged (for CSI data see Tab. 1). b See Scheme 1 for description of theoretical levels. c Absolute chemical
shielding values are relative to TMS or NH3. The 1H(TMS), 13C(TMS), and 15N(NH3) values for level A (GIAO-RHF/6-
31+G∗) are 32.800, 201.239, and 266.937, respectively. The 1H(TMS), 13C(TMS), and 15N(NH3) values for level B (GIAO-
RHF/6-311++G∗∗) are 32.415, 195.559, and 262.784, respectively. The 1H(TMS), 13C(TMS), and 15N(NH3) values for level C
(GIAO-RHF/TZ2P) are 32.231, 194.688, and 268.698, respectively. d Averages of relative energies determined at 6-31+G∗

RHF (level A), 6-311++G∗∗ RHF (level B) or TZ2P RHF (level C) levels of theory. e Relative populations are calculated as
exp(−∆E/kT )/Σ exp(−∆E/kT ), where kT = 0.595371 kcal mol−1 at T = 300 K. f In level A 19 fully optimized, in level
B 16 fully optimized, in level C1 16 fully optimized, in level C2 11 partially optimised plus the γL(g+), while in level C3 all
27 conformers were used. g Standard deviation of the calculated CSI values. h Difference between experimentally and ab initio
determined CSI averages. i Accuracy (in %) = (CSIexp. − CSIcalc.)/CSIexp.. j Experimental average shift, data taken from
BMRB 02-02-1999. k Standard deviation of experimental average shifts, data taken from BMRB 02-02-1999.
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Table 3. R2 values determined between selected conformational and chemical shift isotropy values of For–L-Phe–NH2
a.

w0 f y w1 c1 c2
1HN 15N 13Ca 1Ha 13C' 13Cb 1Hb1 1Hb2

w0 1 0.072 0.003 0.329 0.070 0.000 0.000 0.018 0.051 0.113 0.058 0.037 0.038 0.002

f 1 0.019 0.011 0.000 0.005 0.006

(0.339)

0.129

(0.375)
0.407

(0.407)

0.443

(0.816)

0.031

(0.202)

0.002

(0.185)

0.093

(0.093)

0.046

(0.333)

y 1 0.002 0.002 0.000 0.015

(0.408)

0.102

(0.273)

0.333

(0.382)

0.009

(0.145)

0.021

(0.208)

0.042

(0.139)

0.000

(0.065)

0.003

(0.083)

w1 1 0.002 0.013 0.007 0.010 0.000 0.005 0.019 0.000 0.010 0.035

c1 1 0.302 0.002

(0.155)

0.001

(0.323)

0.088

(0.229)

0.027

(0.044)

0.054

(0.190)

0.025

(0.248)

0.180

(0.180)

0.078

(0.235)

c2 1 0.043

(0.164)

0.073

(0.227)

0.006

(0.057)

0.002

(0.078)

0.039

(0.070)

0.018

(0.115)

0.137

(0.137)

0.043

(0.169)
1HN 1 0.001 0.024 0.006 0.004 0.129 0.027 0.001
15N 1 0.049 0.003 0.001 0.003 0.053 0.003
13Ca 1 0.340 0.111 0.010 0.002 0.064
1Ha 1 0.000 0.047 0.004 0.132
13C' 1 0.023 0.000 0.013
13Cb 1 0.175 0.004
1Hb1 1 0.372
1Hb2 1

a A total of 27 conformers were used to generate the data. Theoretical shifts refer to level C3 (GIAO-RHF/TZ2P//RHF/6-
31+G∗) values. All conformational variables (φ, ψ, ω0, ω1, and χ1) are scaled between 0◦ and 360◦. Auto-correlation values,
e.g. R2[φ/φ], are all equal to 1. The average of all R2 values, 〈R2〉, is 0.065 with a standard deviation (σ) of 0.109. All values
larger than 〈R2〉 + 2.5σ (0.065 + 0.272 = 0.338) are marked in bold. Selected maximized R2

max values are given in parentheses,
obtained by shifting systematically (with an increments of 5◦) the periodic unit of the conformational variables φ, ψ, and χ1.

conformers plus the δD(g−) and δL(a) conformers) and 16
at the 6-31+G(d) RHF level were found to be minima; at
the latter level of theory the βL(g−), εD(g−), and εD(g+)
structures are no longer minima; (b) conformational varia-
tion at the RHF level induced by the increase in the basis
set size is marginal (see Fig. 2); (c) dihedral angles de-
scribing the fold of these conformers correlate well with
data derived from protein structures determined by X-ray
diffraction [47]; and (d) the order of ab initio calculated
energies of the conformers correlates well with the rela-
tive natural abundances of conformers derived from ex-
perimental data [47]. In this study the 8 and 11 structures
of For–L-Phe–NH2 not found to be minima at the 3-21G
RHF and 6-31+G(d) RHF levels, respectively, were opti-
mized with constrained [φ, ψ] torsion angles (see Tab. 1).

4 Accuracy of computed chemical shifts

In any computational study of chemical shifts one might
ask how well the calculated CSs compare with their ex-
perimental counterparts. The simplest way to answer this
question is to check the accuracy of the appropriate av-
erages of the computed values against the experimental
numbers obtained by averaging over the entire conforma-
tional range. The experimental average NMR CSs, the
random coil values, δrc, with associated standard devia-
tions for all nuclei of phenylalanine are taken from the
BMRB [40] (bottom two lines of Tab. 2B). The computed
averages were obtained either by a simple arithmetical av-
eraging or by a Boltzmann-type (energy-weighted) aver-
aging and are presented in Table 2 and in Figure 3.

