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Artificial Metalloenzymes: (Strept)avidin as Host for Enantioselective Hydrogenation
by Achiral Biotinylated Rhodium—Diphosphine  Complexes
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Abstract: \We report on the generation of artificial metalloenzymes based on the noncovalent incorporation of biotinylated rhodium—
diphosphine complexes in (strept)avidin as host proteins. A chemogenetic optimization procedure allows one to optimize the
enantioselectivity for the reduction of acetamidoacrylic acid (up to 96% ee (R) in streptavidin S112G and up to 80% ee (S) in WT
avidin). The association constant between a prototypical cationic biotinylated rhodium—diphosphine catalyst precursor and the host
proteins was determined at neutral pH: log Ky = 7.7 for avidin (pl = 10.4) and log Ky = 7.1 for streptavidin (pl = 6.4). It is shown
that the optimal operating conditions for the enantioselective reduction are 5 bar at 30 °C with a 1% catalyst loading.

Introduction fact that many subtle experimental parameters (solvent, coun-
Today, the preparation of enantiomerically pure compounds terion, _added _salts, and so forth) oﬁen hav_e a S|gn|f|cant_ and
unpredictable influence on the enantioselectivity of a reaction.

is one of the most actively pursued fields in synthetic chemistry. h K tacts bet talvst and its “nonbonded”
In the past 35 years, metal-catalyzed enantioselective transfor- ese weak contacts between a cafalyst and [ts “nonboncie
environment are commonly referred to as the second coordina-

mations have enjoyed significant growth as it was recognized
1oy 9 g 9 tion spheré?

that these are among the most efficient ways to produce | ¢ i talvsis h d
enantiomerically pure compoundshis effort was rewarded . n recent years, enzymatic catalysis has emergec as an
important alternative tool for the synthesis of enantiopure

by the 2001 Nobel Prize in Chemistry, which was shared by 1 - N ; . .
Knowles, Noyori, and Sharpleds? compour:\dff. /-:gatllr;, desp|tt)e wu;lgsdpreta_d lagadertmlc atnd m;iusgnal
De_sp|te significant advances, it remains very d_|ff|cult t_o :zsr:r?aaiacs I?mic;:aiz € number of industrial biocatalyst applications
predict the outcome of a metal-catalyzed enantioselective . .
reaction. Indeed, the differences in energy involved in the Table 1 outlines a comparison of some ofthe_most noteyvorthy
transition state leading to both enantiomers of a desired productfeatures of homogeneous and of enzymatic catalysis. For
are too small to be reliably predicted or computed. As a example, homogeneou§ catalysts are more tole'rrantt.har? enzymes
consequence, the number of efficient enantioselective metaIT[OWf"1rd varlatlor_1 inthe siz€ ofasubstr_ate;_despltg the_|rd|fference
in size, acetamidoacrylic and acetamidocinnamic acids are often
both good substrates for homogeneous hydrogenation catalysts.
Biocatalysts have evolved to target a single functionality even
in the presence of other, perhaps more reactive, functionalities;
enzymes do not require protective groups.
Recently, some of the inherent limitations of biocatalysts,
t Current address: Department of Chemistry, Oxford University, Mans- including small substrate scope, operational stability, and
fiel_td Road, Oxford OX1 3TA, U.K. ‘ availability of only one enantiomer of the product, have been
Current address: Inforsense Ltd., 48 Princes Gardens, SW7 2PEovercome' thus expanding the scope of applications of bioca-

catalysts used for industrial applications remains limiéd.

To get around the difficulty of predicting the enantioselec-
tivity, combinatorial methodologies have successfully been
applied to the discovery and to the development of new
enantioselective catalyst§.These studies have highlighted the
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Table 1. Comparing Homogeneous to Enzymatic Catalysis: Pros Scheme 1. Atrtificial Metalloenzymes for Enantioselective
and Cons Hydrogenation Reactions?
homogeneous enzymatic HOC._NHAC  artificial metalloenzyme HOLC H NHAc
catalysis catalysis \[ - \t
substrate scope large limited R Hz R
enantiomers both enantiomers  single enantiomer
accessible artificial metalloenzyme

functional group tolerance small large

reaction repertoire large small (strept)avidin

turnover numbers small large

solvent compatibility large small (aqueous)

optimization chemical genetic

second coordination sphere poorly-defined well-defined
talysis. In particular, directed evolution (i.e., genetic optimiza-

tion) combined with high-throughput screening has significantly 2 The host protein (violet) displays high affinity for the anchor, biotin

facilitated the optimization of customized enantioselective (green); introduction of a spacer (blue) and variation of the ligand scaffold

enzymed3-18 (red) allow one to chemically optimize the enantioselectivity. Site-directed
. . mutagenesis allows a genetic optimization of the host protein.

