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Harnessing selenocysteine reactivity for oxidative
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Although oxidative folding of disulfide-rich proteins is often sluggish, this process can be significantly

enhanced by targeted replacement of cysteines with selenocysteines. In this study, we examined the
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effects of a selenosulfide and native versus nonnative diselenides on the folding rates and mechanism of

bovine pancreatic trypsin inhibitor. Our results show that such sulfur-to-selenium substitutions alter the

DOI: 10.1039/c4s5c02379j

www.rsc.org/chemicalscience dependent manner.

Proper folding is critical to protein function. Most proteins fold
spontaneously to their native three-dimensional structure
guided by information encoded in the primary amino acid
sequence.* For proteins that contain multiple disulfide bonds,
this process is complicated by the need for additional oxidation,
reduction, and rearrangement steps.> Because the number of
possible disulfide crosslinks increases factorially with the
number of cysteines, formation of scrambled disulfide bond
isomers and accumulation of kinetically trapped intermediates
may limit both folding rates and yields.

Redox buffers—typically mixtures of oxidized and reduced
glutathione (GSSG and GSH, respectively)—have been used
extensively to enhance oxidative protein folding in vitro.>”
Recently, small molecule diselenides such as selenoglutathione
(GSeSeG) were shown to possess significant advantages over
disulfides in such reactions, affording faster rates and higher
yields for many disulfide-rich proteins.®” Both thiol oxidation
and subsequent disulfide bond shuffling are facilitated by the
higher polarizability of selenium compared to sulfur and the
greater acidity of selenols versus thiols (ApK, = 3).*° Because
selenols are readily oxidized, such processes can even be per-
formed with catalytic amounts of diselenide.*

Intramolecular catalysis of oxidative protein folding is also
possible if cysteine residues in a protein are replaced by sele-
nocysteine (abbreviated as Sec or U)."**” Typically, selenocys-
teines are placed at positions that would yield native crosslinks.
Because diselenides are more stable than selenosulfides and
disulfides, diselenide-bond formation provides an effective
means of generating specific crosslinks. In addition to
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distribution of key folding intermediates and enhance their rates of interconversion in a context-

increasing folding rates by up to two orders of magnitude, this
strategy affords isosteric variants of the native protein that can
be more resistant to reduction and disulfide scrambling.'®
Nonnative diselenide crosslinks have been similarly exploited
to trap kinetically unstable protein folding intermediates® and
to bias early folding events.”® For example, we showed that
nonnative connectivities could substantially improve the
folding efficiency of bovine pancreatic trypsin inhibitor (BPTI,
Fig. 1) by altering the balance of productive versus non-
productive folding routes.*

BPTI is a 58-residue protein stabilized by three disulfide
bonds. It normally folds by a bifurcated pathway characterized
by a small number of intermediates containing one and two
native disulfide bonds (Fig. 2a).>*** These include two relatively
long-lived species, N* ([5-55; 14-38]) and N’ ([14-38; 30-51]),
which must undergo partial unfolding and rate-limiting disul-
fide bond rearrangements to reach the native state (N). To
perturb the normal steady-state distribution of intermediates,
we replaced both Cys5 and Cysl4 with selenocysteine.*
Formation of the nonnative 5-14 crosslink accelerated folding

Fig. 1 Structure of BPTI. The folded protein contains three native
disulfide bonds between cysteines 5-55, 14-38, and 30-51 (PDB
entry: 1BPI).
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Fig. 2 Folding mechanisms of BPTI analogs. (a) Kinetically favored folding pathway for wt BPTI.% R refers to the fully reduced protein; inter-
mediates that accumulate during folding are indicated by the disulfide bonds they contain. Initial oxidation of R affords a broad distribution of
single disulfide intermediates (dotted lines) that rearrange to [5—55] and [30-51].24-2¢ Qualitative estimates of the relative rates of individual steps
are indicated. (b) C5U/C14U BPTI can fold via the normal BPTI mechanism (black) or by a new reaction channel (red) that avoids the long-lived N*
and N’ intermediates;?° (c) The observation of N* suggests that C5U BPTI folds by the standard BPTI pathway, but the presence of selenocysteine
increases the reactivity of both N* and N’; (d) The folding pathway for C14U/C38U BPTI is similar to that of wt BPTI, but the reactivity of the 14-38

diselenide promotes extensive precipitation.

by altering the population of one-disulfide intermediates and
eliminating the kinetically trapped two-disulfide intermediates
(Fig. 2b). In the current study, we have prepared and charac-
terized two additional selenoproteins to gain further insight
into the influence of selenium on the BPTI folding mechanism.
The first contains a single selenocysteine at position 5, whereas
the second introduces a diselenide in place of the native 14-38
disulfide bond.