The agreement between the computed and the exper-
imental CSs is good. The agreement is particularly im-
pressive for ab initio data computed at the highest level
of theory used in this study (level C3). In general, in-
crease of the theoretical level for the shielding calculation
and for structure optimization decreases the deviation be-
tween the theoretical and experimental numbers for all
nuclei but the amide proton. For example, the difference
between the computed and observed δrc(15N) can be as
small as 1.77 ppm [118.81 ppm (level C3) vs. 120.58 ppm
(expt.)] (Tab. 2C), while for δrc(1Hα) and δrc(1Hβ) the
difference between the ab initio and the experimental val-
ues is only ≈0.5 ppm. Reproduction of δexpt

rc (Cα) is not
nearly as good with a ≈7.5 ppm or about 13% deviation
(Tab. 2C). All these observations are similar to conclusions
obtained for For–Gly–NH2 [24], For–L-Ala–NH2 [24], and
For–L-Val–NH2 [25]. It is unclear why the error between
calculated and observed amide proton (1HN) CSs is three
times larger (≈35–40%) than for any other nucleus. Per-
haps some insight is gained by noting that this large error
is associated with the most acidic (i.e., deshielded) proton
of the molecule. It looks as if deshielding decreases while
shielding increases the accuracy of the computed data:
1Hα and 1Hβ CSs are calculated with considerably higher
precision than 1HN. Although the ab initio calculated 1HN

and 13Cα chemical shift data are significantly different
from their experimental counterparts even at higher lev-
els of theory, they remain sensitive toward conformation-
induced changes (vide infra), which is undoubtedly the
most important issue considered in this study.
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(a)

(b)

Fig. 3. Correlation between ab initio determined and exper-
imentally found average (conformation independent) chem-
ical shifts (in ppm) for selected atoms of For–L-Phe–NH2

at two levels of theory ([a] GIAO-SCF/6-31+G∗//SCF/3-
21G (level A) and [b] GIAO-RHF/TZ2P//RHF/6-31+G∗

(level C3)).

5 Chemical shift – chemical shift correlation
maps

From experimental 1HN–15N heterocorrelation studies it
is well known [83] that for Gly, Ser, and Thr residues,
compared to all other natural amino acids, a characteris-
tic nitrogen upfield shift is observable. This shift, however,
is not the type of information we plan to utilize; charac-
teristic up- or downfield shift of selected resonances, in-
duced by sequential and/or side-chain effects, is hoped to
be conformationally invariant and thus correctable in a
simple manner.

From our point of view the interesting type of CS
change is the one which occurs as a function of the main-
chain fold. As found for other types of amino acids, the
simple rotation of the adjacent amide planes can strongly
influence CSs. For example, in the case of Phe the γL(a)
conformer differs from the γD(a) structure both in its
φ and ψ values, which implies a close to 180◦ rota-
tion along both axes: −85.1◦(φγL) ⇒ +74.7◦(φγD) and

+89.2◦(ψγL) ⇒ −72.2◦(ψγD). As a result, the CS of Cα is
altered by 10.6 ppm and that of 15N by 5.1 ppm (Tab. 1).
This is definitely a significant shift and fortunately not
the only example of such a large-scale change. The struc-
tural shift between two conformational neighbors [e.g.,
γL(g+) ⇒ βL(g+)] can also result in a shift of considerable
magnitude. Although the latter two backbone conformers
differ from each other only by some 75◦, at level C3 the
relevant conformational shifts are ∆15N = 10 ppm and
∆13Cβ = −2.6 ppm.

Structure-induced CS changes in the experimentally
easily amenable 1HN shifts are in the range of 0.75 ppm
(see Tabs. 1 and 2A). According to computed data, simi-
larly to valine [25], the extended phenylalanine conformer
βL shows a uniquely large 1HN downfield shift of about
1 ppm relative to the random coil value and ≈1.5 ppm
relative to the helical conformer αL. This backbone confor-
mation dependent 1HN shift holds to a similar extent for
experimental data: ∆(1HN)β⇒α ≈ 1.4 ppm (see below).

It is straightforward to notice that in 2D cross sec-
tions of typical 3D NMR experiments (e.g., 1HN–15N,
13Cα–15N, and 13Cα–1HN planes of the 15N–1HN–13Cα

surface) the large CS changes mentioned above could be
used for characteristic grouping of backbone conformers.
This is clearly the case for our computed data. When the
amide proton (1HN) shifts are correlated with their corre-
sponding amide nitrogen (15N) shifts, the frequently em-
ployed 1HN–15N HSQC 2D plot emerges. However, the
values along the nitrogen dimension can hardly be used
to discriminate backbone conformers because, due to an
about ±5 ppm deviation induced by the side-chain orien-
tation, the CS changes that depend on the backbone con-
formation (e.g., ∆(15N)β⇒α ≈ 2.5 ppm) largely overlap.
Therefore, the case of the 1HN–15N (HSQC-type) 2D plot
demonstrates that not only the CS values should differ
characteristically from one conformer to another but their
standard deviations should also be low enough to allow a
successful conformational assignment via CS analysis.