Perhaps most relevant to this study, and in contrast to
organometallic catalysts, is that enzymes exquisitely tailor both upon addition of the catalyst precursor to the protein, we
the first and the second coordination sphere of their active site reasoned that the integrity of the organometallic species would
to afford efficient and selective catalytic systems (Table 1).  be warranted. To ensure the localization of the organometallic

From these considerations, it appears that homogeneous ang¢atalyst precursor within the protein, however, a very strong
enzymatic catalyses are in many respects complementary. Bynoncovalent hostguest (i.e., a protein inhibitor) system should
anchoring an organometallic catalyst precursor into a host be selected. The biotiravidin system naturally comes to
protein, we hoped to create artificial metalloenzymes with mind2* The principle of the biotir-avidin technology (often
properties reminiscent of both kingdoms. referred to as molecular velcro) relies on the extraordinary

To be able to readily deconvolute the influence of the organo- affinity of biotin for either avidin or streptavidin (K~ 1 x
metallic fragment from the influence of the protein, we focus 10 M~1).25> Most importantly, it is generally accepted that
on enantioselective catalysis. Incorporation of an achiral catalyst derivatization of the valeric acid side chain of biotin does not
precursor in the host protein ensures that any level of enanti- affect significantly the strength of the biotiravidin interaction
oselection is induced by the second coordination sphere providedas most stabilizing contacts are located on the bicyclic frame-
by the protein. Such an approach offers several appealingwork of (+)-biotin.25 In the past 20 years, the biotiavidin
features: (i) the possibility of dissociating the activity (primarily technology has found numerous applications in various fields
dictated by the organometallic catalyst precursor) from the of biotechnology, including ELISA, immunolabeling, affinity
selectivity (governed by the host protein); (ii) the use of targeting, drug delivery, and so fothWhitesides was the first
orthogonal diversity-generating procedures (molecular biology to suggest the use of the avidin as a host for enantioselective
for the protein optimization as well as parallel synthesis for the catalysis?’28In the same spirit, Watanabe recently reported on
organometallic fragment); and (iii) a novel approach to exploit the apomyoglobin as a host for Cr(lll) Schiff base complexes
weak interactions in enantioselective homogeneous catalysis.in the oxidation of sulfideg?

Inspired by the seminal work of E. T. Kais€rseveral groups Herein, we report on the use of avidin and streptavidin
have recently developed methods to covalently modify proteins (abbreviated hereafter (strept)avidin) as a host protein for
by incorporating transition-metal catalysts to yield hybrid biotinylated rhodium—diphosphine complexes. The resulting
catalytic systems with promising properti€g0-23 artificial metalloenzymes are tested in the enantioselective

The approach we focus on relies on a noncovalent incorpora-hydrogenation of acetamidoacrylic acid. Both chemical and
tion (i.e., supramolecular) of the organometallic catalyst precur- genetic methodologies (i.e., chemogenetic optimizatfoade
sor in the protein. Since no chemical coupling step is required used to optimize the enantioselectivity of the hybrid catalyst
(Scheme 1§°
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Scheme 2. Synthesis of Biotinylated Amidodiphosphine Ligands
Devoid of Spacer, Biot—1 and Biot—2
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H-1 -
(NP,) were tested in this study: the flexible ligand scaffald
forming an eight-membered chelate ring, and the more-rigid
ligand scaffold2, forming a six-membered chelate ring (Scheme
2). These contain an endocyclic secondary amine and an
exocyclic primary amine, respectively. The biotinylated ligands,
Biot—1 andBiot—2, were synthesized using biothhydroxy-
succinimide (BiotNHS) in 67 and 69% yield, respectively
(Scheme 2).

