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Abstract: Chemical shielding anisotro-
py tensors have been determined for all
twenty-seven characteristic conformers
of For-l-Val-NH2 using the GIAO-RHF
formalism with the 6-31�G* and TZ2P
basis sets. The individual chemical shifts
and their conformational averages have
been compared to their experimental
counterparts taken from the BioMag-
netic Resonance Bank (BMRB). At the
highest level of theory applied, for all
nuclei but the amide proton, deviations
between statistically averaged theoret-
ical and experimental chemical shifts are
as low as 1 ± 3 %. Correlated chemical
shift plots of selected nuclei, as function
of the respective f, y, c1, and c2 torsional

angles, have been generated. On two-
dimensional chemical shift ± chemical
shift plots, for example, 1HNH ± 15NNH

and 15NNH ± 13Ca, regions corresponding
to major conformational clusters have
been identified, providing a basis for
the quantitative identification of con-
formers from NMR shift data. Exper-
imental NMR resonances of nuclei of
valine residues have been deduced from
18 selected proteins, resulting in 93

1Ha ± 13Ca chemical shift pairs. These
experimental results have been com-
pared to relevant ab initio values reveal-
ing remarkable correlation between the
two sets of data. Correlations of 1Ha and
13Ca values with backbone conforma-
tional parameters (f and y) have also
been found for all pairs (e.g. 1Ha/f and
13Ca/f) but 1Ha/y. Overall, the appealing
idea of establishing backbone folding of
proteins by employing chemical shift
information alone, obtained from select-
ed multiple-pulse NMR experiments
(e.g. 2D-HSQC, 2D-HMQC, and 3D-
HNCA), has received further support.
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Introduction

The entrenched protocol for determining the three-dimen-
sional structure of proteins utilizing NMR spectroscopy is
based primarily on the extraction of structural constraints
from nuclear Overhauser exchange spectroscopy (NOESY).[1]

NOEs are first assigned to pairs of atoms (typically protons)
and then converted into distances between spatially close
pairs of atoms.[1±7] Data on selected dihedral angles, with
information on the hydrogen bonds, could complete the set of
constraints employed during structure analysis. Full reso-
nance assignment of 1H, 13C, and 15N nuclei can be achieved
without the use of NOE-type information, through specific
sets of 3D experiments (e.g. HNCA, HN(CO)CA, CBCA-
(CO)NH, HBHA(CO)NH, CC(CO)NH, HCC(CO)NH, and

HCCH-TOCSY),[6] if and only if doubly-labeled (13C and 15N)
protein samples are available. Such resonance assignment
strategies, developed for proteins and based on homo- and
heteronuclear coupling constants,[7] bring forth the hope of
automated spectrum assignment.[8] New techniques emerge to
directly measure angles between bond vectors[9a,b] in the solid
phase and methods are being developed to determine the
secondary structure of proteins in the solid state.[9c] The use of
dipole ± dipole cross-correlated relaxation of double- and
zero-quantum coherences open new frontiers[9d] and can
provide additional sources of information that can comple-
ment NOEs in structure calculation. Nevertheless, even if a
full resonance assignment is obtained without NOEs, the most
common technique, routinely used at present, to acquire the
large number of constraints required for structure elucidation
is based primarily on NOE data. Consequently, in one way or
another proton ± proton distances deduced from dipole ± di-
pole relaxation of protons are quite crucial for the structure
determination of peptides and proteins.

Chemical shift changes of a selected nucleus located in the
same type of amino acid residue at different sites within a
protein are due either to differences in backbone orientations
or to the individual molecular environment. If the conforma-
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tional effect dominates over other environmental changes, it is
reasonable to assume that information on dihedral angles are
coded in the chemical shifts themselves. Computer programs
developed recently, for example TALOS,[10] search chemical
shift databases for strings of adjacent amino acid residues in
order to predict their f,y values. Nicely resolved chemical
shift data can often be obtained from triple-resonance NMR
experiments, since information is spread out in three dimen-
sions. From these 3D data sets useful 2D cuts (e.g., 1H ± 15N,
1H ± 13C, and 15N ± 13C) can be extracted and analyzed. An
increasing number of chemical shifts have become available
for a growing number of proteins investigated by NMR
techniques, and they have been deposited in BMRB.[11] Both
these experimental and the complementary computational
studies[12±17] have clearly established a few structure-induced
13Ca, 15NNH, and 1HNH chemical shift changes in peptides and
proteins. On the other hand, due to the still low number of
protein structures determined by heteronuclear NMR tech-
niques, correlation between backbone conformers and chem-
ical shifts has been established only for the a-helical and b-
sheet regions of the Ramachandran surface.[18±20] Neverthe-
less, these results support the appealing idea that analysis of
NMR chemical shifts could directly provide vital structural
data. However, it is not yet clear whether the analysis of
chemical shifts alone provides an effective alternative to the
distance-based (NOE) strategy for the elucidation of

the dihedral angle space of proteins. If unambiguous
structure ± chemical shift correlations were established
from shielding data, dependable dihedral angles could be
extracted from multiple-pulse experiments (e.g. 2D-
HMQC,[21] 2D-HSQC,[22] and 3D-HNCA[23]). To achieve this
goal a systematic research correlating NMR shieldings of
nuclei with torsional parameters is needed. Today, due to
the lack of large number of reliable experimental data,
theoretical and as such ab initio computation of conforma-
tion-dependent NMR chemical shifts seems to offer the
alternative route in establishing and probing such relation-
ships.[18, 24±31]

The primary goal of ab initio NMR computations on
peptides and proteins has been the determination of chemical
shielding anisotropy (CSA) tensors and chemical shifts of the
13C, 15N, and 1H nuclei.[18, 25±30] Considerable progress has been
achieved since the pioneering study of Jiao and co-workers,[25]

who determined the 13Ca CSA tensor of For-Gly-NH2 as a
function of the backbone conformation. It is now well
established that 13Ca values in the helical and in the extended
backbone conformations are shifted by �2.3 ppm downfield
and �2.9 ppm upfield, respectively, as compared to the
random coil value. Alanine diamide models (e.g. For-l-Ala-
NH2)[18c, 26, 31] proved to be particularly popular for such
studies. In order to investigate the effect of intramolecular
hydrogen bonds on shieldings of different nuclei, for example
on 13C', GIAO-RHF calculations have been performed both
on small model systems (e.g. N-methylacetamide interacting
with formamide[32, 33]) and on larger molecules such as For-
(Ala)5-NH2.[33] The most significant perturbation caused by
hydrogen bonding was observed on carbonyl carbons.[34]

Although alanine-containing peptide models are of impor-
tance to decipher NMR shielding properties of peptides,
additional amino acid residues must be investigated to
understand the influence of different side chains and con-
formations on the NMR properties of nuclei forming the
backbone of proteins. In the present study we attempt to
provide a full NMR description of a peptide model containing
valine, namely For-l-Val-NH2.

Although longer polypeptides and proteins exhibit unique
and more or less stable folds, their building units are
inherently flexible. Few details are known about how tor-
sional angles of amino acid residues take their ªstableº values
when incorporated in proteins. Unlike experiments, compu-
tations can determine the library of all accessible conformers
for any amino acid residue found in these macromolecules.
Therefore, theoretical conformational analysis of computa-
tionally accessible model systems, such as For-l-Val-NH2, are
of considerable utility[35] and nowadays peptide models of the
size of For-l-Val-NH2 can be routinely studied by ab initio
techniques. Nevertheless, results from ab initio calculations
are occasionally ignored or downplayed by skeptics, ques-
tioning particularly the relevance of ªenvironment-freeº
conformers when deciphering protein structures. Therefore,
we must note that in proteins most valines (�80 %) are
buried, often contributing to the hydrophobic core region of
the globular system, where water is mostly excluded. For this
reason we consider ab initio results obtained for hydrophobic
amino acid residues as adequate for ªrealº polypeptide units

Abstract in Hungarian: A For-l-Val-NH2 molekula mind a 27
lehetsØges konformereÂre kiszaÂmítottuk az összes atom NMR
kØmiai eltoloÂdaÂsaÂnak ØrtØkeit a GIAO-RHF formalizmus
valamint a 6-31�G* eÂs a TZ2P baÂzisok. A szaÂmított ØrtØkeket,
valamint azok konformaÂcioÂs aÂtlagait rendre összevetettük a
ªBio Magnetic Resonance Bankº-ban (BMRB) talaÂlhatoÂ
kísØrleti adatokkal. A szaÂmítaÂsoknaÂl alkalmazott legmagasabb
elmØleti szint esetØnÐaz amid protonoktoÂl eltekintveÐaz ösz-
szes atomtípusra igaz, hogy a meghataÂrozott kísØrleti Øs
elmØleti adatok különbsØge mindössze 1 ± 3 relatív szaÂzalØk.
A f, y, c1 Øs c2 torzioÂszögek függvØnyØben elkØszítettük a
fontosabb atomtípusok korrelaÂcioÂs tØrkØpeit. A peptidgerinc
fo}bb konformaÂcioÂs csalaÂdjai joÂl meghataÂrozott Øs egymaÂstoÂl
elkülönülo} alcsoportokat alkotnak olyan kØmiai eltoloÂdaÂs ±
kØmiai eltoloÂdaÂs kØtdimenzioÂs tØrkØpeken, mint pØldaÂul a
1HNH ± 15NNH vagy a 15NNH ± 13Ca felületek. Ez a megfigyelØs elvi
alapkØnt szolgaÂl a molekulaÂris tØrszerkezet NMR-eltoloÂdaÂsØr-
tØkeken alapuloÂ meghataÂrozaÂsaÂnak kvantitatív kidolgozaÂsaÂ-
hoz. Tizennyolc gondosan kivaÂlogatott fehØrje NMR-adatai-
nak analízise a valinra vonatkozoÂan összesen 93 darab 1Ha ±
13Ca adatpaÂrt hataÂrozott meg, Øs ezek a kísØrleti ØrtØkek az
elmØleti szaÂmítaÂsok soraÂn meghataÂrozott adatokkal nagyfokuÂ
egyezØst mutatnak. A 1Ha Øs 13Ca valamint a f Øs y adatok
korrelaÂcioÂja (pl. 1Ha/f, 13Ca/f) a 1Ha/y adatpaÂr kivØtelØvel
rendre szignifikaÂns. A fenti eredmØnyek tovaÂbb ero}sitik azt az
elkØpzelØst, hogy a fehØrjØk gerinckonformaÂcioÂit csupaÂn a
megfelelo} többdimenzioÂs NMR kísØrletekbo}l (pl. 2D-HSQC,
2D-HMQC, 3D-HNCA) meghataÂrozhatoÂ kØmiai eltoloÂdaÂsØr-
tØkek alapjaÂn is meglehet hataÂrozni.
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folded in aqueous media. We also note, especially in this
respect, that one of our recent studies[36] indicates that ab
initio conformers of For-l-Val-NH2 show great similarity
to -Val- conformations found in globular proteins and that
computed relative energies and natural occurrences of
relevant conformers correlate remarkably well.