The other type of equally simple and popular het-
eronuclear NMR experiment involves the correlation of
proton CSs with carbons to which they are attached. The
1Hα–13Cα region of a 1H–13C HSQC spectrum is the re-
gion where one would mostly expect to recognize the ef-
fect of φ and ψ torsional angle changes. Nevertheless, care
should be exercised in interpreting such results because,
as mentioned earlier, the conformation of the individual
side chains can significantly affect the observed CS values.
In order to “eliminate”, at least temporarily, the effect of
side-chain conformation induced CS changes, which is ex-
pected to be particularly significant for Phe due to the
aromatic ring, CS values belonging to the same backbone
clusters were averaged (Tab. 2A). Thereby the influence of
the individual orientation of side-chains (g+, a, or g−) on
CS values becomes hidden. These average CS values are
now associated with a “random”-type side-chain orienta-
tion but can be used as typical values associated with a
particular backbone conformer (e.g., α-helical, extended,
and inverse γ-turn).
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As our results show for the present phenylalanine
model, in all nine typical backbone orientations the side-
chain independent 13Cα and 1Hα values differ from each
other to a remarkable extent. We note the following: (a)
although the level of theory used for the computations
does influence the actual CS values on a 1Hα–13Cα corre-
lation plot, the conformationally dependent CS values are
easily distinguishable in all cases (Fig. 4). (b) At all levels
of theory it is straightforward to use the 13Cα and 1Hα

CS values for recognition of the appropriate main-chain
fold. (c) The 13Cα and 1Hα side-chain averaged CS values
computed here are very similar to those obtained previ-
ously for Val and Ala (e.g., compare Fig. 4 of this study to
Fig. 5 of Ref. [25]). (d) The average 13Cα (58.2 ppm) and
1Hα (4.6 ppm) values retrieved from BMRB for phenylala-
nine are near the center of the heteronuclear correlation
plot. (e) As for valine [25], typical backbone conformations
of Phe such as the extended [βL], polyproline II [εL], and
inverse γ-turn [γL] fold are high-field shifted along the car-
bon dimension (Fig. 4A). The clear exception, as expected
based on experimental data, is the conformational build-
ing unit of right-handed alpha helix (the αL-type back-
bone orientation). For the latter type of backbone clus-
ter the Cα is low-field shifted and therefore widely used
as an indicator of this secondary structural element. As
mentioned already, conformers of D-type backbone orien-
tation (Figs. 2 and 4b) are less common in proteins and
they all have a Cα value lower than 59 ppm.

Differences in Hα CSs are widely used during structure
determinations discriminating α-helices from β-pleated
sheets. We wish to investigate here whether it is possi-
ble to determine not only the above two but any of the
nine typical backbone folds based on their characteristic
13Cα and 1Hα CSs. We have compared above selected
CS values of γL(a) and γD(a) conformers and the two
forms of γ-turns, which are conformational mirror im-
ages of one another. Figure 4b shows this and the re-
maining three pairs of enantiomeric backbone conformers
(γL ⇔ γD, αL ⇔ αD, δL ⇔ δD, and εL ⇔ εD) connected
by solid lines. Comparing the 1Hα CS values of these enan-
tiomeric pairs, for each pair the 1Hα CS values are low-
field shifted in the case of L-type structures relative to
those of the D-type conformers. The same type of pair-
wise comparison along the carbon axis shows that 13Cα

CS values of L-type backbone orientations are at high-field
region relative to those of D-types. The only exception is
found for helices (αL ⇔ αD), where the Cα CS change
is insignificant. However, for the latter pair of backbone
conformation the Hα CS change is rather distinctive, close
to 1 ppm, large on a 1H CS scale. Considering the resolu-
tion of modern spectrometers, these CS differences seem
to be sufficiently large to distinguish and assign the dif-
ferent backbone types of the same residue in a protein.
However, if the side-chain rotation is slow, or if due to
structural reasons, as in proteins, rotations about χ1 is
blocked, the assignment of a backbone cluster based on
Cα and Hα CS information is more complicated (Fig. 5).
Two out of the three side-chain rotamers is indeed close
to each other, but typically the third pair of Cα and Hα
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Fig. 4. (a) The Cα/Hα correlation plot (CSI scale) of
the 9 typical backbone conformers determined at three
levels of theory: level A {GIAO-RHF/6-31+G∗//RHF/3-
21G [square//empty symbol]}, level B {GIAO-RHF/6-
311++G∗∗//RHF/6-31+G∗ [circle//filled symbol]} and level
C3 {GIAO-RHF/TZ2P//RHF/6-31+G∗ [triangle//filled
symbols]}. Each point is the average of a maximum
of three side chain conformers of For–L-Phe–NH2 (e.g.
βL := βL[g+], βL[a] and βL[g−]). All computed CSI
values are referenced (δ scale) and corrected with the
difference found between calculated (ab initio) and exper-
imentally observed (BMRB) conformational shift values
(correction factor: level A [Cα/Hα = 5.41/0.89], level B
[Cα/Hα = 3.89/0.94] and level C3 [Cα/Hα = 5.01/0.91])
(see text for more details). (b) The enantiomeric pairs of
conformers (αL ⇔ αD, γL ⇔ γD, δL ⇔ δD, and εL ⇔ εD)
connected by solid lines on the Ramachandran surface as
determined at the 6-31+G∗ RHF level of theory.
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Fig. 5. The Cα/Hα correlation plot (CSI δ scale) of 27 dif-
ferent conformers of For–L-Phe–NH2 determined at level C3
{GIAO-RHF/TZ2P//RHF/6-31+G∗ ([g+] square, [a] triangle
and [g−] circle] (e.g. βL := βL[g+], βL[a] and βL[g−]}. All com-
puted CSI values are referenced relative to TMS and NH3 (δ
scale), as appropriate. All values are commonly shifted with the
difference found between calculated (ab initio) and experimen-
tally observed (BMRB) conformational shift values (correction
factors: at level C3: Cα/Hα = 5.01/0.91).

CS of Phe is significantly off. This is due to the specific
influence of the benzene ring. The backbone clusters are
still recognizable but there is some overlap resulting in a
more ambiguous picture.