To probe the topography of the host protein, two different
achiral amino acid spacer motifs were introduced between the
biotin anchor and the diphosphine moietiesalkylamino acids,

3" (n= 1-5), as well as arylamino acid4? (q = ortho, meta,
or para). We reasoned that the synthesis and isolation of
biotinylated amino acidBiot—3" andBiot—49 would be most

Scheme 3. Synthesis of Biotinylated Amidodiphosphine Ligands
Incorporating Alkylamino Acid (3") or Arylamino Acid (49) Spacers
Using a C — N Coupling Protocol

o,

N(n-Bu)s

DMF
BiotoH  HoN—(Spacer)—COOH —5ig s> BlothN—(Spacer)—COOH
3" or4q9 Biot-3" or Biot-49
¢ H-NP,
a 2
fH N i N7 N CH4CN
2 HJ\OH /“\ /,l\ reflux, 12 hours
n L VAR
3 G N-CH
02 HaC CHy| © 3
HoN—(epacer)—COOH<  Hel BIotHNCONPz
S
| _cogH Biot-3"-1 or Biot-3"-2 or

. Biot-4%-1or Biot-49-2
4
\q = ortho-, meta-, para-

Protein Expression. For screening purposes, both avidin
(Avi) and streptavidin (Sav) host proteins were tested. Because
of the need for gram quantities of proteins and the prohibitive
market price of these proteins, we set out to produce avidin
and streptavidin by recombinant means.

With directed-evolution experiments in mind, the expression
of the host protein in the culture medium would considerably
simplify the experimental procedure as the culture supernatant
could be screened directly in catalysis. For this purpose, the

economical (since no racemization is possible even in the eventmethylotrophic yeasichia pastoris strain GS115, in combina-

of an intramolecular cyclization, typical of € N peptide

tion with the expression vector pPIC9K (Invitrogen), was

synthesis). Coupling of biotin to the unprotected amino acid selected for the extracellular production of avidin. Because we
was achieved using isobutylchloroformate as the activating SUSPected that the isoelectric point of avidin may decrease the
agenB! The crude biotinylated amino acids were crystallized affinity of biotinylated cationic catalyst precursors, we expressed

from EtOH/HO (1:1) upon acidification (5381% yield).
Coupling of Biot—3" and Biot—49 to the aminodiphosphine
ligands, H—1and H—2, was best achieved using 2-chloro-4,6-
dimethoxy-1,3,5-triazine (CDMT) as the activating agent in
anhydrous acetonitril& Flash chromatography (Sipunder an
inert atmosphere using CHZEtOH (7:1) allowed the isolation,
in all but one case, of analytically pure biotinylated ligands
Biot—3"—1 (n = 1-5, 29—64% yield)Biot—49—1 (g = meta
andpara, 29 and 61% vyield, respectivelyBjot—3"—2 (n =
1-5, 20—50% yield), andBiot—49—2 (q = ortho, meta, and
para, 21-24% vyield) (Scheme 3).

In the case of analytically pure biotinylated anthranilic acid,
Biot—4°°, all attempts to couple aminodiphosphine-H
yielded Biot—4°tho—1 but it was contaminated witBiot—1!
This contamination escaped our scrutiny until recetftespite
numerous attempts, we were unable to separate both phosphine
either by chromatography or by recrystallization. To circumvent
this problem, a N— C coupling protocol, typical of peptide
coupling methodologies, was followed. CDMT-assisted coupling
of diphosphine H-2 with anthranilic acid4°t°, affords4ertho—

1, which can be isolated in analytically pure form (49% vyield)
after flash chromatography (Si07:1 CHCKEtOH). Coupling
with biotin is again achieved with CDMT to afford analytically
pure Biot—4°tho—1 after flash chromatography (Si07:1
CHCI/EtOH, 43% yield) (Scheme 4).
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a recombinant glycosylated avidin (r-GAvi) with a lowered
isoelectric point, pk= 5.432 Compared to the wild-type avidin
(WT Avi), r-GAvi contains the K3E, K9D, R122A, and R124A
mutations®* as well as additional E-A-E at its N-terminus. Under
biotin-depleted expression conditions using a minimal growth
medium, 340 mg/L fully functional tetrameric avidin can be
isolated and purified via affinity chromatography on an imino-
biotin column.

Although reports for the extracellular expression of strepta-
vidin (Sav) inBacillus subtilisexist, high expression levels (up
to 50 mg/L) are obtained only with biotin present in the growth
medium35 thus requiring a denaturation—dialysis step before
catalytic experiments are carried out with biotinylated catalyst
precursors. Streptavidin can be conveniently expressed in the
cytoplasm ofEscherichia colf®~38 To favor the expression of
soluble protein, we used the T7-tag, containing mature strepta-

Vidin plasmid, provided by Cantor and co-worké¢sUnder

optimized conditions, the production of soluble streptavidin (WT
Sav) reaches up to 210 mg/L.