Using the gauge-including atomic orbital restricted Har-
tree ± Fock (GIAO-RHF) method,[37, 38] the 13C CSA tensors
of For-l-Val-NH2

[18c] have been determined as a function of
the main-chain fold. It has been concluded that a) substitution
on Ca consistently induces larger shielding shift on Cb than on
Ca ;[18c] and b) the f, y, and c1 conformational parameters have
a significant influence on chemical shifts. By careful analyses
of chemical shift changes of Ala and Val residues in proteins
such as calmodulin and nuclease the applicability of a direct
strategy for structure elucidation has been probed,[18c] al-
though the NMR shieldings have been investigated[28] only
with respect to the helical and b-sheet conformations. For all
residues studied 13Ca showed the expected�5 ppm increase in
the isotropic shielding of the b-conformation over the helical
structure. Furthermore, the diagonal tensor elements were all
found to be sensitive to changes in the f, y, and c1 torsion
angles. Pearson and co-workers[27] have found that in a
protein-like nuclease the [f,y] values of Val residues can be
estimated using chemical shifts, although the results obtained
are less dependable than those derived from NOE values or
from J-coupling constraints. In summary, all calculations
indicate that it is possible to deduce certain backbone and side
chain orientations and to some extent even their torsion
angles from 13Ca shielding tensors. Laws and co-workers[39]

have conducted a research project to determine the lowest
appropriate theoretical level (n-particle space) and basis set
(one-particle space) to calculate CSA tensors of peptides.
Somewhat unfortunately, only substandard and split-valence
basis sets [STO-3G, 3-21G, 4-31G, and 6-311�G(2d)] have
been tested on Ala and Val amino acid residues. Nevertheless,
it has been found that chemical shifts of these residues
determined using smaller basis sets correlate remarkably well
with results obtained with larger basis sets, even when the
underlying reference geometries are slightly different. This
opens up the possibility of scaling of chemical shifts computed
under rather different conditions. In a further study of
relevance,[40] by using empirical chemical shift surfaces
Pearson et al. attempted to predict 13C NMR shifts of valine
residues in calmodulin, nuclease, and ubiquitin, utilizing their
X-ray structures. Most RHF results and experimental values
showed worse agreement than expected, which improved
slightly by using density functional theory-type calculations.
Pearson and co-workers[39] have thus concluded that for
accurate chemical shift computations, geometry optimization
and the inclusion of electron correlation in the theoretical
treatment appear to be important.

In this report a library of calculated geometric parameters
and chemical shifts is established for the model peptide For-l-
Val-NH2. Partly because of the lack of detailed experimental
information, it is not obvious what is the best use of the large
number of quantum chemical data in the library. We feel that
a thorough statistical analysis, even in its simplest, linearized
form, offers the best way to confirm existing structure ±
structure, structure ± chemical shift, and chemical shift ±
chemical shift correlations and derive new ones. Therefore,
we compare direct and statistically averaged chemical shifts,
obtained from BMRB, to their theoretically determined
counterparts. Furthermore, an attempt is made to correlate
calculated isotropic NMR shieldings and chemical shifts with
all characteristic backbone conformations[41] of For-l-Val-
NH2, concentrating not only on 13C but also on 15N and
1H NMR shifts. Finally, an effort is made, utilizing exper-
imental and ab initio results determined as part of this study,
to understand valine chemical shifts found in 18 selected
proteins.

Experimental Section

The For-l-Val-NH2 model system is depicted on Figure 1. Average
chemical shifts of all nuclei forming the amino acid core are also reported
therein, as taken from the BioMagnetic Resonance Bank (BMRB).[11]

Computation of NMR chemical shielding anisotropy (CSA) tensors,
performed at the GIAO-RHF (gauge including atomic orbitals restricted
Hartree ± Fock)[37, 38] level employing basis sets of 6-31�G*[42] and TZ2P[43]

quality, utilized the Gaussian94[44] and Gaussian98[45] program packages.

Figure 1. The For-l-Val-NH2 model; approximate chemical shifts of valine
residues within proteins (d values taken from BMRB) are indicated next to
certain nuclei.

Reference geometries employed for CSA computations have been
determined at the 3-21G RHF and 6-311��G** DFT(B3LYP) levels.
The DFT level was employed extensively for geometry optimizations as it
proved to be especially reliable not only for peptides (e.g., For-Gly-NH2,[31]

For-l-Ala-NH2,[31] and For-l-Val-NH2
[36]) but also for neutral amino acids,

such as glycine[46, 47] and a-alanine.[48] Consequently, geometric results
obtained at the DFT level are considered to be much more reliable than the
3-21G RHF ones. Our goal has been to obtain a library of chemical shifts
covering all twenty-seven characteristic conformers of For-l-Val-NH2.
Therefore, in addition to full geometry optimizations, for selected con-
formers constrained geometry optimizations had to be performed keeping
the f and y torsional angles constant at values characteristic for the related
catchment regions. Different combinations of full and constrained geom-
etry optimizations and CSA calculations are designated as levels A1 to B2,
as given on Table 1.

Table 1. Calculations employed for the For-l-Val-NH2 model system.

Level NMR computation Geometry optimization No. of structures Comment

A1 GIAO-RHF/6-31�G* RHF/3-21G 27 full opt. plus [f,y] constraints
A2 GIAO-RHF/6-31�G* RHF/3-21G 20 full optimization
B1 GIAO-RHF/TZ2P B3LYP/6-311��G** 27 full opt. plus [f,y] constraints
B2 GIAO-RHF/TZ2P B3LYP/6-311��G** 18 full optimization
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Selected geometric parameters (including optimized/fixed f and y values),
as well as energies and isotropic chemical shielding values (s scale) are
reported in Table 2 ± 3. When relative chemical shifts (d scale) are used, the
appropriate isotropic chemical shielding values of 1H, 13C, and 15N are
referenced to 1H and 13C of tetramethylsilane (TMS) and to 15N of NH3.

(The reference geometry chosen for NH3 corresponds to the aug-cc-pVTZ
CCSD(T) optimized geometry,[49] while the geometry of TMS has been
optimized at the 3-21G RHF level.).

Average (or random) chemical shifts and associated standard deviations for
Val are taken from data deposited in BMRB[11] (see Figure 1 and Table 4).

Table 2. Selected conformational parameters and ab initio chemical shift (d) values[a] of For-l-Val-NH2 determined at the GIAO-RHF/TZ2P//
DFT(B3LYP)/6-311��G** (B1) and at the GIAO-RHF/6-31�G*//RHF/3-21G (A1) levels of theory.

Conf.[b] PDB conf.[c] Level[d] f,y[e] f y c1
15NNH 1HNH 13Ca 1Ha 13Cb 1Hb 13C'

aD(g�) (a) A1 opt. 60.3 40.9 76.4 101.24 4.36 55.45 2.45 24.05 2.76 170.40
B1 63.2 39.1 83.2 120.15 4.87 59.43 2.65 27.06 2.85 182.71

aD(a) (gÿ ) A1 opt. 47.3 44.6 178.7 95.37 4.20 54.12 2.80 27.53 2.27 168.64
B1 51.7 33.7 ÿ 179.8 115.12 4.73 60.00 3.06 29.93 2.77 182.20

aD(gÿ ) (g�) A1 opt. 50.0 43.1 ÿ 44.9 106.99 4.28 52.83 2.88 34.65 1.31 168.82
B1 51.2 39.6 ÿ 42.8 127.78 4.77 58.39 3.12 38.56 1.51 181.86

aL(g�) (a) A1 constr. ÿ 54.0[f] ÿ 45.0 61.5 104.14 4.19 56.05 3.25 26.74 1.21 170.77
B1 ÿ 54.0 ÿ 45.0 54.8 125.65 4.72 60.20 3.55 30.58 1.40 183.40

aL(a) (gÿ ) A1 constr. ÿ 54.0 ÿ 45.0 176.0 97.76 4.01 54.56 3.68 24.87 1.88 170.88
B1 ÿ 54.0 ÿ 45.0 176.6 117.57 4.68 59.16 3.97 28.59 2.14 184.38

aL(gÿ ) (g�) A1 constr. ÿ 54.0 ÿ 45.0 ÿ 54.8 105.73 3.97 54.08 3.72 26.14 1.34 169.22
B1 ÿ 54.0 ÿ 45.0 ÿ 54.2 126.36 4.56 58.77 3.98 30.85 1.55 182.29