Among the factors that determine the position of
the backbone conformers on ab initio computed chemi-
cal shift–chemical shift correlation maps (e.g., 1Hα–13Cα),
some are related to the level of computation used, some are
to the limitation of the model system. However, most of
the backbone conformational clusters of For–L-Phe–NH2

are clearly recognizable from the 13Cα–1Hα CS plot. It is
clear that more than the helical and extended conformers
result in different pairs of 13Cα–1Hα CS data. The use-
fulness of the approach of direct determination of confor-
mations of protein building units from multidimensional
NMR experiments seems to depend on whether we can
decipher all effects influencing side-chain orientation such
as solvation, anisotropic factors and H-bond networks.
Therefore, further investigation of other model compounds
is mandatory.

6 Chemical shift – structure correlations

In Section 4 we have shown that theoretical and exper-
imental chemical shifts, when averaged over the entire
conformational space, are rather similar. Furthermore, in
Section 5 we deduced for Phe, as earlier for Ala [24]
and Val [25], that CS–CS plots of selected nuclei (e.g.,
1Hα–13Cα) can serve to identify different secondary struc-
tural motifs.

The next task is to select the CS values of nuclei to
obtain an unambiguous prediction of main-chain confor-
mations. The result of a systematic analysis is presented
here between the most important conformational param-
eters (φ, ψ, ω0, ω1, and χ1) and CS values of all nuclei
(15N, 1HN, 13Cα, 1Hα, 13Cβ , 1Hβ , and 13C′). A com-
prehensive analysis is presented for ab initio data and
experimental values retrieved from proteins. To measure
correlations, both the linear correlation (Pearson) coeffi-
cient, R, and the standard error, SY.X , is used [84]. A
typical correlation matrix, obtained for data computed
at level C3, is reported in Table 3. The closer R2 is to
1 the higher the correlation is. For structure – chemical
shift correlation purposes only those R2 values are consid-
ered which measure correlation between conformational
parameters and CS data. However, we have to empha-
size that torsional variables ξ, where ξ = φ, ψ, etc., are
of periodic nature. Thus, either the IUPAC recommen-
dation [−180◦ ≤ ξ ≤ +180◦] or the classical definition
of Ramachandran [0◦ ≤ ξ ≤ +360◦] can be used. To
avoid ambiguity, R2 values were obtained, unless other-
wise noted, using the periodic unit of 0◦ ≤ ξ ≤ +360◦
for all torsion angles, reported as R2

[0−360]. Note however
that the definition used for the periodicity of ξ strongly
influences the outcome of the structure–CS data correla-
tion. One can maximize this correlation by simply finding
the “optimum” definition of the periodicity of a particular
torsional variable. This was done for all torsional variables
and the optimum value of a given pair of data (R2

max) is
reported in parenthesis in Table 3.

Maximized statistical measures (R) of selected
structure–CS and CS–CS pairs (φ/13Cα, φ/1Hα, ...,
1Hα/13Cα, etc.) at four theoretical levels, A, B, C1, and
C3, are reported in Table 4. These pairs were selected
either because they show significant correlation (e.g.,
φ/13Cα, φ/1Hα, ψ/13Cα, and 1Hα/13Cα) or because of
general interest (e.g., ψ/1Hα). It can be observed that
neither the extension of the basis set applied, nor the im-
provement of the molecular geometry increase significantly
the correlation observed between [φ, ψ] conformational
values and [Cα,Hα] CS values (Tab. 5). Except CS val-
ues computed for the carbonyl C atom, ab initio data at
each levels of theory show high resemblance to each other.

Due to their similarity, only ab initio data obtained
at the highest level of theory (level C3) are discussed in
detail. The arithmetical average (〈R2

[0−360]〉) of all cal-
culated R2

[0−360] values is close to zero: 0.065 with a
standard deviation (σ) of 0.109 (Tab. 3). This indicates
that on average there is no linear correlation between
conformational parameters and isotropic chemical shifts.
(Linear correlation is expected to be the “model free”
approach of the problem.) This observation underlines
the notion that CS values in general are determined by
several factors among which the conformation adopted by
the molecule is of little significance. However, for a few
pairs of variables R2

[0−360] values can be three to four times
higher than the average value close to zero. For example,
R2

[0−360][φ/
13Cα] = 0.407, R2

[0−360][φ/
1Hα] = 0.443, and



A. Perczel and A.G. Császár: A theoretical case study of For–L-Phe–NH2 523

Table 4. Maximized cross-correlation values, R, of selected conformational and chemical shift data of For–L-Phe–NH2 as
determined at four levels of theory, A, B, C1, and C3a.

# $ %� %�

I K *
D

����� K����� K����� K�����

I K %
D

K����� K����� K����� K�����

\ K %
D

����� K����� K����� K�����

\ K *
D

����� ����� K����� K�����

I K 0 ����� K����� K����� K�����

F� K %	 ����� ����� ����� �����

*
D
K %

D
K����� K����� K����� K�����

*
D
K %

E
K����� K����� K����� �����

*
0
K 0 ����� ����� ����� K�����

a See Scheme 1 for the description of theoretical levels.

Table 5. R2 of CSI values of selected nuclei of For–L-Phe–NH2 determined at three levels of theory.

/HYHOV FRPSDUHGD FRQI�E �+1 ��11+ ��&D �+D ��&
 ��&E �+E� �+E�

/HYHO $� /HYHO % ��� �� ����� ����� ����� ����� ����� ����� ����� �����

/HYHO $� /HYHO &� ��� �� ����� ����� ����� ����� ����� ����� ����� �����

/HYHO %� /HYHO &� ��� �� ����� ����� ����� ����� ����� ����� ����� �����

a See Scheme 1 for the description of theoretical levels.
b conf. = number of side-chain conformers used when CSI values (relative to TMS) were determined.

R2
[0−360][ψ/13Cα] = 0.333. Furthermore, the optimized

correlation coefficients are even higher: R2
max[φ/

13Cα] =
0.407, R2

max[φ/1Hα] = 0.816, and R2
max[ψ/Cα] = 0.382.

