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ABSTRACT: The synthesis and characterization of syn and anti β-hydroxy
γ-amino acid (statine) diastereoisomers, their utilization in the design of
hybrid peptide foldamers, and their single crystal conformations are studied.

γ-Amino-β-hydroxy acids (statines) are naturally occurring
nonribosomal amino acids widely present in many peptide
natural products. Peptides constituted with statines have been
used as protease inhibitors. For example, pepstatin,1 a naturally
occurring peptide, has shown broad inhibitory activities against
various aspartic acid proteases,2 such as pepsin, cathespin D and
E, rennin, HIV-1 protease, β-secretase, plasmepsin I and II of
the malarial parasite Plasmodium falciparum, etc. In addition,
several natural peptides containing statines or modified statines,
such as didemnins,3 dolastatins,4 hapalosin,5 tamandarins,6 etc.,
displayed promising anticancer properties. Inspired by the
remarkable biological applications of these peptide natural
products, various synthetic strategies have also been developed
for the synthesis of statines.7 Although the peptides containing
statines have been extensively investigated for their biological
properties, very little is known regarding their conformational
properties. The natural occurrence and their excellent biological
activities inspired us to investigate the conformational behavior
of these amino acids in hybrid peptides.
The conformational properties of γ- and hybrid γ-peptides

with various types of γ-amino acids such as γ4-amino acids,8 3,3-
dialkyl γ-amino acids, cyclic γ-amino acids,10 and 2,3,4-alkyl
substituted γ-amino acids have been thoroughly investigated.
Results suggest that most of these γ- and hybrid γ-peptides
prefer to adopt helical conformations. However, peptides with
α,β-unsaturated γ-amino acids12 and 4,4-dimethyl substituted γ-
amino acids13 prefer to adopt an extended sheet type of
structure. We have been interested in the conformational
analysis of various γ- and α,γ-hybrid peptides and sought to
investigate the influence of β-hydroxyl groups of statine
residues in the folding of hybrid γ-peptides. As we are
interested in understanding the conformational behavior of
both the syn and anti (with respect to side chains of the amino

acids) diastereoisomers of statines (Scheme 1), β-keto-γ-amino
esters were chosen as starting materials for the synthesis.

Recently, we reported the mild protocol for the synthesis of β-
keto-γ-amino esters14 starting from the N-protected amino
aldehydes by adopting the Roskamp’s procedure.15 Rich et al.
reported the synthesis of syn and anti diastereoisomers of
statines through the mild reduction of β-keto γ-amino esters
using NaBH4 in various sovlent combinations.16 We chose to
utilize THF as a sovlent in the reduction of β-keto esters to
reduce the diastereoselectivity in the reaction. The schematic
representation of the synthesis of statines is shown in Scheme
2. By utilizing the reported protocol,14 various N-Boc-β-keto-γ-
amino esters (Table 1, 1a−e) were synthesized starting from
the corresponding amino aldehyde and ethyl diazoacetate in the
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Scheme 1. Syn and Anti β-Hydroxy-γ-amino Acids
(Statines)a

aLocal torsional variables of statines are also shown.
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presence of anhydrous tin chloride. Out of all the β-keto-γ-
amino esters in Table 1, we were able to obtain single crystals
for 1a and its X-ray structure is shown in Figure 1. To

understand the compatibility and the stereochemical output, we
initially subjected 1a to the NaBH4 reduction in dry THF at
−78 °C. The two diastereoisomers 2a (major) and 3a (minor)
obtained after the mild NaBH4 reduction were separated using
column chromatography. The major isomer (2a) gave single
crystals after slow evaporation of a methanol solution, and its
X-ray structure is shown in Figure 1. Similar to the other γ-
amino acids, the torsional values of β-keto and β-hydroxy γ-