bL(g�) (a) A1 opt. ÿ 137.5 143.5 66.5 104.94 5.45 52.21 3.74 30.02 1.46 174.17
B1 ÿ 118.8 125.8 59.2 124.64 5.36 54.37 3.97 31.77 1.77 185.07

bL(a) (gÿ ) A1 opt. ÿ 142.4 163.5 172.9 97.04 5.64 50.02 4.12 30.86 1.28 173.59
B1 ÿ 131.1 162.2 178.8 114.21 6.09 52.81 4.42 33.61 1.63 184.58

bL(gÿ ) (g�) A1 opt. ÿ 163.2 157.4 ÿ 55.2 103.11 5.85 52.16 3.75 24.81 2.37 171.88
B1 ÿ 151.9 157.6 ÿ 49.6 121.65 6.56 54.81 4.12 31.23 2.20 182.95

dD(g�) (a) A1 opt. ÿ 136.7 ÿ 59.9 67.2 103.26 4.16 54.43 4.17 31.02 0.98 171.11
B1 ÿ 126.9 ÿ 68.0 60.0 122.49 4.62 57.59 4.46 34.10 1.16 182.16

dD(a) (gÿ ) A1 opt. ÿ 170.4 ÿ 46.6 141.4 100.63 4.03 56.21 3.64 28.14 1.50 172.36
B1 constr. ÿ 144.0 ÿ 54.0 169.0 115.67 4.68 58.41 4.68 31.92 1.78 182.58

dD(gÿ ) (g�) A1 opt. ÿ 175.5 ÿ 34.6 ÿ 55.4 100.64 3.96 56.62 3.87 22.49 3.20 171.09
B1 ÿ 159.3 ÿ 40.1 ÿ 55.1 119.07 4.91 60.18 4.35 28.10 2.76 182.99

dL(g�) (a) A1 opt. ÿ 130.0 30.0 80.8 109.38 3.85 49.90 4.33 27.96 1.68 173.23
B1 ÿ 130.0 30.0 83.7 128.03 4.34 53.38 4.46 30.51 1.96 184.17

dL(a) (gÿ ) A1 constr. ÿ 125.5 28.9 178.9 98.66 4.06 49.37 4.64 24.87 2.47 171.84
B1 ÿ 114.0 12.1 177.2 115.97 4.67 54.19 4.68 27.48 2.90 183.65

dL(gÿ ) (g�) A1 opt. ÿ 137.0 36.1 ÿ 49.2 109.42 4.35 48.33 4.58 30.59 1.39 171.95
B1 ÿ 112.1 4.3 ÿ 43.0 128.25 4.86 53.08 4.74 35.68 1.52 184.04

eD(g�) (a) A1 opt. 75.2 152.6 61.9 98.34 3.68 59.72 2.35 24.77 3.53 170.70
B1 85.1 133.3 61.4 119.22 4.03 64.50 2.51 27.61 3.56 183.42

eD(a) (gÿ ) A1 opt. 70.5 170.3 ÿ 152.6 96.23 3.72 55.29 3.02 27.11 1.47 169.25
B1 constr. 84.1 152.0 ÿ 158.1 119.23 4.02 61.47 3.22 31.49 1.79 182.57

eD(gÿ ) (g�) A1 opt. 75.4 162.6 ÿ 17.6 102.56 3.86 57.15 2.58 28.09 2.15 169.63
B1 83.7 160.6 ÿ 18.7 122.83 4.19 61.59 2.96 30.09 2.57 181.68

eL(g�) (a) A1 constr. ÿ 60.0[g] 120.0 60.6 109.83 4.27 55.40 2.96 25.96 1.77 174.96
B1 ÿ 60.0 120.0 60.2 128.63 4.73 57.96 3.29 29.49 1.85 188.39

eL(a) (gÿ ) A1 constr. ÿ 60.0 120.0 172.8 106.40 4.66 51.75 3.34 25.82 1.53 174.58
B1 ÿ 60.0 120.0 172.0 117.95 5.08 54.81 3.62 28.91 1.85 188.38

eL(gÿ ) (g�) A1 constr. ÿ 60.0 120.0 ÿ 62.6 100.30 4.49 51.88 3.30 25.51 1.66 175.67
B1 ÿ 60.0 120.0 ÿ 58.6 125.07 5.30 54.91 3.67 30.12 1.75 187.47

gD(g�) (a) A1 opt. 74.2 ÿ 61.5 58.0 102.75 4.48 62.56 2.65 22.93 2.70 172.19
B1 72.8 ÿ 63.2 63.3 122.51 5.09 66.86 2.87 27.12 2.75 183.13

gD(a) (gÿ ) A1 opt. 59.5 ÿ 38.5 ÿ 168.8 101.19 4.10 61.48 3.17 29.66 1.94 172.39
B1 57.2 ÿ 31.0 ÿ 172.1 121.46 4.70 65.77 3.34 33.33 2.27 184.06

gD(gÿ ) (g�) A1 opt. 62.8 ÿ 39.1 ÿ 35.8 110.56 4.45 60.76 3.07 33.47 1.57 171.81
B1 61.5 ÿ 39.0 ÿ 36.8 131.69 5.04 65.31 3.32 37.94 1.77 182.27

gL(g�) (a) A1 opt. ÿ 86.6 71.4 65.9 113.02 4.27 51.79 3.57 24.30 1.91 172.18
B1 ÿ 83.9 82.4 65.8 130.78 4.82 54.94 3.79 27.04 2.13 183.12

gL(a) (gÿ ) A1 opt. ÿ 84.9 62.7 173.2 103.07 4.54 49.31 3.83 24.16 2.06 173.24
B1 ÿ 83.2 62.0 170.4 121.84 5.23 53.06 4.06 26.67 2.39 183.46

gL(gÿ ) (g�) A1 opt. ÿ 85.3 65.6 ÿ 56.9 110.77 4.76 48.22 3.88 27.96 1.36 172.77
B1 ÿ 83.8 74.1 ÿ 57.8 128.49 5.51 51.53 4.13 31.36 1.61 182.87

[a] All chemical shifts reported are relative to the appropriate TMS and NH3 isotropic chemical shieldings, determined at ab initio levels A1 and B1,
respectively. [b] Symbols employed for the relevant conformation type aL, bL, eL etc. describe backbone conformations, while g�, a and gÿ describe side
chain (c1) orientation using the N-Ca-Cb-Hb torsional angle. [c] Description of side chain conformations according to the convention used in PDB. [d] See
Table 1. [e] Opt. : all (3nÿ 6) internal coordinates are optimized; constr.: all internal coordinates but the [f,y] torsions, i.e., (3nÿ 8) coordinates altogether,
are optimized. [f] The torsional angles f�ÿ548 and y�ÿ458 are typical values for helical secondary structural elements found in globular proteins. [g] The
torsional angles f�ÿ608 and y� 1208 are typical values for poly-proline II secondary structural elements found in globular proteins.
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Chemical shift data used for statistical purposes has to be referenced rather
carefully to a common standard. This was done by Dr. David Wishart and
the results were kindly provided for us for the following 18 proteins: 1BPI,
3LZM, 1LZ1, 2RN2, 2RNT, 1SNC, 1HCB, 1UBQ, 1CEX, 1GZI, 5P21,
1ROP, 1ICM, 192L, 1IGD, 3RN3, 2TRX, and 1A2P. The relevant

experimental structures of these proteins were retrieved from the Protein
Data Bank (PDB).[50] Data from the above two sources (BMRB[11] and
PDB[50]) were aligned and employed as an experimental database for
testing theoretically predicted chemical shift values. One has to note that
no Ca chemical shifts are available for proteins 1LZ1, 2RNT, 1GZI, 1A2P,

Table 3. Unsigned differences[a] between GIAO-RHF/TZ2P//DFT(B3LYP)/6-311��G** and GIAO-RHF/6-31�G*//RHF/3-21G conformational and
chemical shift (d) parameters of For-l-Val-NH2.[b]

Conf.[c] PDB conf.[d] f,y[e] Df Dy Dc1 D15N D1H D13Ca D1Ha D13Cb D1Hb D13C'