Site-Directed Mutagenesis Site-directed mutagenesis was
performed using the Quick-Change mutagenesis kit (Stratagene)
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Scheme 4. Synthesis of Biot—4 2o —1 Using a N — C Coupling Protocol
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on the pET11b-Sav plasmfd.Preliminary experiments sug-

gested the presence of secondary structures within the gene i

its single-stranded state, persistent even at a high temperatur

Computational analysis confirmed secondary structures at 72

°C. DMSO (dimethyl sulfoxide) and glycerol are known to
destabilize DNA secondary structuf@d\fter screening different
PCR conditions, we determined that site-directed mutagenesi
was most efficient in the presence of 5% DMSO using an
annealing temperature of 8. These rather drastic conditions

are made possible by the length of mutagenic primers (40 bp)

and afford the full-length PCR product (i.e., 7000 bp).
Protein Activity. Following the protein expression and
purification, we determined the activity of the protein using

Gruber’s protocol based on the fluorescence quenching of biotin-

4-fluorescein upon bindinty.

If, on the basis of this titration, the number of binding sites
is <3.8+ 0.2, dialysis against Tris HCI (20 mM, pH 7.4) was
repeated until this threshold was reached.

In the following discussion, the number of equivalents of

biotinylated catalyst precursor was scaled to the actual number

of binding sites. For example, for a protein with 3.7 binding
sites, 3.0 equiv of biotinylated catalyst precursor corresponds
in reality, to 3.0/4.0x 3.7 = 2.78 equiv.

Screening (Chemogenetic Optimization).The screening
experiments were performed using the 18 ligaBids—1, Biot—
2, Biot—3"—1, Biot—3"—-2, Biot—49—1, andBiot—49—2 (n =
1-5; g = ortho, meta, andpara), in combination with both
wild-type proteins as well as five mutants proteins: WT Avi,
r-GAvi, WT Sav, S112G, V47G, K80G, and P64G. (These latter
four mutants are derived from WT Sav.)

By replacing an amino acid belonging to a loop of streptavidin

by a glycine residue, we expected to perturb the loop structure

Figure 1. Schematic representation of a monomeric wild-type streptavidin

with bound biotin (ball-and-stick), emphasizing the residues (stick) selected
for site-directed mutagenesis: P64 (blue), V47 (yellow), K80 (orange), and
S112 (pink).

in turn forms a hydrogen bond with-HN of biotin, and K80 is
'adjacent to W79, which forms a hydrogen bond with T90 and
in turn interacts with the thioether of biotin. (iii) The last goal
is to perturb a loop very remote from the biotin binding site
(replacing a proline residue (P64) may significantly affect the
geometry of the distant loop).

For solubility reasons, acetamidoacrylic acid was preferred
over acetamidocinnamic acid as a substrate for screening (5.65
mM substrate concentration). The experiments were performed
with a 1 mol % [Rh(COD)(Biot—ligand)f metal catalyst
loading at room temperature and at 5 bar hydrogen pressure in
a custom-designed glass autoclave holding up to 21 3-mL glass

and thus influence the enantioselectivity. Four mutations (Figure tubes (1.1 mL final volume, containing 0.1 mL of DMSO, used

1) were performed with the following goals. (i) The first goal
is to alter the proximity of the metal site (S112 is located at
one hinge of L7,8). This loop, which contains the hydrophobic
lid (W120), is expected to be in close contact with the metal
during catalysis. (ii) The next goal is to perturb the amino acids
that are either participating in or neighboring the second
coordination sphere of biotth (V47 interacts with S45, which

(39) Hung, T.; Mak, K.; Fong, KNucl. Acids Res1990,18, 4953.

(40) Klumb, L. A.; Chu, V.; Stayton, P. 8iochemistryl998,37, 7657—7663.
(41) All attempts to obtain reproducible and high activities and selectivities (ee
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suggesting that these particular ligarmtotein combinations are very

sensitive to pH and buffer compositiéh.

(42) The slight variations in enantiomeric excesses, compared to those of ref ' - ) )
c runs. ligand combinations, the matrix (and the corresponding trans-

30, are due to the systematic use of a glovebox to prepare catalyti
The enantiomeric excess reported Biot—4°to—1 in ref 30 was heavily
biased by the previously unnoticed contaminatioBioft— 1 in the system.
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to solubilize the catalyst precursor).