Undoubtedly, φ/1Hα provides the most significant corre-
lation between a backbone parameter and a CS value (see
Fig. 6). The correlation between [φ, ψ]/[13Cα, 1Hα] pro-
vides the possibility of “projecting” backbone conforma-
tional parameters on the 1Hα–13Cα 2D plot and vice versa.
To the best of our knowledge the fact that these and only
these correlations “exist” was first reported by us [24,25]
for the Gly, Ala, and Val amino acid residues. The first two
studies in this series suggest that, after resonance assign-
ment, simply by using Cα and Hα CS values significant
structural information can be obtained. Although linear
correlation of selected chemical shifts with conformational
parameters may not be as high as one would have hoped,
pairs with large |R| values certainly warrant further in-
vestigation. Correlations observed between the φ/13Cα,
φ/1Hα, and ψ/13Cα pairs look significant, thus indicating
that relative changes in CS of 13Cα and 1Hα are coupled
with backbone conformational changes.

The most important conclusions drawn from our new
and previous [24,25] data can be summarized as fol-
lows. (a) All four elements except ψ/1Hα from the
[φ, ψ]/[13Cα, 1Hα] pairs (a two by two data set) show sig-

2,5

3,0

3,5

4,0

4,5

5,0

-180 -120 -60 0 60 120 180

R = 0.903

H /ppm
a

f/deg

dL(g+)

dL(a)

Fig. 6. The maximized fit between 1Hα and φ at level C3
(Rmax = 0.903) (elimination of the δL(g+) and δL(a) conform-
ers increases the maximized correlation to Rmax = 0.932).

nificant linear correlation (e.g., φ/1Hα can be as high as
|Rmax| ≈ 0.903, Fig. 6). (b) The CS–CS correlation of
1Hα–13Cα is significant at all levels of theory investigated.
(c) No linear correlation was found between ψ and CS
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values of Hα at any theoretical level investigated. (d) The
CS values of other nuclei of potential interest (e.g., 1HN,
13Cβ , 1Hβ , and 13C′) show no linear correlation with con-
formational parameters. Thus, their CS values cannot be
used to monitor structural changes. (e) None of the cor-
relations change markedly as function of the theoretical
level used for their determination.

7 Chemical shifts of phenylalanine
and tyrosine as function of their backbone
conformations in proteins

Several aspects of empirical structure–CS correlation of
the α-helix and β-sheet secondary structural elements of
proteins have been reported in the literature [26,29,31,34,
48,85]. Further results obtained from ab initio electronic
structure calculations for model diamide compounds en-
couraged us to investigate what we can learn from corre-
lating experimental CS data and relevant conformational
parameters of aromatic amino acid residues.

Structural and chemical shift data of 48 Phe and
48 Tyr residues extracted from 18 selected and carefully
referenced proteins were used for the analysis (see Sect. 2
and Tab. 6). Clearly, the fact that we are analyzing not
a single protein but an ensemble of proteins makes this
investigation more conclusive than previous ones; how-
ever, as seen below, still more experimental information is
needed to reach definitive conclusions. Among the 48 ex-
perimental conformers of phenylalanine 16 helical (αL-),
23 β-pleated sheet (βL-), 5 polyproline II (εL-), 2 inverse
γ-turns (γL-), and 2 δD-type backbone conformers were
assigned (Tab. 6). A very similar distribution of backbone
conformers was found for tyrosine.

As mentioned in Section 6, the periodic nature of
the torsional variables allow maximalization of the cor-
relations investigated. Table 7 reports Rmax values be-
tween experimental CS information of nuclei of interest
and conformational folds of Phe residues as derived from
the 18 proteins. Analysis of the maximized correlation
values (Rmax[φ/15N], Rmax[φ/1HN], ..., Rmax[χ1/13C′]) of
experimental data results in a coherent picture. The ex-
perimental values sample only a fraction of the entire
Ramachandran surface: the available NMR data are pre-
dominantly for α-helical and β-sheet regions (Tab. 6). For
this simple reason, comparing far more restricted experi-
mental data (Tab. 7) with a much larger variety of com-
puted data (Tab. 4) should be done with some care. Never-
theless, the following conclusions appear well established:
(a) the φ/13Cα, φ/1Hα, and ψ/13Cα correlations are the
most significant ones based on the statistical analysis of
both experimental and computed values. (b) The experi-
mental R2

max[ψ/1Hα] = 0.493 value is clearly much higher
than its computed counterpart, 0.145 (level C3). How-
ever, if we reduce the statistical analysis of the ab ini-
tio computed values to helix-like (αL) and β-region type
conformers (βL and εL), the R2

max[ψ/1Hα] correlation co-
efficient of the computed data increases considerably, to
R2

max[ψ/1Hα] = 0.753 (level C3). Indeed, if only these

two major secondary structural elements are included in
the database, R2

max[ψ/1Hα] becomes as high as R2
max val-

ues obtained for φ/13Cα, φ/1Hα, or ψ/13Cα. However, we
still advocate the use of all typical backbone structural
elements in order to obtain a more complete picture of
structure–CS correlation. (c) For both experimental and
ab initio data the CS–CS correlation 1Hα–13Cα is found
significant (Fig. 7): R[13Cα/1Hα] = −0.801 (expt.) and
R[13Cα/1Hα] = −0.689 (level C1) (Tab. 4). The same
conclusions are obtained when a similar structure–CS cor-
relation is performed for the Tyr residues. (d) The exper-
imental CS data of all other nuclei (e.g., 15N and 1HN)
show significantly weaker correlation with conformational
variables (φ, ψ, or χ1). This agrees well with results ob-
tained from the computed data.