amino acids were measured by introducing two additional
variables θ1 (N−Cγ−Cβ−Cα) and θ2 (Cγ−Cβ−Cα−C′) along
with ϕ (C′−N−Cγ−Cβ) and ψ (Cβ−Cα−C′−N/O) (Scheme
1). Instructively, the crystal structure of 1a reveals that the
carbonyls (CO) of keto and ester functional groups oriented
∼90° perpendicular to one another. In contrast to the
vinylogous amino acids8d where the side chain is almost
perpendicular to the double bond, the amino acid side chain
adopted a skew conformation (−18°) with the keto functional
group. The analysis of the statine 2a suggested that the
molecule adopted gauche+ (g+) and anti (t) conformations
along Cγ−Cβ and Cβ−Cα bonds, respectively. Further, the β-
hydroxyl group was involved in the network of bifurcated
intermolecular H-bonding with the other hydroxyl groups (see
Supporting Information (SI)). Encouraged by these results, we
subjected other β-keto-γ-amino esters (1) in Table 1 to the
mild NaBH4 reduction in THF. Both major (2, syn) and minor
(3, anti) diastereoisomers were separated using column
chromatography. The yield (2 + 3) and the diastereomeric
ratio of the statines are given in the Table 1. Interestingly, all
syn diastereoisomers (2a−d) displayed a more downfield amide
NH shift over their anti diastereoisomers (3a−d).
To understand the conformational properties of statines in

peptide sequences, we designed two hybrid peptides P1and P2.
The sequences of these peptides are shown in Scheme 3. In the

case of P1, we incorporated the minor diastereoisomer (3S,4S)
3a, and in the case of P2, the major diastereoisomer (3R,4S) 2a
was used along with an alternating α-amino acid, Aib. Both P1
and P2 were synthesized in solution phase through a 2 + 2
convergent strategy using Boc chemistry (see SI). Statines were
used in the coupling reaction without protection of the β-
hydroxyl group. All coupling reactions were performed using
HBTU/HOBt coupling conditions, and peptides were isolated
in moderate to good yields (see SI) after silica gel column
chromatography. Instructively, all coupling reactions were
found to be clean and efficient, suggesting that unprotected
hydroxyl groups experienced no interference during the peptide
synthesis.
Single crystals of peptides P1 and P2 were obtained from the

solution of aqueous methanol after slow evaporation, and their
X-ray structures are shown in Figure 2. The analysis of the
crystal structure of P1 reveals that the presence of two
molecules in the asymmetric unit which are interconnected by
two water molecules. Both molecules in the asymmetric unit
adopted a helical conformation with a slight variation in their
torsional variables. The helical conformation of P1 is stabilized
by two intramolecular 12-membered H-bonds between the
amide NH and CO of i and i+3 residues similar to the α,γ4-

Scheme 2. Synthesis of Statines Starting from Boc-Amino
Aldehydes

Table 1. Diastereomeric Ratio of Statines Obtained after
Column Purification

Figure 1. X-ray structures of β-keto-γ-phenylalanine and syn-(3R,4S)-
β-hydroxy γ-phenylalanine (major product).

Scheme 3. Sequences of Hybrid Peptides P1 and P2
Containing Anti (3S,4S) and Syn (3R,4S) Diastereoisomers
of β-Hydroxy-γ-phenylalanine, Respectively
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hybrid peptides.8c,d Interestingly, the β-hydroxyl groups are
pointed toward the N-terminus of the helix similar to the amide
NHs. Instructively, as a result of this unique projection of the β-
OH toward the N-terminus, the Phe-sta4 β-OH is involved in
the 10-membered intramolecular H-bonding with the CO
group of the Phe-sta2. Further, β-OH of the Phe-sta2 is
involved in the strong intermolecular H-bonding with the water
molecule which connects the other helix through intermolec-
ular H-bonding with the penultimate Aib3 CO group. Further,
analysis of the torsional variables reveals that Phe-sta2 adopted
g+, g+ conformations along Cγ−Cβ and Cβ−Cα bonds and
anticlinal conformations along N−Cγ and Cα−C(O) bonds.
In contrast, the Phe-sta4 adopted a fully extended conformation
due to the lack of terminal amide NH to participate in the
intramolecular H-bonding. The torsional values of Phe-sta
residues are given in Table 2. The H-bond parameters are
tabulated in the Supporting Information. Analysis of the crystal
structure of P2 with (3R,4S) β-hydroxy-γ-phenylalanine (syn)
suggests the presence of a single molecule in the asymmetric
unit. Similar to P1, P2 also adopted a 12-helical conformation