aD(g�) (a) opt. 2.88 1.76 6.76 18.91 0.51 3.97 0.20 3.01 0.10 12.31
aD(a) (gÿ ) opt. 4.45 10.84 1.12 19.74 0.53 5.88 0.26 2.39 0.50 13.56
aD(gÿ ) (g�) opt. 1.17 3.52 2.15 20.79 0.50 5.55 0.25 3.91 0.20 13.04
aL(g�) (a) constr. 0.00 0.00 6.79 21.51 0.53 4.15 0.30 3.84 0.19 12.63
aL(a) (gÿ ) constr. 0.00 0.00 0.62 19.81 0.67 4.60 0.29 3.72 0.26 13.50
aL(gÿ ) (g�) constr. 0.00 0.00 0.54 20.63 0.59 4.69 0.26 4.71 0.21 13.07
bL(g�) (a) opt. 18.63 17.66 7.23 19.70 0.09 2.16 0.23 1.74 0.32 10.90
bL(a) (gÿ ) opt. 11.26 1.34 5.95 17.16 0.45 2.79 0.31 2.75 0.35 10.99
bL(gÿ ) (g�) opt. 11.36 0.19 5.67 18.54 0.71 2.65 0.37 6.42 0.17 11.07
dD(g�) (a) opt. 9.79 8.08 7.18 19.23 0.46 3.16 0.29 3.08 0.18 11.04
dD(a) (gÿ ) opt.-constr. 26.38 7.45 27.53 15.04 0.65 2.20 1.04 3.77 0.28 10.21
dD(gÿ ) (g�) opt. 16.24 5.52 0.33 18.43 0.95 3.56 0.48 5.61 0.44 11.90
dL(g�) (a) opt. 0.00 0.00 2.88 18.65 0.50 3.48 0.13 2.55 0.28 10.93
dL(a) (gÿ ) constr. 11.55 16.81 1.72 17.31 0.61 4.82 0.04 2.61 0.43 11.80
dL(gÿ ) (g�) opt. 24.84 31.71 6.18 18.83 0.51 4.75 0.16 5.09 0.13 12.09
eD(g�) (a) opt. 9.90 19.32 0.48 20.88 0.35 4.78 0.16 2.84 0.03 12.72
eD(a) (gÿ ) opt.±constr. 13.57 18.36 5.52 23.00 0.30 6.18 0.20 4.38 0.32 13.31
eD(gÿ ) (g�) opt. 8.23 2.02 1.13 20.26 0.34 4.44 0.38 2.00 0.42 12.05
eL(g�) (a) constr. 0.00 0.00 0.48 18.79 0.46 2.56 0.33 3.53 0.08 13.43
eL(a) (gÿ ) constr. 0.00 0.00 0.72 11.55 0.42 3.06 0.28 3.09 0.32 13.80
eL(gÿ ) (g�) constr. 0.00 0.00 3.99 24.76 0.81 3.03 0.37 4.61 0.09 11.80
gD(g�) (a) opt. 1.34 1.75 5.28 19.76 0.61 4.29 0.23 4.19 0.05 10.94
gD(a) (gÿ ) opt. 2.30 7.55 3.30 20.27 0.60 4.29 0.17 3.67 0.33 11.67
gD(gÿ ) (g�) opt. 1.27 0.09 0.98 21.12 0.60 4.55 0.25 4.47 0.20 10.46
gL(g�) (a) opt. 2.65 11.02 0.03 17.76 0.55 3.15 0.22 2.74 0.23 10.94
gL(a) (gÿ ) opt. 1.76 0.68 2.83 18.77 0.69 3.75 0.23 2.50 0.33 10.22
gL(gÿ ) (g�) opt. 1.55 8.46 0.90 17.72 0.75 3.31 0.25 3.40 0.25 10.10

average unsigned difference 19.2 0.5 3.9 0.3 3.6 0.2 11.9
standard deviation from average 2.4 0.2 1.1 0.2 1.1 0.1 1.2

[a] All chemical shifts reported are relative to TMS or NH3, determined at ab initio levels A1 or B1 (see text). [b] Values reported in Table 2 have been used
when subtracting level B1 data from level A1 data. See Table 1 for the definition of the theoretical levels. [c] See footnote b of Table 2. [d] Description of side
chain conformations according to convention used in PDB. [e] Opt.� all (3nÿ 6) internal coordinates are optimized; constr.� all internal coordinates but f
and y are optimized.

Table 4. Selected structural and relative chemical shift (d) values of all conformers of For-l-Val-NH2 obtained by simple arithmetical averaging.

Conf.[a] Level[b] sc.[c] f y DE[d] p(i)/Sp(i)[e] NNH HNH Ca Ha Cb Hb C'

aL A1 3 ÿ 54.0 ÿ 45.0 5.68 0.00 102.54 4.06 54.90 3.55 25.92 1.48 170.29
B1 3 ÿ 54.0 ÿ 45.0 5.35 0.00 123.19 4.65 59.37 3.83 30.00 1.70 183.35

aD A1 3 52.5 42.9 7.26 0.00 101.20 4.28 54.13 2.71 28.74 2.11 169.29
B1 3 55.4 37.5 6.74 0.00 121.01 4.79 59.27 2.94 31.85 2.38 182.25

bL A1 3 ÿ 147.7 154.8 0.21 0.58 101.70 5.65 51.46 3.87 28.56 1.70 173.21
B1 3 ÿ 133.9 148.5 0.24 0.60 120.16 6.00 53.99 4.17 32.20 1.87 184.20

gL A1 3 ÿ 85.6 66.6 0.86 0.35 108.95 4.52 49.77 3.76 25.47 1.78 172.73
B1 3 ÿ 83.6 72.9 0.99 0.33 127.03 5.19 53.17 3.99 28.35 2.04 183.15

gD A1 3 65.5 ÿ 46.4 4.33 0.02 104.83 4.34 61.60 2.96 28.69 2.07 172.13
B1 3 63.9 ÿ 44.4 4.62 0.01 125.22 4.94 65.98 3.18 32.79 2.26 183.15

dL A1 3 ÿ 130.8 31.6 2.88 0.03 105.82 4.09 49.20 4.52 27.80 1.85 172.34
B1 3 ÿ 118.7 15.5 3.31 0.01 124.08 4.62 53.55 4.63 31.22 2.13 183.95

dD A1 3 ÿ 160.9 ÿ 47.0 7.26 0.00 101.51 4.05 55.75 3.90 27.22 1.89 171.52
B1 3 ÿ 143.4 ÿ 54.0 6.82 0.00 119.07 4.74 58.72 4.50 31.37 1.90 182.57

eL A1 3 ÿ 60.0 120.0 2.78 0.03 105.51 4.47 53.01 3.20 25.76 1.65 175.07
B1 3 ÿ 60.0 120.0 2.26 0.05 123.88 5.04 55.89 3.53 29.50 1.82 188.08

eD A1 3 73.7 161.9 9.98 0.00 99.04 3.75 57.39 2.65 26.65 2.38 169.86
B1 3 84.3 148.6 9.96 0.00 120.42 4.08 62.52 2.90 29.73 2.64 182.55

[a] Conf.� backbone conformation (see text). [b] See Table 1. [c] sc.�number of side chain conformers used when chemical shift values have been averaged
(for relevant CSA data see Table 2). [d] Averages of relative energies within a given backbone catchment region. Typically three (in some cases less) side
chain conformations have been determined at the 6-31�G* (Level A1) or TZ2P (Level B1) RHF levels. [e] Relative populations are calculated based on
relative energies as exp(ÿDE/kT)/S exp(ÿDE/kT), where kT� 0.595371 [kcal molÿ1] at T� 300 K.
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and 192L. Furthermore, for 2TRX there are two, while for 1A2P there are
three relevant PDB files, with slightly different coordinates. By removing
all questionable entries a total of 93 unambiguous Val residues remained,
where both proton and carbon chemical shifts as well as dihedral
parameters were available. Although the 93 valines form a significantly
larger database than any previous one, even more experimental data is
needed to draw an unambigous statistical picture.

Results and Discussion

Structures and energetics : Traditionally, the [f,y]i torsional
angle pair is used to describe the backbone conformation of
residue i within a protein.[51, 52] The torsional potentials along
both f and y are expected to have a maximum of three minima
for an alpha amino acid residue. Consequently, we expect nine
characteristic conformers for each ªpeptide unitº (-NH-CHR-
CO-).[53, 54, 35, 55] These nine conformers are named, according
to our established convention,[53, 35] as follows: aL, aD, bL, gL,
gD, dL, dD, eL, and eD (see also Figure 2 for the Ramachandran
surface of For-l-Val-NH2 determined at two levels of theory).

The [f,y] values of residues found in hundreds of non-
homologous proteins, in which the structures have been
investigated by X-ray diffraction, revealed the existence of all
nine backbone conformer types, though with very different

Figure 2. 3-21G RHF (^, top) and 6-311��G** B3LYP (^, bottom)
locations of the different conformers of For-l-Val-NH2 on a Ramachandran
surface. (* stands for conformers with constrained [f,y] torsional angles,
three stars (e.g. in the case of aL) means that all three side chain rotamers
(g�, a, and gÿ ) were calculated with constrained backbone parameters.)

abundances. Conformers such as bL, gL, dL, and eL, forming
the broad b region, or structures such as aL, symbolizing the
helical subspace (310- and/or 413-helices) of the Ramachandran
surface, are observed most often. On the other hand, d-type
conformers (aD, gD, dD, and eD) are rare for amino acid
residues of S chirality.

Systematic ab initio calculations carried out on amino acid
diamide models For-Xaa-NH2 and Ac-Xaa-NHMe, where
Xaa�Gly,[31] Ala,[31, 56] Ser,[55, 57] Phe,[58] Val,[36, 59] resulted in
considerably fewer minima than the maximum number
allowed. For example, at the 3-21G(6-311��G**) RHF
level two (three) conformers could not be located for For-l-
Ala-NH2. These calculations showed that the aL, eL, and eD

conformers are missing most often in dipeptides of various
amino acids. Nevertheless, existence of these ªmissingº
minima has been verified by ab initio techniques for larger
peptide models.