Previous buffer screening experiments suggested that strepta-
vidin performs best at pH 4.0, while avidin performs best at
pH 7.0 Screening was performed in acetate buffer (0.1 M,
pH 4.0) for Sav and its mutants. For Avi and r-GAuvi,
experiments were carried out in MOPS buffer (0.1 M, pH 7.0),
except withBiot—1 in WT Avi and r-GAvi, where catalysis
experiments were performed in phosphate buffer (0.07 M, pH
7.1)4

Table 2 and Figure 2 list the conversions and the enantiomeric
excesses obtained for all ligand—protein combinati@ns.

To gain an unbiased view of the performance of the pretein

posed matrix) displayed in Table 2 was subjected to principal
component analysis (PCAJ.This statistical procedure trans-
forms the set of correlated variables (proteins and ligands) into
another set of uncorrelated (orthogonalized) variables (the
principal components, PCs) that are ordered by decreasing
variability (i.e., the first PC contains the most variability). These
uncorrelated variables are linear combinations of the original
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Figure 2. Graphic summary of the enantiomeric excess obtained for the enantioselective reduction of acetamidoacrylic acid with ligand scé#ftold
streptavidin family (a), with ligand scaffolélin the streptavidin family (b), with ligand scaffoltlin the avidin family (c), and with ligand scaffol@in the
avidin family (d).

Table 2. Enantiomeric Excesses (% ee) Obtained with the 18 Hierarchical clustering was then applied on the scores of both
Ligands in Combination with the 7 Proteins for the Reduction of the proteins and the ligands (using the matrix and the transposed

Acetamidoacrylic Acid? . . ; L - .
matrix, respectively) in order to group similar entities. Hierar-
chical clustering may be represented by a two-dimensional

WTSav S112G  V47G  KBOG  P64G  WTAvi  r-GAvi

Biot—1 94 9% 26 8 90 -39 7 diagram known as a dendrogram, which illustrates the fusions
Biot—31—1 -24 —-13 -3 -25 —-30 —57 -5 divisi de at h ive st f \sis (Fi
Biot—32—1 17 -28 -5 -13 -16 —-60 -5 or divisions made at each successive stage o ana_yS|s( igure
Biot—33—1 20 0 24 20 14 0 () 3).To assess the consistency of the s_tatlstlcal analysis performgd
Biot—34—1 —26 20 0 -8 -17 4 P on the original data sets, the experimental data set was split
BiOt—35;1 —-20 0 14 -12 -17 -23 -9 into 20 contiguous blocks that were randomly perturbed by the
iot—A4ortho_— . .

Biot=4ome=1 19 15 o 14 10 2 9 absolute experimental error estimated at 2%. The PCA per-
Biot—4meta-1  —35 0 -50 —24 —-29 -21 -1T f d h dified d o f ; |
Biot—4prara—1 16 14 11 14 17 —-11 —14p orme Ont e moadailrie ata set, aCCOUn“ng or e_XperImenta
Biot—2 -16° —20 0 -1 -1¢¢ od 0° uncertainties, clearly demonstrates that the experimental error
Biot—31-2 31 -31 7 25 32 -80 -76 does not affect the original underlying structures of the data
Biot—32—2 -27 -8 -19 -27 -32 -9 -1¢¢ sets
Biot—33-2 13 20 17 10 15 -13 -11 L -
Biot—34—2 38 40 31 40 36 4 9 The fl.rs.t dendggram clgarly §hows that the avidin an.d'the
Biot—35—2 0 22 5 0 0 —-12 -—11¢ streptavidin families are dissimilar. Among the streptavidins,
Biot—4oto—2  —28  —57 44  —40 —47 34 30 WT Sav, K80G, and P64G form a cluster, which merges
Biot—4mee-2 15 32 32 17 18 0 —& with VA7G. Mutant S112G clearly stands out as a singular
Biot—4praa—2  —2¢f 79 —20¢ —20 -200 17 23 . . . . . )

entity (Figure 3a). Hierarchical ordering of the ligands sug-

a Positive enantiomeric excess values are in favor of @)@gantiomer, gests thaBiot—1 forms a cluster with itself. The next four

while negative enantiomeric excess values are in favor ofShenantiomer. ligands, namelyBiot—4°tho—2 Bjot—31—2, Biot—3!—1, and