The C5U BPTI variant was chemically synthesized by a
previously described three-fragment native chemical ligation
strategy.”>*”*®* To remove impurities that might affect folding
kinetics, the crude ligation product was first folded under
aerobic conditions and purified as a single species by HPLC.
Following reduction with DTT and rapid reoxidation of the
selenol by air, the selenoprotein was isolated by HPLC as a
mixture of isomers that possess a single 5-X selenosulfide and
four reduced thiols. This species folded rapidly under anaerobic
conditions at pH 8.7 using glutathione as an oxidant (Fig. 3a). In
contrast to wt BPTI, which requires >21 h to convert completely
to N (Fig. 3b), the entire process was finished within 3 h. In fact,
more than half of the protein reached the native state within
one minute. Approximately 35% of the sample formed a tran-
sient intermediate with a retention time of 24.6 min, similar to
that of N* in the natural folding pathway. Mass spectrometric
analysis of this species confirmed that it contained only two
crosslinks (either two disulfides or one disulfide plus a

This journal is © The Royal Society of Chemistry 2015

selenosulfide), whereas tryptic mapping provided evidence for
an N*like structure (see ESIt). Although cleavage of the 5-55
crosslink is not required for conversion of this intermediate to
N, C5U N* reacted faster than its wild-type counterpart, perhaps
because the lability of the selenosulfide facilitated its equili-
bration with N’ (Fig. 2c). The presence of a free selenol in C5U N
would be expected to promote intramolecular rearrangement to
C5U Ngn, explaining why this species did not accumulate
during folding. As previously seen for wt BPTI (Fig. 3d), utili-
zation of GSeSeG instead of GSSG as the oxidant further accel-
erated the N* — N conversion (Fig. 3c).?* The rate enhancement
(~2-fold) was relatively modest at pH 8.7 (Fig. 3f), but experi-
ments with C5U/C14U BPTI suggest that even larger effects
should be attainable at lower pH where oxidative folding is
inherently slower.*

The C14U/C38U analog is interesting because of the central
role played by the native 14-38 disulfide in BPTI folding
(Fig. 1).*** Kinetic studies on the wt protein have shown that
14-38 is the first disulfide bond reduced during reductive
unfolding;* it is also the first formed during oxidative folding,
but rapidly rearranges to the one-disulfide intermediates [5-
55] and [30-51].>*>¢ Reinstallation of the 14-38 crosslink then
affords N* and N’, and subsequent cleavage of this bond in the
thiol-disulfide interchange reactions leading to the native
state is rate limiting overall.>>* To examine how replacement
of the 14-38 disulfide with a diselenide affects this complex

Chem. Sci,, 2015, 6, 322-325 | 323
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Fig. 3 Anaerobic folding of BPTI variants at pH 8.7. Representative HPLC chromatograms of acid-quenched aliquots from folding reactions with
(a) C5U BPTI with GSSG, (b) wt BPTI with GSSG; (c) C5U BPTI with GSeSeG; (d) wt BPTI with GSeSeG; and (e) C14U/C38U BPTI with GSSG. (f)
Kinetic traces of the initial stages of the folding reactions of wt BPTI (blue) and C5U BPTI (red), in the presence of GSSG (dashed) or GSeSeG

(solid). [protein] = 30 uM; [GSSGI, [GSeSeG] = 150 uM.

reaction manifold, we synthesized C14U/C38U BPTI by a route
analogous to that used to prepare the C5U and C5U/C14U
analogs. The selenoprotein was isolated as a single peak by
HPLC, albeit in lower yield than C5U/C14U BPTI. High-reso-
lution mass spectrometric analysis indicated the presence of a
single crosslink, consistent with selective formation of the
14-38 diselenide.