The hydrophobic and rather compact side chain of Val is a
typical representative of those amino acid residues (Val, Ile,
and Thr) which have a single Hb. Formally, the isopropyl side
chain of Val, -CH(CH3)2, is derived from the methyl side
chain of Ala: the two Hbs are replaced by two methyl groups.
Both methyl groups adopt typically a gauche�-like orienta-
tion (c2� 608 and c2'� 608). Consequently, it is important to
restrict the systematic conformational analysis of a valine
dipeptide model (HCO-l-Val-NH2 or CH3CO-l-Val-NHCH3)
to three torsional variables: E�E(f,y,c1), with c2 and c2' both
around 608. The resulting potential energy hypersurface is
expected to have 27 characteristic conformers (three c1

orientations for each of the nine typical backbone con-
formers). Twenty out of the twenty-seven molecular struc-
tures were indeed determined previously at the 3-21G
RHF level.[59] When the side chain (c1) has a gauche� or
gaucheÿ orientation, all seven backbone conformers (aD, bL,
gL, gD, dL, dD, and eD) typical of For-l-Ala-NH2 have also been
assigned for For-l-Val-NH2. However, if c1 has an anti
orientation, not only the expected aL and eL but also the dL

minimum vanishes.
In this study we do not intend to discuss structural and

energetic features of For-l-Val-NH2 in detail, since this has
been done both at the 3-21G RHF[59] and 6-311��G**
DFT(B3LYP) levels.[36] Selected relevant conclusions of these
studies are nevertheless repeated here as follows: a) Out of
the 27 expected characteristic structures, at the RHF level
only 20, while at the DFT level only 18 conformers correspond
to minima. As mentioned in the previous section, in the
present study the remaining 7(9) structures of For-l-Val-NH2

have also been optimized, using constrained [f,y] torsion
angles; b) the [f,y] torsional angles do not change signifi-
cantly when the 3-21G RHF geometries are reoptimized at
the DFT level (compare panels A and B of Figure 2); c) the
dihedral angles of the conformers correlate well with those
derived from proteins;[36] and d) the calculated energy order
of the ab initio conformers shows remarkable correlation with
the relative abundances of conformers found in proteins.[36]

Accuracy of computed chemical shifts : The average NMR
chemical shifts (and their standard deviations) for all nuclei of
the valine residue have been extracted from BMRB[11] and are
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reported in Table 5 and Table 6. Utilizing these data we have
attempted to answer the question of how well the calculated
chemical shifts compare with their experimental counterparts.

The conformationally averaged experimental shifts of all
nuclei of interest (15NNH, 13Ca, 13Cb, 13C', 1HNH) retrieved from
the database can be compared either to a simple arithmetical
or to a Boltzmann-type (energy-weighted) average of the ab
initio shifts of the nuclei of individual conformers. The
corresponding data are presented in Table 5 and on Figure 3.
Overall, the agreement between the average theoretical and
experimental shifts is rather impressive, especially for those
ab initio data obtained using the higher level of theory (level
B1). As the level of ab initio theory employed for geometry
optimization increases, that is as the basis changes from 3-21G
to 6-311��G** and the method changes from RHF to
DFT(B3LYP), the deviation between theoretically and ex-
perimentally determined average shifts becomes small for
all nuclei but the amide proton. At the highest level of theory
(level B2), neglecting the 1HNH shifts, the error for all nuclei is
down to a few percent. For example, using the energy-
weighted sum of the theoretical values (Table 6), the differ-
ence between the best calculated (level B1) and experimen-
tally determined shifts for 15NNH is only 1.03 ppm (d� 122.60
vs 123.63). For the Ha and Hb protons the difference be-
tween ab initio and experimental average shifts is less than
0.1 ppm. For the Ca values the difference is larger, 7.94 ppm,
which represents an error of 13 % (Table 6). These observa-
tions are very similar to those found for For-l-Ala-NH2 and
For-Gly-NH2.[31] It is not clear why the error between the
calculated and observed amide proton (1HNH) shifts is so much
larger (33 %) than for any other nucleus. Although deviation
of the calculated 1HNH shift from the experimental value
decreases when higher levels of theory are applied, it remains
substantial. One has to note that this large error is associated
with the most acidic (i.e., deshielded) proton, HNH, of the
molecule. As deshielding decreases, accuracy of the computed

Figure 3. Correlation between ab initio (top: GIAO-RHF/6-31�G*//
RHF/3-21G and bottom: GIAO-RHF/TZ2P//B3LYP/6-311��G**) and
experimentally determined average (conformation independent) chemical
shifts for all nuclei of For-l-Val-NH2.

Table 5. Statistical analysis of chemical shifts averaged over all backbone conformations using simple arithmetical averaging.[a]

Level Conf.[b] 15NNH 1HNH 13Ca 1Ha 13Cb 1Hb 13C'

av. std. acc. std. acc. av. std. acc. av. std. acc. av. std. acc. av. std. acc. av. std. acc.

A1 27 103.46 4.86 16 4.36 0.54 47 54.13 3.94 13 3.46 0.63 15 27.20 3.10 17 1.88 0.63 3 171.83 1.86 2
A2 20 102.99 5.01 17 4.41 0.60 47 54.40 4.40 12 3.44 0.69 16 27.57 3.50 16 1.98 0.69 2 171.50 1.54 2
B1 27 122.68 5.01 1 4.90 0.55 41 58.05 4.31 7 3.74 0.65 9 30.78 3.18 6 2.08 0.57 7 183.70 1.80 5
B2 18 122.67 5.15 1 5.00 0.60 39 58.24 4.98 6 3.70 0.72 10 31.04 3.83 5 2.23 0.64 15 183.12 0.93 4
exptl. 123.63 27.04 8.25 0.73 62.17 2.95 4.09 0.77 32.82 1.81 1.94 0.62 175.64 2.00

[a] See Table 1 for the levels of theory applied. av.� average (in ppm); std.� standard deviation (in ppm); acc.� accuracy (in %), defined as (CSAexptl ±
CSAcalcd)/CSAexptl. Exptl� experimental average shifts and their standard deviations taken from BMRB. [b] Number of conformers.

Table 6. Statistical analysis of chemical shifts averaged over all backbone conformations using energy-weighted (Boltzmann) averaging.[a]

Level Conf.[b] 15NNH 1HNH 13Ca 1Ha 13Cb 1Hb 13C'

av. std. acc. std. acc. av. std. acc. av. std. acc. av. std. acc. av. std. acc. av. std. acc.

A1 27 104.16 16 5.09 38 51.34 17 3.81 7 27.12 17 1.77 9 172.96 2
A2 20 103.99 16 5.12 38 51.23 18 3.83 6 27.16 17 1.77 9 172.90 2
B1 27 122.60 1 5.55 33 54.23 13 4.06 1 30.57 7 1.93 1 184.14 5
B2 18 122.32 1 5.59 32 54.05 13 4.10 0 30.63 7 1.93 0 183.93 5
exptl 123.63 27.04 8.25 0.73 62.17 2.95 4.09 0.77 32.82 1.81 1.94 0.62 175.64 2.00

[a] See footnote [a] to Table 5.
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shielding increases: The less acidic Ha and Hb protons are
calculated with an impressive precision. Although both the
1HNH and 13Ca calculated shifts are considerably off on the
NMR scale, they remain sensitive to conformational changes
(see below). Until now, theoretical studies have concentrated
only on 13C and 15N shifts of the a-helical and b-sheet
conformers of the peptide models. It is demonstrated here
that for all nuclei but perhaps one, considering all typical
backbone orientations, the average chemical shifts can be
determined with remarkable accuracy.

Chemical shift ± chemical shift correlation maps : Chemical
shifts of backbone nuclei are modified not only by the
composition of the side chain (note, for example, the
characteristic 15NNH upfield shift of Gly, Ser, and Thr
residues[60]) but for the same residue significant up- or
downfield shifts are expected due to changes in the molecular
environment and/or the backbone and side chain orientations.
Simple rotation of the adjacent amide planes can have a
remarkable effect on the chemical shifts of selected nuclei.
For example, the gL(a)) gD(a) (at level A1 {fgL�ÿ84.98,
ygL� 62.78}) {fgD� 59.58, ygD�ÿ38.58}) conformational
change is followed by a 12.2 ppm change for the 13Ca and a
5.5 ppm change for the 13Cb chemical shifts (Table 2). Fur-
thermore, interconversion between two conformational
neighbors, for example that of gL(g�))bL(g�), can easily
be monitored through changes of selected chemical shifts (at
level B1 the appropriate changes are D15NNH� 6.14 ppm and
D13Cb�ÿ4.73 ppm) (see Table 2).

Such shifts are clearly noticable on correlated 3D-plots
(e.g., on the 15NNH ± 1HNH ± 13Ca plot of an HNCA- or
HN(CO)CA-type triple-resonance NMR experiment) (Fig-
ure 4). Figure 4, as well as any of the related 2D plots,
referring to the 15NNH ± 1HNH, 13Ca ± 15NNH, and 13Ca ± 1HHN

planes (not shown), reveal different locations for the nine
characteristic backbone conformations of For-l-Val-NH2.
Structure-induced changes in the experimentally easily ame-
nable 1HNH shifts are relatively small. However, if the amide
proton (1HNH) shifts are correlated with those of amide
nitrogens (15NNH), a seemingly useful (and popular HSQC-
type) 2D plot emerges, where all characteristic backbone
orientations separate clearly (HNH ± NNH 2D planes on Fig-
ure 4). All l-type conformers but bL occupy the left part of
this 2D plot. A similarly useful 2D plot is that of the 13Ca ± 1Ha

correlation map, presented on Figure 5. When chemical shift
averaging is performed according to the backbone clusters,
the influence of the different side chain orientations (g�, a, or
gÿ ) on chemical shifts are hidden. These average values,
representative for the different backbone clusters, differ from
each other to a great extent. Furthermore, the relative
positions of these shifts on a 13Ca ± 1Ha correlation map are
similar to those calculated for For-l-Ala-NH2.[31] It seems to
be straightforward to recognize and assign the backbone
conformations of the amino acid residues from these relative
chemical shifts.

At all levels of theory the l-type and the d-type conformers
cluster in two distinct regions (Figure 5/A and 5/C). All
enantiomeric pairs of conformers (aL,aD, gL, gD, dL, dD

and eL, eD) are connected by a solid line on Figure 5.

Figure 4. 15NNH ± 1HNH ± 13Ca correlated 3D-plots for For-l-Val-NH2 at two
levels of theory: Top: GIAO-RHF/6-31�G*//RHF/3-21G and bottom:
GIAO-RHF/TZ2P//B3LYP/6-311��G**. Chemical shifts for each back-
bone type were obtained by averaging all three side chain rotamers.