Unless otherwise stated, all conversions were quantitative after 12 h at room Biot—32—
temperature? Conversion> 80%. ¢ Conversion> 90%. 4 Conversion> .
70%. € Conversion> 40%.f Conversion> 50%.9 Conversion> 30%. proximity.

h Conversion> 60%. In the avidin family, the best enantiomeric excesses are
variables. The latter variables may be removed with minimal obtained with the glycine and tfiealanine spacers. In particular,

loss of information; in the present case, three PCs suffice to Biot—31—2 gives the highest enantiomeric excess in favor of
account for 96% of the variability in the data. the (S) enantiomer (80%). No significant variation with respect

1 (Figure 3b), form three subclusters laying in
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Figure 3. Dendrogram illustrating the fusions or divisions made at each successive stage of PCA. The analysis was performed on the score space obtained
by a PCA. Hierarchical ordering of the proteins (a) and of the ligands (b). (IDs are listed alogpepitie thex-axis measures intercluster distance.)

to WT Avi is observedwith ther-GAvi (largestincreaset-6%
for Biot—4P¥a—2 |argestdecrease-32%for Biot—1). Overall,
both Avi and r-GAvi display a bias in favor of the (S)
enantiomer(Figure 2c,d).

In the streptavidinfamily, neitherK80G nor P64Gprovides
muchvariability to theenantiomeriexceswith respecto WT
Sav(largestincreaset19%for Biot—4°o—2 largestdecrease
—18% for Biot—3%—1). In contrast,S112Gand V47G show
broadvariability with respecto WT Sav.In particular,Biot—
4ortho—2 exhibits the largestincreasein enantiomericexcess
(+29%in S112Gwhich correspondso the highestenantiomeric
excesq57%)in favor of the (S) enantiomein the Savfamily)
andthelargestdecreasé enantiomeri@xcesg—72%in V47G)
for all of themutantgested Along similarlines,Biot—1 affords
the highestenantiomeriexcessn favor of the (R) enantiomer
(96% in S112G)and the secondlargestdecreasg—68% in
V47G). Thesedatasuggesthat Biot—4°to—2 andBiot—1 are
particularly sensitiveto the protein environmentand may be
goodcandidategor the geneticoptimizationof the selectivity.
All of these observationsare in full agreementwith the
dendogramslisplayedin Figure 3.

Although most conversionsare quantitativewithin 12 h at
room temperature,it appearsthat r-GAvi performs more
poorly thanall of the otherproteinstested.In the streptavidin
family, Biot—2 and Biot—4ra2—-2 tend to give conversions
lowerthanthoseof all otherspacer-ligandcombinationgTable
2).

The datapresentechereinconfirms (the commonwisdom)
thatmutationscloseto the activesite affectthe selectivitymore
dramatically than do distant mutations'* Indeed, statistical
analysisof thedataclearlyshowsthatmutationghateitheraffect
the biotin binding site via secondcoordinationsphereinterac-
tions(V47G) or lie in proximity to themetalactivesite (S112G)

provide morevariability than either remote loop residues (P64

in Sav as well as K3, K9, R122, and R124 in Avi) or residues
which are close but not directly involved in second coordination
sphere interactions (K80G) with biotin. This latter mutation

further suggests that removal of a positive charge in the vicinity
of the catalytic moiety does not affect significantly the selectivity

of the catalyst.

Stability Constant Determination. As suggested by Hof-
mann, the affinity ofN¢-iminobiotinyllysineamide for avidin is
significantly lower than that of neutral iminobiotinylated amino
acids. This unusual behavior was traced to the repulsion between
the positively charged avidin host at neutral pH and the
positively charged iminobiotinylated gue/StConsidering the
difference of the isoelectric points of avidin (pt 10.4) and
streptavidin (pl = 6.4), we speculated that the superior
performance of streptavidin as the host protein may be caused
by its higher affinity for the cationic biotinylated catalyst
precursors. Since the first coordination sphere of the catalyst is
achiral (with the exception of the chirality of the-)-biotin
bicyclic framework), any catalyst not incorporated within the
host protein produces (nearly) racemic hydrogenation prodcts.
We thus set out to determine the strength of the gulesst
interaction of [Rh(COD)Biot—1jc(strept)avidin. In the field
of study of biotin—avidin, it is widely accepted that the four
biotin-binding events are noncooperat®e8 For the stability
constant determination, we thus fit the data with a single binding
constant.