Two-dimensional heteronuclear correlation spectra
have been used, when available, to check folding properties
of macromolecules, especially those of proteins. Significant
signal dispersion along both the proton and nitrogen di-
mensions (e.g., 1HN–15N HSQC) is considered as an indi-
cation of global fold. It is not common, however, to utilize
the signal dispersion of the 1Hα–13Cα region of an 1H–13C
HSQC-type data set. When taking a closer look at proton-
carbon correlation maps one observes that while signals
correlating Hβ–Cβ, Hγ–Cγ , or Hδ–Cδ pairs of atoms are
closer to the “diagonal” in the case of a folded protein,
1Hα–13Cα signals have a larger spread. Thus, the latter
type of signal dispersion is related to the backbone con-
formation of the parent amino acid. Undoubtedly, there
are other effects that manifest in the final “location” of
a 1Hα–13Cα signal; however, we believe that in this case
the dominant cause is the backbone fold. Under optimal
experimental conditions this could result in the determi-
nation of the backbone fold from 13Cα and 1Hα chemical
shifts.

In the last part of this section we are focusing on the
relation between 13Cα and 1Hα chemical shift changes and
torsional parameters φ and ψ (see Tab. 8 and Figs. 7 to 9).
Down- and upfield shifts are relative to the random coil
values δPhe

rc (13Cα) = 58.2 ppm and δPhe
rc (1Hα) = 4.6 ppm

extracted from BMRB [40]. The relevant results are as
follows.
(a) In the case of right-handed helical conformations

(αL-type structure) a characteristic down-field shift
of the Cα CS can be observed in Figure 9.
This shift is especially strong when the side-
chain orientation of Phe is anti, for the 9 cases
the average value is +61.3 ppm, resulting in a
∆BMRBδαL(a)(13Cα) value of +3.1 ppm (cf. Tabs. 6
and 8). Similarly large down-field shifts are obtained
using ab initio computations, ∆level C3δαL(a)(13Cα)
is +2.1 ppm. Along the other dimension, for 1Hα

an up-field shift is observed both computationally
and experimentally. Considering again the same he-
lical conformers of Phe, αL(a) values obtained are
1Hα

αL(a) = 4.5 ppm (level C3) and 1Hα
αL(a)(expt.) =

4.3 ppm, which mean ∆BMRBδαL(a)(1Hα) = −0.3 ppm
and ∆level C3δαL(a)(1Hα) = −0.1 ppm. In the present
database containing 18 proteins, ≈13% (6 cases) of
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Table 6. Experimental chemical shift isotropy values (δ scale) of 48 phenylalanines extracted from 18 proteins with conforma-
tional parameters (φ, ψ, χ1, and χ2)a.