Compared to the relevant l-type structures all d-type con-
formers but aD are markedly downfield shifted along the
carbon axes and slightly upfield shifted along the proton axes.
In the case of aL,aD, while the Ca shift is insignificant, the
Ha upfield shift is almost 1 ppm. Considering the resolu-
tion of modern spectrometers, these chemical shift differ-
ences seem to be sufficient to distinguish and assign
the different backbone conformer types of the same residue
in a protein. However, if the side chain rotation is slow, or if
due to structural reasons individual c1 rotamers are to be
expected, the assignment of the residue to a backbone cluster
based on 13Ca ± 1Ha chemical shifts may prove to be cumber-
some.

There are several factors determining the position of the
backbone conformers on ab initio chemical shift ± chemical
shift correlation maps. Some of them are related to compu-
tations, such as the effects of one-particle basis set deficiency,
the extent of electron correlation considered, and the effect of
geometry optimization. Results reported in Table 2 and
Table 3, as well as data shown on Figure 4 and Figure 5,
reveal that the backbone conformational clusters of For-l-
Val-NH2 are clearly distinguishable on the correlated plots,
especially on the 13Ca ± 1Ha plot, independent of the basis set
employed (6-31�G* or TZ2P) for the calculation of the
chemical shieldings. Although the choice of whether the
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GIAO-RHF calculations were performed at constrained
(levels A1 and B1) or at fully optimized (levels A2 and B2)
reference geometries does have an effect on the calculated
shifts, the separation of the conformers is clearly not affected.
Unlike in the case of For-Gly-NH2,[31] the effect of electron
correlation on CSA has not been determined directly by
performing, for example, GIAO-MP2 calculations for the
present valine model. Nevertheless, based on data found for
the glycine model For-Gly-NH2,[31] it is not expected that
electron correlation will alter profoundly the following
qualitative picture: The characteristic peptide conformers
appear at different regions on certain chemical shift ± chemi-
cal shift correlation plots. Therefore, the usefulness of the
approach of direct determination of conformations of protein
building units from multidimensional NMR experiments
seems to depend on what effect the side chains, solvation,
anisotropic factors, and inter- and intramolecular hydrogen
bonds have on the relative chemical shifts of the selected
nuclei. As to the future, detailed theoretical investigations of
more model compounds and more correlated-level chemical
shielding plots are needed, while it is also hoped that our

present and previous[31] theoretical results will encourage
experimental work in order to establish the magnitude of
these effects.

Chemical shift ± structure correlations : One principal goal of
our research has been the investigation of the efficacy of the
use of chemical shift information to predict the main chain
fold of peptides and proteins. So far, we have demonstrated
that a) theoretical and experimental chemical shifts, when
averaged over the entire conformational space, are rather
similar); and b) chemical shifts form distinct groups on
chemical shift ± chemical shift correlation plots as a function
of the [f,y] conformational clusters. Prompted by these
results, we decided to perform a systematic linear correlation
analysis between all important conformational parameters (f,
y, w0, w, and c1) and all chemical shifts (15NNH, 1HNH, 13Ca, 1Ha,
13Cb, 1Hb, and 13C') of interest of For-l-Val-NH2. We repeated
these studies using both sets of ab initio data determined. The
linear correlation (Pearson) coefficient, R, and the related
standard error, SY´X, have been employed during these
correlation studies.[61]

Figure 5. 1Ha ± 13Ca correlated 2D-plots for For-l-Val-NH2. Panels B and D compile all 27 conformers, while data reported on panels A and C were
calculated after averaging the effect of side chain orientation. On panels A and C the conformational mirror images (xL and xD) are connected by arrows, the
l-type backbone conformers are circled by solid lines while the d-type conformers by broken lines, each associated with three side chain conformers. All ab
initio chemical shifts were corrected, the global average of all calculated and all experimentally observed conformational shifts were shifted to a common
value (see text for details). Two computational levels have been employed: GIAO-RHF/6-31�G*//RHF/3-21G [square//empty symbol] (A, B) and GIAO-
RHF/TZ2P//B3LYP/6-311��G** [triangle//filled symbols] (C, D).
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Typical correlation result are shown in Table 7, obtained at
level B1 and using R 2 values as a measure for the goodness of
the regression. For structure ± shift correlation only those R 2

values are relevant which relate conformational parameters
with chemical shifts, as given in the box of broken lines in
Table 7. (In this respect all other R 2 data, reported in italics in
Table 7, are irrelevant). A technical problem arises when
correlating a set of chemical shifts with torsional variables, x,
where x�f, y, etc., since torsions have a periodic nature.
Both the IUPAC [ÿ1808� x��1808] and the classical
definition of Ramachandran [08� x��3608] used for defin-
ing the periodicity of the torsions influence the outcome of the
correlation. To avoid this ambiguity, R 2 values are calculated,
unless noted otherwise, using the periodic unit 08� x��3608
for all torsion angles, reported as R 2�0ÿ360�. It is evident that
often the goodness of the linear correlation can be maximized
by simply finding the ªoptimumº definition of the periodicity
of a particular torsional variable. When reported, the
optimum correlation between relevant pairs is described as
R 2

max.
The arithmetical average (R 2�0ÿ360�� of all calculated R 2�0ÿ360�

values at level B1 is rather low: 0.087 with a standard
deviation (s) of 0.14 (Table 7). This means that on average
there is no meaningful linear correlation between conforma-
tional parameters and chemical shifts. Nevertheless, for a few
pairs of variables R 2�0ÿ360� values can be three to four times
higher than the above stated average. For example, R 2�0ÿ360�
[f/13Ca]� 0.473, R 2�0ÿ360�[f/1Ha]� 0.418, and R 2�0ÿ360�[y/13Ca]�
0.345. All significant correlations are printed in bold in
Table 7. The squares of the optimized Pearson correlation
coefficients between these variables are usually even higher:
R 2

max[f/13Ca]� 0.557, R 2�0ÿ360�[f/1Ha]� 0.818, and R 2�0ÿ360�[y/Ca]�
0.345. Undoubtedly, f/1Ha provides the most significant cor-
relation between a backbone parameter and a chemical shift
(see Figure 6). The correlations between [f,y]/[13Ca,1Ha]
provide the possibility to ªprojectº backbone conformational
parameters on the 1Ha ± 13Ca 2D plot and vice versa. This means
that even a simple 1H ± 13C HSQC-type spectrum, once
resonances are assigned to the different amino acid residues,
could provide a handful of structural information. This is
discussed further below.

Figure 6. The maximized fit between 1Ha and f at level B1 (R 2� 0.818).

Statistical measures (R and R 2/s) of selected structure/shift
and shift/shift pairs (f/13Ca, f/1Ha, . . . , 1Ha/13Ca, etc.) for the
four theoretical levels, A1 through B2, are reported in Table 8.
The variable pairs were selected either because the correla-
tion found was high enough to consider (e.g., f/13Ca, f/1Ha,
y/13Ca, and 1Ha/13Ca) or because the type of correlation must
be discussed regardless of the goodness of the correlation
(e.g., y/1Ha). The most important conclusions which can be
drawn from the data presented in Table 7 and 8 are as follows:
a) All elements of the two by two data set [f,y]/[13Ca,1Ha] but
y/1Ha show significant correlation; for example, f/1Ha can be
as high as jRmax j �0.904 (Figure 6). b) The 1Ha/13Ca shift ±
shift correlation is significant with R 2/s �3 at all investigated
levels of theory. c) We do not find correlation between y and
1Ha at any of the levels investigated. d) The 13Ca shift of For-l-
Val-NH2 correlates with y almost as well as with f. e) None of
the shifts of the remaining nuclei (1HNH, 13Cb, 1Hb, and 13C'),
except for that of 15NNH, correlate with any of the structural
parameters. Nevertheless, if R 2 is maximized, the c1/15NNH

correlation becomes significant with jRmax j� 0.657. f) None of
the correlations mentioned become significantly different if
data are calculated at a higher level of theory, the overall
qualitative picture remains the same.

Although linear correlation of selected chemical shifts with
conformational parameters is not as high as one would hope,

Table 7. R 2 values determined between selected conformational and chemical shift values of For-l-Val-NH2.[a]

w0 f y w1 c1
15NNH 1HNH 13Ca 1Ha 13Cb 1Hb 13C'

w0 1 0.000 0.016 0.668 0.006 0.006 0.262 0.002 0.001 0.023 0.036 0.130
f 0.000 0.002 0.010 0.020(0.220) 0.069(0.213) 0.473(0.557) 0.418(0.818) 0.056(0.104) 0.198(0.260) 0.267(0.267)
y 1 0.007 0.000 0.007(0.137) 0.003(0.116) 0.345(0.345) 0.000(0.127) 0.014(0.089) 0.027(0.077) 0.026(0.272)
w1 1 0.000 0.010 0.127 0.015 0.010 0.006 0.012 0.056
c1 1 0.015(0.431) 0.048(0.144) 0.006(0.155) 0.024(0.145) 0.190(0.297) 0.026(0.298) 0.050(0.085)

NNH 1 0.001 0.005 0.003 0.114 0.180 0.000
HNH 1 0.204 0.097 0.013 0.042 0.038
Ca 1 0.457 0.001 0.141 0.096
Ha 1 0.022 0.188 0.004
Cb 1 0.412 0.042
Hb 1 0.020
C' 1

[a] A total of 27 conformers are involved; theoretical shifts refer to level B1 values. All conformational variables (f, y, w0 , w1 , and c1) are scaled between 08
and 3608. Auto-correlation values, that is R 2[f/f], are all equal to 1. The average of all R 2 values, hR 2i, is 0.087, with a standard deviation (s) of 0.140. All
values larger than R 2�1.5s (0.087�0.21� 0.297) are marked bold. Selected maximized R 2

max values are given in parentheses, obtained by shifting
systematically (with an increment of 58) the periodic unit of the conformational variables f, y, and c1 .
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pairs with large jR j values certainly warrant further inves-
tigation. All available results suggest that relative changes in
the chemical shifts of 13Ca and 1Ha are coupled with backbone
conformational changes: correlation between f/13Ca, f/1Ha,
and y/13Ca are significant. Therefore, we decided to inves-
tigate the dependence of the calculated shifts of Ha and Ca

nuclei as a function of the applied level of theory (not detailed
here), as performed previously for For-l-Ala-NH2.[31] We
observed that extension of the basis set or improvement in the
quality of the reference geometry do not increase appreciably
the reliability of predicting [f, y] values from calculated 13Ca

and 1Ha values.