and the structure is stabilized by two intramolecular H-bonds
between the residues i and i+3. The Phe-sta2 is accommodated
nicely into the 12-helical conformation by adopting the g+, g+

conformation along θ1 and θ2. Further, Phe-sta4 in P2 adopted
an extended conformation by having the torsional values θ2 and
ψ −170° and 160°, respectively, similar to P1. Due to the
stereochemical requirement, the β-OH group of (3R,4S) β-
hydroxy-γ-phenylalanine in P2 pointed toward the C-terminus
of the helix similar to the amide CO groups. In contrast to the
β-hydroxyl group of anti (3S,4S)Phe-sta2 in P1, the β-OH
group of the Phe-sta2 in P2 is involved in the six-membered
intramolecular H-bonding with CO of the same residue with a
CO···H distance of 2.09 Å and CO···H−O angle of 142°.
This intraresidue H-bonding is not observed in the terminal
Phe-sta4, as it does not participate in the helix due to the lack of
C-terminal amide NH; however, it is involved in the strong
intermolecular H-bonding with the solvent methanol. The
structural analysis of P1 and P2 reveal that, irrespective of the
stereochemistry at the β-position and the projection of the
hydroxyl groups, both peptides adopted the right-handed
helical conformation. Further, the superposition of the hybrid
statine peptide P2 with the known α,γ4-hybrid tetrapeptide 12-
helix8d (Boc-Aib-γ4Phe-Aib-γ4Phe-OEt) reveals a very nice
backbone correlation (Figure 2D) suggesting that statines can
be utilized as surrogates for other γ-amino acids in the design of
functional foldamers. Overall, these results suggest that syn and
anti diastereoisomers of β-hydroxy γ-amino acids can be
accommodated nicely into the 12-helical conformation without
much deviation from the α,γ4-hybrid peptide 12-helix. Although
both syn and anti diastereoisomers adopted the required g+, g+

to accommodate into the helix similar to the γ4-residues, anti
diastereoisomers may stabilize the helical folds through
additional inter-residue H-bonding compared to the syn
diastereoisomers and γ4-residues.
In conclusion, we demonstrated the facile synthesis of

various β-hydroxy γ-amino acids starting from β-keto-γ-amino
esters and studied their single crystal conformations. The
stereochemically pure anti (3S,4S) and syn (3R,4S) β-hydroxy
γ-phenylalanine were utilized in the synthesis of hybrid peptides
with alternating α-amino acids. Results suggest that irrespective
of the stereochemistry at the β-carbon center, both the α,γ-
hybrid peptides adopted 12-helical conformations. However,
the β-hydroxyl groups in anti diasteroisomers projected toward
the N-terminus of the helix similar to the amide NHs, while in
syn diastereoisomers the β-hydroxyl group projected toward the
C-terminus of the helix similar to the amide carbonyl. These
stereochemical requirement enabled the β-hydroxyl groups to
be involved in the 6-membered intraresidue H-bonds in the syn
diasteroisomers and 10-membered interresidue H-bonds in the
anti diastereoisomers, respectively. The influence of these
additional −OH group interactions with the backbone carbonyl
groups in the higher ordered helical peptides is yet to be
investigated. Overall, the facile synthesis of statines and
stereochemical analysis of monomers as well as hybrid peptides
of statines reported here may provide realistic information
regarding the structure-based design of peptides containing β-
hydroxy γ-amino acids.
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Experimental procedures, compound characterization, and
crystallographic information for 1a, 2a, P1, and P2. This

Figure 2. X-ray structures of (A) P1, (B) P2, (C) Superposition of P1
and P2, and (D) Overlay of P2 and α,γ4-hybrid tetrapeptide 12-helix.
Side-chain hydrogens are not shown for clarity.