The low yield obtained for C14U/C38U BPTI can be attrib-
uted to nonspecific aggregation and precipitation of the
protein, which also complicated the folding experiments. In
contrast to the other BPTI analogs, this variant gave consider-
able amounts of white precipitate under standard anaerobic
folding conditions (30 uM protein, 150 uM GSSG, pH 8.7). Use of
GSeSeG as oxidant did not ameliorate this problem. Although
HPLC chromatograms of reaction aliquots had relatively low
peak intensities, reflecting the losses to precipitation, folding of
the residual soluble protein could be monitored nonetheless.
The data (Fig. 3e) indicate that C14U/C38U BPTI reached the
native state almost as fast as C5U/C14U and C5U BPTI. In this
case, though, two transient intermediates with retention times
of 24 and 24.7 min were observed, which likely correspond to N
and N* based on their retention times and relative reactivities
(N" > N*). Although replacing the native 14-38 disulfide in these
species with a thermodynamically more stable diselenide could

324 | Chem. Sci,, 2015, 6, 322-325

conceivably have inhibited folding, both intermediates were
efficiently converted to N. Reactions of thiols with diselenides
can be orders of magnitude faster than analogous thiol-disul-
fide exchange reactions,’ and the exposed nature of the 14-38
diselenide bond likely further facilitated the glutathione-
dependent interchange reactions required to access the native
state. Nevertheless, the low overall yields of final protein and the
accumulation of various misfolded species (19-21 min) (Fig. 3e)
offset the kinetic advantage over wt BPTI.

Targeted replacement of cysteines by selenocysteines in
proteins represents a simple strategy for modulating the
kinetics and thermodynamics of oxidative folding path-
ways.'>*"%> The utility of diselenides for steering this process
and increasing both rates and yields is now well established for
several systems. In most studies diselenides have been used as
surrogates for native disulfide bonds, but such sites need not
provide the greatest benefit. In BPTI, the nonnative 5-14 dis-
elenide crosslink produced higher yields of folded protein®
than the native 14-38 diselenide, despite the presence of two
relatively unstable Se-S bonds in the final product. Aggregation
and precipitation of the C14U/C38U analog are likely due to the
solvent accessibility and inherent reactivity of the 14-38 cross-
link. This hypothesis finds support in studies on conotoxins,
showing that yields of native protein were lower when solvent-

This journal is © The Royal Society of Chemistry 2015
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exposed rather than buried disulfides were replaced with
diselenides.**'%”

The results obtained with C5U BPTI show that beneficial
effects on folding are not restricted to diselenides. Unlike the
nonnative 5-14 diselenide, the single selenocysteine does not
appear to alter the normal folding pathway. Nevertheless, it
accelerates folding to a similar extent, in this case by increasing
the reactivity of the kinetically trapped N* and N’ species that
normally limit folding efficiency. Additional work will be
needed to establish the generality of this finding. However,
since single selenocysteines can be introduced into proteins
ribosomally,**"** such reactivity could be advantageous for the
biotechnological production and folding of diverse cysteine-
rich therapeutic proteins.

Acknowledgements

This study was supported by the ETH Zurich. N.M. thanks the
Israel Science Foundation for financial support. We also thank
Dr X. Zhang and Mr R. Hafliger in the MS service of the Labo-
ratory of Organic Chemistry for high-resolution MS analyses
and Dr René Brunisholtz and the Functional Genomic Center
Zurich (FGCZ) for performing MS and MS/MS experiments.

References

1 C. B. Anfinsen, Science, 1973, 181, 223-230.

2 Oxidative Folding of Peptides and Proteins, ed. J. Buchner and
L. Moroder, RSC Publishing, Cambridge, 2009.

3 D. B. Wetlaufer, P. A. Branca and G. X. Chen, Protein Eng.,
1987, 1, 141-146.

4 M. M. Lyles and H. F. Gilbert, Biochemistry, 1991, 30, 613-
619.

5 W. J. Lees, Curr. Opin. Chem. Biol., 2008, 12, 740-745.

6 J. Beld, K. J. Woycechowsky and D. Hilvert, Biochemistry,
2007, 46, 5382-5390.

7 J. Beld, K. J. Woycechowsky and D. Hilvert, J. Biotechnol.,
2010, 150, 481-489.

8 R. E. Huber and R. S. Criddle, Arch. Biochem. Biophys., 1967,
122, 164-173.

9 D. Steinmann, T. Nauser and W. H. Koppenol, J. Org. Chem.,
2010, 75, 6696-6699.

10 J. Beld, K. J. Woycechowsky and D. Hilvert, Biochemistry,
2008, 47, 6985-6987.

11 S. Pegoraro, S. Fiori, S. Rudolph-Bohner, T. X. Watanabe and
L. Moroder, J. Mol. Biol., 1998, 284, 779-792.

12 L. Moroder, J. Pept. Sci., 2005, 11, 187-214.

13 K. H. Gowd, V. Yarotskyy, K. S. Elmslie, J. J. Skalicky,
B. M. Olivera and G. Bulaj, Biochemistry, 2010, 49, 2741-
2752.