Chemical shifts of valine as function of its conformation in
proteins : The two predominant secondary structural elements
of proteins are the a-helix and the b-sheet. Therefore,
accurate description of the NMR characteristics of
these two conformational building units has been of

primary interest for experimentalists and theoreticians
alike.[12, 13, 17, 18, 24, 62] In this section the correlation between
experimentally determined chemical shifts of selected nuclei
and the backbone fold of 93 Val residues in 18 selected
proteins is discussed. The analysis is more detailed than
previous ones in the sense that all backbone conformational
types are investigated.

As detailed in the last Section, correlation between tor-
sional variables (x�f, y, and c1) and NMR chemical shifts
(15NNH, 1HNH, 13Ca, 1Ha, 13Cb, and 13C') can be maximized. This
has been done for the experimental data and selected results
are reported in Table 9 and Table 10. Experimental R 2

max data
sets (Table 9) and comparison with their theoretical counter-
parts (Table 7) results in the following conclusions: a) Neither
15NNH nor 1HNH show correlation with conformational varia-
bles f, y, or c1; b) the f/13Ca, f/1Ha, and y/13Ca correlations
are among the most significant ones; c) 13Ca/1Ha data from
both sources show significant correlation (Figure 7) with
Rexptl[13Ca/1Ha]�ÿ0.83 and RLevel B2[13Ca/1Ha]�ÿ0.73; and
d) the only obvious discrepancy between ªtheory and experi-
mentº concerns R 2

max[f/13Cb] and R 2
max[y/13Cb]. While for

experimental data these R 2 values are relatively large with
R 2

exptl�max�[f/13Cb]� 0.57 and R 2
exptl�max�[y/13Cb]� 0.36 (Table 9),

for data determined by ab initio techniques they are typically
low, R 2

Level B1�max�[f/13Cb]� 0.10 and R 2
Level B1�max�[y/13Cb]� 0.09

(Table 7).

Table 8. Selected statistical parameters of the correlation analysis between
conformational and chemical shift values of For-l-Val-NH2 determined at
four levels of theory.[a]

A1 A2 B1 B2

R R 2/s R R 2/s R R 2/s R R 2/s

f/1Ha ÿ 0.60 3.12 ÿ 0.84 4.42 ÿ 0.65 2.98 ÿ 0.85 4.25
y/1Ha 0.10 0.08 0.10 0.06 0.08 0.04
f/13Ca 0.58 2.97 0.74 3.42 0.69 3.37 0.84 4.16
y/13Ca ÿ 0.67 3.94 ÿ 0.72 3.24 ÿ 0.59 2.46 ÿ 0.62 2.28
f/15N ÿ 0.31 0.83 ÿ 0.35 0.75 ÿ 0.14 0.14 -0.10 0.06
c1/13C' 0.22 0.41 0.24 0.36 0.22 0.35 0.34 0.67
1Ha/13Ca ÿ 0.69 4.08 ÿ 0.69 3.03 ÿ 0.68 3.26 ÿ 0.73 3.15
1Ha/13Cb 0.10 0.09 0.10 0.06 0.15 0.16 0.15 0.14
1HNH/15NNH 0.10 0.09 0.17 0.18 ÿ 0.03 0.00 ÿ 0.03 0.01

[a] See Table 1 for details about the levels of theory (A1, A2, B1, and B2)
applied. R�Pearson coefficient, s� standard error. The average R 2/s
values, obtained after considering all possible correlations between
conformational and chemical shift values are 0.115, 0.159, 0.140, and
0.170 for levels A1, A2, B1, and B2, respectively. All conformational
variables have been defined using the range [08, 3608].

Table 9. Selected R 2
max values determined between major periodic con-

formational variables and chemical shifts assigned for valines in 18
proteins.[a]

15NNH 1HNH 13Ca 1Ha 13Cb 13C'

f 0.128 0.054 0.648 0.555 0.569 0.266
y 0.182 0.08 0.669 0.434 0.363 0.291
c1 0.201 0.045 0.194 0.085 0.100 0.100

[a] The periodic unit of the three conformational variables f, y, and c1

were shifted systematically (with an increment of 58) in order to maximize
fitting. A total of 18 proteins was analyzed for the torsional and NMR
properties of valine residues.

Table 10. Experimentally determined[a] and ab initio (level A1[b] and B1[c]) 1Ha, 13Ca, f, and y parameters for valine conformers occurring frequently in
proteins.

Experiment Level A1 Level B1

conf.[d] abundance[e] av. dev.[f] 1Ha 13Ca f y 1Ha 13Ca f y 1Ha 13Ca f y

aL(gÿ ) 5 18 4.28 63.5 ÿ 78.0 ÿ 25.0 4.31 62.6 ÿ 54.0 ÿ 45.0 4.32 63.3 ÿ 54.0 ÿ 45.0
aL(g�) 1 12 3.6 65.2 ÿ 53.0 ÿ 31.0 4.35 62.1 ÿ 54.0 ÿ 45.0 4.33 62.9 ÿ 54.0 ÿ 45.0
aL(a) 22 18 3.51 66.1 ÿ 66.0 ÿ 42.0 3.88 64.1 ÿ 54.0 ÿ 45.0 3.90 64.3 ÿ 54.0 ÿ 45.0
bL(a) 27 30 4.66 60.9 ÿ 120.0 131.0 4.37 60.2 ÿ 137.5 143.5 4.32 58.5 ÿ 118.8 125.8
bL(gÿ ) 13 21 4.83 58.8 ÿ 133.0 157.0 4.75 58.1 ÿ 142.4 163.5 4.77 56.9 ÿ 131.1 162.2
bL(g�) 2 20 4.95 58.9 ÿ 151.0 141.0 4.38 60.2 ÿ 163.2 157.4 4.47 58.9 ÿ 151.9 157.6
dD(a) 1 27 3.76 63.3 ÿ 109.0 ÿ 55.0 4.81 62.5 ÿ 136.7 ÿ 59.9 4.81 61.7 ÿ 126.9 ÿ 68.0
dL(gÿ ) 2 26 4.48 60.2 ÿ 116.0 ÿ 8.0 5.27 57.4 ÿ 125.5 28.9 5.03 58.3 ÿ 114.0 12.1
eL(g�) 2 14 4.04 63.3 ÿ 60.0 136.0 3.93 59.9 ÿ 60.0 120.0 4.02 59.0 ÿ 60.0 120.0
eL(gÿ ) 4 32 3.96 61.0 ÿ 86.0 153.0 3.97 59.8 ÿ 60.0 120.0 3.97 58.9 ÿ 60.0 120.0
eL(a) 8 34 4.27 62.3 ÿ 89.0 124.0 3.59 63.4 ÿ 60.0 120.0 3.64 62.1 ÿ 60.0 120.0
gL(a) 6 37 4.00 62.3 ÿ 99.0 107.0 4.20 59.8 ÿ 86.6 71.4 4.14 59.1 ÿ 83.9 82.4

[a] Values extracted from the 18 proteins given in the Experimental Section. [b] Level A1�GIAO-RHF/6-31�G*//RHF/3-21G. [Computed chemical shifts
for 13Ca and 1Ha are uniformly shifted by 8.04 and 0.63 ppm, respectively (cf. Table 5), to match BMRB experimental averages (Table 5).] [c] Level B1�
GIAO-RHF/TZ2P//B3LYP/6-311��G**. [Computed chemical shifts for 13Ca and 1Ha are uniformly shifted by 4.12 and 0.35 ppm, respectively (Table 5), to
match BMRB experimental averages (Table 5).] [d] Type of valine 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 valine conformers in proteins and the reference f, y, and c1

values.
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Figure 7. 13Ca ± 1Ha chemical shift ± chemical shift correlation plot for 93
valines found in 18 proteins.

On experimental proton/carbon correlation maps (e.g., 1H/
13C HSQC) it is easy to see that the 13Ca/1Ha region shows
higher conformational dependence than the rest of the
spectrum: dots characterizing 13Ca/1Ha correlations are much
more spread out than 13Cb/1Hb or 13Cg/1Hg values. The level of
correlation found for f/Ca, f/Ha, y/Ca, and y/Ha allows for
prediction of backbone conformations from selected NMR
shielding values. Under optimal conditions this could result in
determination of the backbone fold solely from 13Ca and 1Ha

chemical shifts and vice versa. Therefore, in this study we
focused primarily on understanding the nature of 13Ca and 1Ha

chemical shift changes and their relation to parameters [f, y]
(Table 10 and Figure 8). Down- and upfield shifts are relative

Figure 8. 13Ca/f (top) and 13Ca/y (bottom) chemical shift conformation
correlation plot for 93 valines found in 18 proteins.

to the following average values extracted from BMRB for
valine residues: d(13Ca

BMRD)� 62.17 and d(1Ha
BMRD)� 4.09.