1 &
D

&
E

&
 +
1

+
D

DD UE I \ F� F�

����� ���� ���� ����� ��� ��� D. C�C K���� K���� K����� K�����

����� ���� ���� ����� ��� ��� D. C�IK K���� K���� K����� K����

����� ���� ����� ��� ��� D. C�IK K���� K���� ����� K����

���� ��� ��� D. C�IK K���� K���� ����� K����

����� ���� ���� ��� ��� D. C�IK K���� K���� ����� K����

����� ���� ���� ����� ��� ��� D. C�I K���� K���� K����� ����

����� ���� ���� ����� ��� ��� D. C�I K���� K���� ����� ����

����� ���� ���� ��� ��� D. C�I K���� K���� K����� ����

����� ���� ���� ��� ��� D. C�I K���� K���� K����� ����

����� ���� ���� ����� ��� ��� D. IK�IK K���� K���� K���� K����

����� ���� ���� ����� ��� ��� D. IK�IK K���� K���� K���� K����

����� ���� ����� ��� D. IK�IK K���� K���� K���� K����

����� ���� ����� ��� ��� D. IK�IK K���� K���� K���� K����

����� ���� ���� ����� ��� ��� D. IK�I K���� K���� K���� ����

����� ���� ��� ��� D. IK�I K���� K���� K���� ����

����� ���� ����� ��� ��� D. I�I K���� K���� ���� ����

����� ���� ���� ����� ��� ��� E. C�I K����� ����� K����� ����

����� ���� ���� ����� ��� ��� E. C�I K����� ����� K����� ����

����� ���� ���� ����� ��� ��� E. C�I K����� ����� ����� ����

����� ���� ����� ��� ��� E. IK�IK K����� ����� K���� K����

����� ���� ���� ����� ��� ��� E. IK�IK K����� ����� K���� K����

����� ���� ���� ����� ��� ��� E. IK�IK K����� ����� K���� K����

����� ���� ��� ��� E. IK�IK K����� ����� K���� K����

����� ���� ����� ��� ��� E. IK�IK K����� ����� K���� K����

���� ��� ��� E. IK�IK K����� ����� K���� K����

����� ���� ���� ����� ��� ��� E. IK�I K����� ����� K���� ����

����� ���� ���� ����� ��� ��� E. IK�I K����� ����� K���� ����

����� ���� ���� ����� ��� ��� E. IK�I K����� ����� K���� ����

����� ���� ���� ����� ��� ��� E. IK�I K����� ����� K���� ����

����� ���� ���� ����� ��� ��� E. IK�I K����� ����� K���� ����

����� ���� ����� ��� ��� E. IK�I K����� ����� K���� ����

����� ���� ����� ���� ��� E. IK�I K����� ����� K���� ����

����� ���� ����� ��� ��� E. I�IK K����� ����� ���� K����

����� ���� ���� ����� ��� ��� E. I�IK K����� ����� ���� K����

����� ���� ����� ��� ��� E. I�IK K����� ����� ���� K����

����� ���� ���� ����� ��� ��� E. I�I K����� ����� ���� ����

����� ���� ���� ����� ��� ��� E. I�I K����� ����� ���� ����

����� ���� ��� ��� E. I�I K����� ����� ���� ����

����� ���� ����� ��� ��� E. I�I K����� ����� ���� ����

���� ��� ��� J. C�IK K���� ����� K����� K����

����� ���� ���� ����� ��� ��� J. IK�IK K����� ����� K���� K����

����� ���� ���� ����� ��� ��� G& IK�IK K����� K���� K���� K����

����� ���� ���� ����� ��� ��� G& I�IK K����� K���� ���� K����

����� ���� ��� ��� H. C�I K���� ����� ����� ����

����� ���� ���� ����� ��� ��� H. IK�IK K���� ����� K���� K����

����� ���� ���� ��� ��� H. IK�IK K���� ����� K���� K����

����� ���� ���� ��� ��� H. IK�IK K����� ����� K���� K����

����� ���� ���� ����� ��� ��� H. IK�I K���� ����� K���� �����

a bb = backbone, sc = sidechain. Chemical shifts in ppm, torsion angles in degrees.
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Table 7. Maximized Pearson correlation coefficients, Rmax, determined between major periodic conformational variables (φ,
ψ, and χ1) and chemical shifts assigned for valines in 18 proteinsa.

15
N

1
H

N 13
C
a 1

H
a 13

C
b 13

C'

f 0.256 0.470 �0.849 0.731 �0.194 0.334

y �0.218 �0.476 �0.834 0.702 0.241 �0.242

c1 �0.307 �0.260 0.485 0.448 �0.226 �0.385

a The periodic unit of the three conformational variables φ, ψ, and χ1 were shifted systematically (with an increment of 5◦) in
order to maximize fitting. Significant correlations are given in bold face.

Table 8. Experimentally determineda and ab initio (levels Ab and C3c) 1Hα, 13Cα, φ, and ψ parameters for phenylalanine
conformers occurring frequently in proteins.
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E/�D� � �� ��� ���� ��� ��� ��� ���� ��� ��� ��� ���� ��� ���

E/�J¤� �� �� ��� ���� ��� ��� ��� ���� ��� ��� ��� ���� ��� ���

E/�J�� � �� ��� ���� ��� ��� ��� ���� ��� ��� ��� ���� ��� ���

G'�J�� � �� ��� ���� ��� ��� ��� ���� ��� ��� ��� ���� ��� ���

G'�J¤� � �� ��� ���� ��� ��� ��� ���� ��� ���

H/�J¤� � �� ��� ���� ��� ��� ��� ���� ��� ���

H/�D� � �� ��� ���� �� ��� ��� ���� ��� ���

J/�D� � �� ��� ���� ��� ��� ��� ���� ��� �� ��� ���� ��� ��

a Values extracted from the 18 proteins detailed in the section Computational details. b Level A = GIAO-RHF/6-
31+G∗//RHF/3-21G. [Computed chemical shifts for 13Cα and 1Hα are uniformly shifted by 5.41 and 0.89 ppm, respectively
(cf. Tab. 2), to match BMRB experimental radom coil values (Tab. 2).] c Level C3 = GIAO-RHF/TZ2P//RHF/6-31+G∗.
[Computed chemical shifts for 13Cα and 1Hα are uniformly shifted by 5.01 and by 0.89 ppm, respectively (Tab. 2), to match
BMRB experimental radom coil values (Tab. 2).] d Type of phenylalanine conformers found in the present protein data set.
e Number of cases assigned for the appropriate type of conformation in the 18 proteins. f Average deviation (in degrees) between
phenylalanine conformers in proteins and the reference φ and ψ values.

all helical units adopt a side-chain orientation of
gauche−. The analysis of αL(g−)-type experimental
data reveals both for 13Cα and for 1Hα a small but
consistent shift: ∆BMRBδαL(g−)(13Cα) = +2.3 ppm
and ∆BMRBδαL(g−)(1Hα) = −0.5 ppm. The 13Cα

CS change is reproduced reasonably well by ab ini-
tio calculations: ∆level C3δαL(g−)(13Cα) = 1.7 ppm
and ∆level C3δαL(g−)(1Hα) = 0.0 ppm (see Tab. 8 and
Fig. 9), indicating that the CS alteration is due to side-
chain conformational changes. The third type of side-
chain orientation, αL(g+), is contained in the database
only once; thus, it cannot be the subject of a statistical
analysis.

(b) For β-sheet backbone conformations experimental
data are available for all three types of side-chain orien-
tations: approximately 60% (13/23) have a gauche−,
βL(g−), 30% (7/23) have a gauche+, βL(g+), and 10%

(3/23) have an anti, βL(a), side-chain orientation (cf.
Tabs. 6 and 8). Regardless of the type of side-chain
orientation, relative to the random coil values there is
a significant up-field shift for 13Cα and a characteristic
down-field shift for 1Hα (cf. Tab. 8 and Fig. 9). Ab ini-
tio CS values follow these changes, supporting the ex-
planation that these CS alterations are due to side-
chain conformational changes. Note that in the case of
the βL(g−) conformer even the magnitude of the cal-
culated CS, 1Hα

βL(g−)(level C3) = 5.1 ppm, matches
the average experimental CS data (1Hα

βL(g−)(expt.) =
5.2 ppm). (Consider that the latter value is an av-
erage of 13 βL(g−) Phe conformers retrieved from
18 proteins.) For βL(a) conformers the experimental
and theoretical CS values are also very similar along
both axes (e.g., ∆level C3δβL(a)(13Cα) = −1.4 ppm and
∆BMRBδβL(a)(13Cα) = −1.8 ppm).
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Fig. 7. Cα–Hα correlation plot as assigned for 48 phenylala-
nines (a) and 48 tyrosines (b) in 18 experimentally determined
proteins.