This journal is © The Royal Society of Chemistry 2015

View Article Online

Chemical Science

14 M. Muttenthaler, S. T. Nevin, A. A. Grishin, S. T. Ngo,
P. T. Choy, N. L. Daly, S. H. Hu, C. ]J. Armishaw,
C. I. A. Wang, R. J. Lewis, J. L. Martin, P. G. Noakes,
D. J. Craik, D. J. Adams and P. F. Alewood, J. Am. Chem.
Soc., 2010, 132, 3514-3522.

15 T. S. Han, M. M. Zhang, K. H. Gowd, A. Walewska,
D. Yoshikami, B. M. Olivera and G. Bulaj, ACS Med. Chem.
Lett., 2010, 1, 140-144.

16 A. D. de Araujo, B. Callaghan, S. T. Nevin, N. L. Daly,
D. J. Craik, M. Moretta, G. Hopping, M. ]. Christie,
D. J. Adams and P. F. Alewood, Angew. Chem., Int. Ed.,
2011, 50, 6527-6529.

17 A. M. Steiner, K. J. Woycechowsky, B. M. Olivera and G. Bulaj,
Angew. Chem., Int. Ed., 2012, 51, 5580-5584.

18 C. J. Armishaw, N. L. Daly, S. T. Nevin, D. J. Adams,
D. J. Craik and P. F. Alewood, J. Biol. Chem., 2006, 281,
14136-14143.

19 S. Fiori, S. Pegoraro, S. Rudolph-Bohner, J. Cramer and
L. Moroder, Biopolymers, 2000, 53, 550-564.

20 N. Metanis and D. Hilvert, Angew. Chem., Int. Ed., 2012, 51,
5585-5588.

21 T. E. Creighton, Prog. Biophys. Mol. Biol., 1978, 33, 231-297.

22 T. E. Creighton and D. P. Goldenberg, J. Mol. Biol., 1984, 179,
497-526.

23 J. S. Weissman and P. S. Kim, Science, 1991, 253, 1386-1393.

24 M. Dadlez and P. S. Kim, Nat. Struct. Biol., 1995, 2, 674-679.

25 M. Dadlez and P. S. Kim, Biochemistry, 1996, 35, 16153-
16164.

26 G. Bulaj and D. P. Goldenberg, Protein Sci., 1999, 8, 1825-
1842.

27 P. E. Dawson, T. W. Muir, L. Clark-Lewis and S. B. H. Kent,
Science, 1994, 266, 776-779.

28 D. Bang and S. B. H. Kent, Angew. Chem., Int. Ed., 2004, 43,
2534-2538.

29 N. Metanis, C. Foletti, J. Beld and D. Hilvert, Isr. J. Chem.,
2011, 51, 953-959.

30 J. A. Mendoza, M. B. Jarstfer and D. P. Goldenberg,
Biochemistry, 1994, 33, 1143-1148.

31 M. Muttenthaler and P. F. Alewood, J. Pept. Sci., 2008, 14,
1223-1239.

32 N. Metanis and D. Hilvert, Curr. Opin. Chem. Biol., 2014, 22,
27-34.

33 Z. Jiang, E. S. Arnér, Y. Mu, L. Johansson, J. Shi, S. Zhao,
S. Liu, R. Wang, T. Zhang, G. Yan, ]J. Liu, J. Shen and
G. Luo, Biochem. Biophys. Res. Commun., 2004, 321, 94-101.

34 C. Aldag, I. A. Gromov, 1. Garcia-Rubio, K. von Koenig,
I. Schlichting, B. Jaun and D. Hilvert, Proc. Natl. Acad. Sci.
U.S.A., 2009, 106, 5481-5486.

35 M. J. Brocker, J. M. L. Ho, G. M. Church, D. Soll and
P. O'Donoghue, Angew. Chem., Int. Ed., 2014, 53, 319-323.

Chem. Sci., 2015, 6, 322-325 | 325


http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/c4sc02379j

	Harnessing selenocysteine reactivity for oxidative protein foldingElectronic supplementary information (ESI) available. See DOI: 10.1039/c4sc02379j
	Harnessing selenocysteine reactivity for oxidative protein foldingElectronic supplementary information (ESI) available. See DOI: 10.1039/c4sc02379j