The results obtained can be summarized as follows:
a) There is a characteristic downfield shift for the 13Ca

chemical shifts associated with the right-handed helix
conformation (aL-type structure). The 13Ca downfield shift
of the helical building unit is especially significant for the
most populated anti side chain orientation aL(aÿ ),
13Ca

aL(a) exptl� 66.1 ppm. The experimentally observed
downfield shift is reproduced at both ab initio levels,
although its magnitude is slightly smaller: 13Ca

aL(a) Level A1�
64.1 ppm and 13Ca

aL(a) Level B1� 64.3 ppm. Along the proton
direction, both the calculated and the experimental 1Ha

chemical shifts of the aL(aÿ ) conformer are shifted up-
field: 1Ha

aL(a) Level A1� 3.88 ppm, 1Ha
aL(a) Level B1� 3.90 ppm,

and 1Ha
aL(a) exptl� 3.51 ppm. Within the helical parts of the

18 proteins analyzed here, valines adopt a gaucheÿ
orientation in only 18 % of all cases, the anti side chain
orientation is much more frequent. Both the 13Ca and the
1Ha chemical shifts associated with the aL(gÿ ) conformers
show small but significant downfield shifts: 13Ca

aL(gÿ) exptl�
63.5 ppm and 1Ha

aL(gÿ) exptl� 4.28 ppm. These shifts are
reproduced at both ab initio levels: 13Ca

aL(gÿ) Level A1�
62.6 ppm, 13Ca

aL(gÿ) Level B1� 63.3 ppm and 1Ha
aL(gÿ) Level A1�

4.31 ppm, 1Ha
aL(gÿ) Level B1� 4.32 ppm (see also Table 10 and

Figure 9). Since for the third type of side chain orientation,
aL(g�), only a single experimental case was found, analysis
of properties of this conformation is not possible. In
summary, the sign of the shifts characteristic for helical
backbone conformations are reproduced by calculations
for both side chain orientations aÿ and gÿ . Furthermore,
for aL(g�) ab initio calculations reproduce the carbon and
proton experimental shifts remarkably well.

b) Among all valine residues found in b-pleated sheet
conformation approximately 1/3 (13/42) have a
gaucheÿ , bL(gÿ ), and 2/3 (27/42) have an anti, bL(a),

Figure 9. Experimentally determined (in 18 proteins) and ab initio
calculated (level A1 and B1) Ha and Ca chemical shifts of valine
conformers (see also Table 8). Only those conformers are plotted which
were found in the 18 proteins more than twice. (Computed values are
uniformly shifted by 8.04 ppm [Ca] and 0.63 ppm [1Ha] at level A1, and by
4.12 ppm [13Ca] and 0.35 ppm [Ha] at level B1 to match BMRB exper-
imental average values d(13Ca)� 62.17 and d(1Ha)� 4.09.)
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side chain orientation (Table 10). For both types of side
chain orientations there is a significant upfield shift for
13Ca and a characteristic downfield shift for 1Ha (Table 10
and Figure 9). Once again, our ab initio calculations nicely
predict the sign of these changes relative to the average
value deduced from BMRB. For the bL(gÿ ) conformer
even the magnitudes of the calculated proton chemical
shifts, 1Ha

b(gÿ) Level A1� 4.75 ppm and 1Ha
b(gÿ) Level B1�

4.77 ppm, are very close to the average value (1Ha

b(gÿ) exptl� 4.83 ppm) of the 13 bL(gÿ ) conformers assigned
in the present protein database. Similarly to a-helices,
valines in b-sheets having a g� side chain orientation are
rather rare, only two cases have been found out of a total
of 42.

c) Besides the helical (aL) and the extended (bL) conforma-
tions discussed already, the third most frequently assigned
backbone conformer of proteins is that of poly-proline II,
built up from eL-type conformational units. As for helices
and b-sheets, in poly-proline II structures the anti side
chain orientation is the more frequent one, eL(a) �60 %,
while gaucheÿ is found in about 30 % of the cases. The g�
side chain orientation with eL-type backbone structure was
found only twice among the 93 valines analyzed. During ab
initio calculations for the For-l-Val-NH2 model system, the
following typical poly-proline IIfand y values were em-
ployed: f�ÿ608 and y� 1208. For all three types of eL

conformers the experimental average [f, y] values ob-
tained from X-ray data deviate significantly, �258, from
these typical backbone values, resulting in the possibility of
sizeable differences between experimental and ab initio
chemical shifts. Due to the generally established f/1Ha

correlation (Table 9), a few tenth of ppm discrepancy is
expected between 1Ha

theor and 1Ha
exptl . Indeed, for

this conformer the ab initio 1Ha chemical shift is signifi-
cantly upfield shifted (1Ha

eL(a) Level A1� 3.59 ppm and
1Ha

eL(a) Level B1� 3.64 ppm) when compared to the experi-
mental value of 1Ha

eL(a) exptl� 4.27 ppm (Table 10 and Fig-
ure 9). Nevertheless, for the eL(gÿ ) structures the ab initio
values agree well with experimental data, especially for
the 1Ha chemical shifts (1Ha

eL(gÿ) Level A1� 3.97 ppm,
1Ha

eL(gÿ) Level B1� 3.97 ppm, and 1Ha
eL(gÿ) exptl� 3.96 ppm).

d) In addition to the a-helix, b-sheet, and poly-proline II
conformers six inverse g-turns were assigned in the 18
proteins investigated, all having an anti side chain ori-
entation, denoted as gL(a). As for eL, the torsional
parameters of gL, especially y, are off by some 258 ;
causing expected differences between calculated and
observed chemical shifts. As reported in Table 10 and
Figure 9, this difference is indeed present, suggesting that
both 1Ha and 13Ca are sensitive to conformational mis-
matches.

Conclusion

Establishing correlations between peptide backbone confor-
mations and chemical shifts of relevant nuclei has provided a
continuous challenge for experimentalists and theoreticians
alike. When performing ab initio chemical shift calculations

uncertainties arise from the problem of ideal size and type of
peptide model to be used, from the required level of quantum
theory, and from the incorporation of important structural
and environmental factors (e.g., non-planarity of the amide
groups and solvation effects). To consider all these effects at
once is an almost formidable task. An important challenge for
experimentalists is to provide a much larger, non-homolo-
gous, and carefully revised protein NMR database, something
similar to BMRB. In the meantime, studies such as the present
one incorporating both selected ab initio results and carefully
chosen values from experimental databases provide perhaps
the most promising approach. Important findings of our study
are detailed as follows:
* For the first time the entire conformational library of For-l-

Val-NH2, a typical representative of hydrophobic but non-
aromatic side chain containing amino acids, is presented.
The ab initio data set comprises 27 different structures
optimized at two levels of theory. All aL, eL, and some of
the eD and dD conformers are found not to correspond to
local minima at the 6-311��G** DFT(B3LYP) level of
theory. For these structures partially constrained geometry
optimizations were performed. As many as 54 medium-
and/or high-level GIAO-RHF NMR shielding calculations
were performed to map the conformational hyperspace of
valines in proteins.

* Agreement between theoretical and experimental chem-
ical shifts averaged over all conformers for the different
types of proton, nitrogen and carbon nuclei is impressive,
R 2 values as high as 0.99 are observed. As the size of the
basis set employed for the shielding calculation increases,
deviation between the experimental and theoretical shifts
decreases to a few percent for all nuclei but the amide
proton.

* In correlating 1HNH and 15NNH chemical shifts, as well as 1Ha

and 13Ca chemical shifts, useful 2D plots emerge independ-
ently of the basis set employed. In the case of our valine
model peptide, after averaging the chemical shift modify-
ing effect of the side chain orientation, the positions of the
correlated shifts of the various backbone conformers differ
from each other to such an extent that it is straightforward
to recognize and assign the appropriate backbone con-
formations from their relative chemical shifts. The 15NH ±
1HNH and/or the 1Ha and 13Ca planes, which correspond to
results of HSQC (N,H)-type NMR experiments, reveal that
all nine typical backbone conformations separate clearly.

* The empirical structure ± chemical shift correlations ob-
served by Wishart,[12, 13] Oldfield,[18] Bax[8] and others have
been successfully applied in structural determinations of
helical and extended-like secondary structures. Data pre-
sented in this paper for valine give further justification to
these structure ± chemical shift correlations and shows that
they hold for all typical backbone conformers. Our present
comprehensive analysis, augmented by our previous re-
sults[31] for the For-Gly-NH2 and For-l-Ala-NH2 models,
reveals the intrinsic correlation of all nine characteristic
backbone conformations of peptides and their chemical
shift information (especially 1Ha and 13Ca).

* Our detailed NMR shift investigation, covering the entire
conformational hyperspace available for a valine diamide
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model and all experimental valine chemical shifts extracted
from 18 carefully matched proteins, reveals significant
conformational dependence of 1Ha and 13Ca chemical
shifts. However, more model compounds, for example
For-Ser-NH2 (a model for hydrophilic amino acids) and
For-Phe-NH2 (a model of amino acids with aromatic side
chains), should be studied to obtain a conclusive and
general answer as to whether chemical shift information in
general is good enough to use for structure determination
of peptides and proteins.

In summary, ab initio isotropic NMR shielding results
presented in this paper for the model system For-l-Val-NH2

facilitate and encourage the application of correlated relative
chemical shift information from {1H ± 15N}HSQC, {1H ±
13C}HSQC, HNCA, HNCB, and other multiple-pulse NMR
experiments to extract structural information directly from
these measurements, thus opening an alternative route to
NOEs in deriving structures of proteins from their NMR
spectra.
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