Table 2. Torsional Variables (deg) of β-Keto and β-Hydroxy
γ-Amino Acid Residues

no. residue ϕ θ1 θ2 ψ

AAs 1a −135 35 162 94
2a −131 59 −169 −172

P1 Phe-sta2 −123 ± 3 53 ± 3 60 ± 3 −122 ± 1
Phe-sta4 −105 ± 3 173 ± 3 168 ± 9 154 (−57)

P2 Phe-sta2 −126 51 63 −121
Phe-sta4 −105 56 −170 −158

Organic Letters Letter

dx.doi.org/10.1021/ol403290h | Org. Lett. 2014, 16, 294−297296



material is available free of charge via the Internet at http://
pubs.acs.org.

■ AUTHOR INFORMATION
Corresponding Author

*E-mail: hn.gopi@iiserpune.ac.in.

Notes

The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
A.B. and M.G.K. are thankful to CSIR for the Senior Research
Fellowship.

■ REFERENCES
(1) Umezawa, H.; Aoyagi, T.; Morishima, H.; Matsuzaki, M.;
Hamada, M.; Takeuchi, T. J. Antibiot. 1970, 23, 259.
(2) (a) Dunn, B. M. Chem. Rev. 2002, 102, 4431. (b) Leung, D.;
Abbenante, G.; Fairlie, D. P. J. Med. Chem. 2000, 43, 305. (c) Binkert,
C.; Frigerio, M.; Jones, A.; Meyer, S.; Pesenti, C.; Prade, L.; Viani, F.;
Zanda, M. ChemBioChem 2006, 7, 181. (d) Rich, D. H.; Sun, E. T. O.;
Ulm, E. J. Med. Chem. 1980, 23, 27. (e) Zaidi, N.; Burster, T.;
Sommandas, V.; Herrmann, T.; Boehm, B. O.; Driessen, C.; Voelter,
W.; Kalbacher, H. Biochem. Biophys. Res. Commun. 2007, 364, 243.
(f) Matuz, K.; Motyan, J.; Li, M.; Wlodawer, A.; Tozser, J. FEBS J.
2012, 279, 3276. (g) Barazza, A.; Gotz, M.; Cadamuro, S. A.; Goettig,
P.; Willem, M.; Steuber, H.; Kohler, T.; Jestel, A.; Reinemer, P.;
Renner, C.; Bode, W.; Moroder, L. ChemBioChem 2007, 8, 2078.
(h) Gupta, D.; Yedidi, R. S.; Varghese, S.; Kovari, L. C.; Woster, P. M.
J. Med. Chem. 2010, 53, 4234. (i) Bailey, D.; Cooper, J. B.;
Veerapandian, B.; Blundell, T. L.; Atrash, B.; Jones, D. M.; Szelke,
M. Biochem. J. 1993, 289, 363. (j) Jones, D. M.; Sueiras-Diaz, J.; Szelke,
M.; Leckie, B. J.; Beattie, S. R.; Morton, J.; Neidle, S.; Kuroda, R. J. Pep.
Res. 1997, 50, 109.
(3) Vera, M. D.; Joullie, M. M. Med. Res. Rev. 2002, 22, 102.
(4) (a) Pettit, G. R.; Kamano, Y.; Herald, C. L.; Fujii, Y.; Kizu, H.;
Boyd, M. R.; Boettner, F. E.; Doubek, D. L.; Schmidt, J. M.; Chapuis,
J.-C. Tetrahedron 1993, 49, 9151. (b) Aherne, G. W.; Hardcastle, A.;
Valenti, M.; Bryant, A.; Rogers, P.; Pettit, G. R.; Srirangam, J. K.;
Kelland, L. R. Cancer Chemother. Pharmacol. 1996, 38, 225.
(5) Stratmann, K.; Burgoyne, D. L.; Moore, R. E.; Patterson, G. M.
L.; Smith, C. D. J. Org. Chem. 1994, 59, 7219.
(6) Vervoort, H.; Fenical, W.; de A. Epifanio, R. J. Org. Chem. 2000,
65, 782.
(7) Ordonez, M.; Cativiela, C. Tetrahedron: Asymmetry 2007, 18, 3.
(8) (a) Hintermann, T.; Gademann, K.; Jaun, B.; Seebach, D. Helv.
Chim. Acta 1998, 81, 893. (b) Hanessian, S.; Luo, X.; Schaum, R.;
Michnick, S. J. Am. Chem. Soc. 1998, 120, 8569. (c) Basuroy, K.;
Dinesh, B.; Madhusudana Reddy, M. B.; Chandrappa, S.; Raghothama,
S.; Shamala, N.; Balaram, P. Org. Lett. 2013, 15, 4866.
(d) Bandyopadhyay, A.; Gopi, H. N. Org. Lett. 2012, 14, 2770.
(e) Basuroy, K.; Dinesh, B.; Shamala, N.; Balaram, P. Angew. Chem.,
Int. Ed. 2012, 51, 8736. (f) Shin, Y. H.; Mortenson, D. E.; Satyshur, K.
A.; Forest, K. T.; Gellman, S. H. J. Am. Chem. Soc. 2013, 135, 8149.
(g) Pendem, N.; Nelli, Y. R.; Douat, C.; Fischer, L.; Laguerre, M.;
Ennifar, E.; Kauffman, B.; Guichard, G. Angew. Chem., Int. Ed. 2013,
52, 4147. (h) Bouillere, F.; Thetiot-Laurent, S.; Kouklovsky, C.; Alezra,
V. Amino Acids 2011, 41, 687. (i) Sharma, G. V. M.; Jadhav, V. B.;
Ramakrishna, K. V. S.; Jayaprakash, P.; Narsimulu, K.; Subash, V.;
Kunwar, A. C. J. Am. Chem. Soc. 2006, 128, 14657.
(9) (a) Vasudev, P. G.; Chatterjee, S.; Shamala, N.; Balaram, P. Chem.
Rev. 2011, 111, 657. (b) Vasudev, P. G.; Chatterjee, S.; Shamala, N.;
Balaram, P. Acc. Chem. Res. 2009, 42, 1628.
(10) (a) Guo, L.; Chi, Y.; Almeida, A. M.; Guzei, I. A.; Parker, B. K.;
Gellman, S. H. J. Am. Chem. Soc. 2009, 131, 16018. (b) Guo, L.;
Zhang, W.; Reidenbach, A. G.; Giuliano, M. W.; Guzei, I. A.; Spencer,
L. C.; Gellman, S. H. Angew. Chem., Int. Ed. 2011, 50, 5843. (c) Guo,