(c) The third most frequently assigned backbone con-
former in proteins is that of polyproline II, built up
from εL-type backbone conformational units. As ob-
served for helices and for β-sheets, in polyproline II-
type structures also the gauche− side-chain orienta-
tion, εL(g−), is the most frequent one. However, only
a total of four (8%) εL-type backbone structures were
found among the 48 phenylalanine residues retrieved
from these 18 proteins. Furthermore, during ab ini-
tio CS calculations for the For–L-Phe–NH2 model sys-
tem, the following φ and ψ values were employed:
φ = −60◦ and ψ = 120◦. However, the average [φ, ψ]
values obtained for the four experimental structures
are off by some 30◦ from the “text book” values
used for the ab initio computations (φ = −92◦ and
ψ = 143◦). Thus, sizeable differences between experi-
mental and ab initio CS values are expected. As estab-
lished earlier, a few tenth of a ppm discrepancy is ex-
pected between 1Hα(theor.) and 1Hα(expt.) due to the
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Fig. 8. φ–Cα [a] and ψ–Cα [b] structure-chemical shift plots
as assigned for 48 phenylalanines contained in 18 proteins.

φ/1Hα correlation (Tab. 8). In fact, for this conformer
the ab initio 1Hα CS is significantly up-field shifted
(Hα

εL(g−)(level C3) = 4.5 ppm) when compared to
the experimental value of 1Hα

εL(g−)(expt.) = 5.0 ppm
(Tab. 8 and Fig. 9). The difference between theoretical
and experimental values is 0.5 ppm for 1Hα CSs and
close to 2 ppm for 13Cα CSs. This signals that back-
bone changes are indeed coupled both to Cα and to
Hα CS values.

(d) Beyond the α-helix, β-sheet, and polyproline II con-
formers only a single inverse γ-turn and two δD-type
backbones were assigned in the 18 proteins. Obviously
the occurrence of the last two types of backbone ori-
entations is too small to be used for a meaningful sta-
tistical analysis.

8 Conclusions

Understanding correlation between peptide backbone con-
formations and chemical shifts of selected nuclei has re-
mained a challenge for experimentalists and theoreticians
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Fig. 9. Experimentally determined and ab initio (level C3)
computed 1Hα and 13Cα chemical shifts of phenylalanine con-
formers (see also Tab. 6). Conformers assigned 3 times or more
are plotted only. (All computed Cα and Hα values are shifted
by 5.01 ppm and 0.91 ppm respectively, to match BMRB ran-
dom coil values.)

alike. Whatever approach is taken limitations are to be
faced. When following a computational (in the present
case an ab initio) strategy for CS determination, uncer-
tainties arise from the size and type of an ideal model
system, from the level of electronic structure theory em-
ployed, and from the a priori selection of the most im-
portant structural factors. Thus, specific molecular inter-
actions (e.g., the effect of ring current) are to be handled
with care. A critical assessment should reveal the size and
the type of the database, the level of homology, and the
quality (reliability) of the experimental data used. Know-
ing most of the limitations, studies like the present one,
which consider both computed and carefully selected ex-
perimental data, are perhaps the most promising and con-
clusive.

The findings of this study are as follows.

• Using a conformational library of For–L-Phe–NH2

as complete as possible, which comprises 27 dif-
ferent ab initio structures, a CS database was es-
tablished. The database contains more than sixty
medium- and/or high-level GIAO-RHF results, which
allow mapping of NMR shielding properties of aro-
matic amino acid residues over their entire conforma-
tional hyperspace.

• The theoretical levels employed for CS calculations
look reasonable, since conformationally averaged CS
values from both theoretical and experimental sources
match: we observe R2 values as high as 0.99. As the
size of the basis set employed for the shielding calcula-
tion increases, deviation between the experimental and
theoretical CS values decreases to a few percent for all
nuclei but the amide protons.

• Correlating computed 1HN and 15N, as well as 1Hα and
13Cα CS values, useful 2D plots emerge, corresponding
to commonly used (H,N)- or (H,C)-type heterocorrela-
tion NMR spectra. Conformational information can be
deduced from these 2D plots, independent of the basis
set employed for the electronic structure calculation.
Averaging out the effect of side-chain perturbation of
CS values, backbone conformational data can readily
be retrieved from shielding information of carefully se-
lected nuclei.

• The chemical shift values of both α-helices and
extended-like structures retrieved from empirical and
computational databases correlate well.

• Our comprehensive analysis presented here for pheny-
lalanine, quit similar to data published for valine
[25], further supports our strategy based on struc-
ture/chemical shift correlation. By now we have com-
piled data for four different models (For-Xxx-NH2,
Xxx = Gly, Ala, Val and Phe) for all their nine typ-
ical backbone conformations. These NMR CS investi-
gations cover most structural subunits of peptides and
proteins, matching theoretical data with those derived
from experimental data sets. In this paper we present
both for our phenylalanine containing diamide model
and for phenylalanine residues retrieved from proteins
the significant 1Hα and 13Cα CS changes as function
of the backbone fold.

In summary, ab initio CS results presented for the
model system For–L-Phe–NH2 revealed important fea-
tures of structure-CS interdependence. This theoretical
findings encouraged us to investigate a relatively large
experimental dataset. Both approaches reveal a coherent
picture suggesting the possibility of using CS information
directly from multiple-pulse NMR-experiments to obtain
other than NOE type structural information.

The authors thank A.K. Füzéry for helpful discussions. This
research was partially supported by grants from the Hungar-
ian Scientific Research Fund (OTKA T024044, T032486, and
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