L.; Zhang, W.; Guzei, I. A.; Spencer, L. C.; Gellman, S. H. Org. Lett.
2012, 14, 2582.
(11) Seebach, D.; Brenner, M.; Rueping, M.; Jaun, B. Chem.Eur. J.
2002, 8, 573.
(12) (a) Hagihara, M.; Anthony, N. J.; Stout, T. J.; Clardy, J.;
Schreiber, S. L. J. Am. Chem. Soc. 1992, 114, 6568. (b) Bandyopadhyay,
A.; Mali, S. M.; Lunawat, P.; Raja, K. M. P.; Gopi, H. N. Org. Lett.
2011, 13, 4482.
(13) Jadhav, S. V.; Gopi, H. N. Chem. Commun. 2013, 49, 9179.
(14) Bandyopadhyay, A.; Agarwal, N.; Mali, S. M.; Jadhav, S. V.;
Gopi, H. N. Org. Biomol. Chem. 2010, 8, 4855.
(15) Holmquist, C. R.; Roskamp, E. J. J. Org. Chem. 1989, 54, 3258.
(16) Maibaum, J.; Rich, D. H. J. Org. Chem. 1988, 53, 869.

Organic Letters Letter

dx.doi.org/10.1021/ol403290h | Org. Lett. 2014, 16, 294−297297

http://pubs.acs.org
http://pubs.acs.org
mailto:hn.gopi@iiserpune.ac.in