The host protein was initially loaded with a large excess of
2-(4-hydroxyazobenzene)benzoic acid (HABA), ensuring nearly
complete saturation of the biotin binding sites (eq 1). Addition
of [Rh(COD)(Biot—1)]" aliquots caused a decrease of both

(48) Jones, M. L.; Kurzban, G. Biochemistryl1995,34, 11750—11756.
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Figure 4. Two-step procedure for the determination of the overall stability constant for [Rh(@@D)(1)]* c(strept)avidin. The appearance of an absorption
band (/ax = 506 nm) upon addition of HABA aliquots to (strept)avidin allows the determination oKthga for HABAC(strept)avidin (a). Decrease of
the CD signal {max= 506 nm) of HABAC (strept)avidin for the displacement equilibriua..nbetween HABA and [Rh(CODRjot—1)] " (b). Blue triangles

are the measured points for WT Sav; the blue line is the fitted curve for WT Sav. Red squares are the measured points for WT Avi; the red line is the fitted

curve for WT Avi.

visible and CD signalsifax = 506 nm) of HABAC(strept)-
avidin, allowing the determination of the stability constant for
the displacement equilibrium in eq 2.

HABA + (strept)avidine= HABAC (strept)avidin (1)
HABAC (strept)avidin+ [Rh(COD)(Biot—1)[" = [Rh
(COD)(Biot—1)]" c(strept)avidint HABA (2)

The stability constantaga (€q 3), for WT Avi (logKpagsa
= 5.5 (R = 0.996))6 and for WT Sav (logKnasa = 3.5 (R
= 0.997)f6 was determined by following the appearance of

a visible band centered at 506 nm that was caused by

the HABAC(strept)avidin interaction. With these values at

(1 — Keyer) X [HABAC (strept)avidinf + (Kgyen X
{[(strept)avidin},, — [Rh(COD)(Biot—1)]} — [HABA] ot —
[(strept)avidin],,) x [HABAC((strept)avidin]+

[HABA] o1 X [(strept)avidinl,,, = 0 (6)

For a given value of the fitting parameteKexcn the
corresponding theoretical titration curve is calculated, and a
least-squares minimization is performed until the sum of all data
points (signakiculates— SigNakheasure) reaches a minimum. The
calculated and the measured curves are depicted in Figure 4.

From these stability constant determinations (pH 7.0, phos-
phate buffer] = 0.3 M), we conclude that the affinity of [Rh-
(COD)@Biot—1)]* for the considered host protein is independent

hand, and assuming a single binding constant (i.e., noncoopera®f the isoelectric point of the protein and is essentially

tive binding events), we determined the stability constant,
K{Rrh(cop)Biot-1]" c(streptyavidin @ccording to eq 5.

K _ [HABAC(strept)avidin]
HABA  THABA] x [(strept)avidin]

®)

_ [Rh(COD)(Biot—1)C(strept)avidinjx [HABA]
exch ™ [HABAC (strept)avidin] x [Rh(COD)(Biot—1)]
4

K[Rh(COD)(Biot—l)}*c(strept)avidinz
[{ Rh(COD)(Biot—1)} C(strept)avidin] K
[Rh(COD)(Biot—1)] x [(strepavidin] ' HABA ™ Mexch
)

Since the biotinylated catalyst is not soluble in water,
methanol was used to solubilize the stock solution of [Rh(COD)-
(Biot—1)]™". Using the known total concentrations, [HABA,
[(strept)avidina, and [Rh(COD)Biot—1)] " ta, and rearrang-

constant: Iog<[Rh(COD)(Bi0tfl)]+CAvi = 7.7 and |OgKexch: 2.2
(R2=0.998), and lodK[rn(cop)@iot—1) csav= 7.2 and logKexch

= 3.7 (R =0.997). The quality of the fits using single binding
constants suggests that there is no significant cooperativity
upon binding.

From these data, we conclude that at a given pH, the affinity
of a cationic catalyst precursor for a protein does not depend
on the isoelectric point of the host protein. Thus, both avidin
and streptavidin should be suitable host proteins. The difference
in performance is not caused by a difference in affinity, but
most likely, it is caused by a difference in their respective
binding pocket topography.

Pressure and TemperatureThe performance of [Rh(COD)-
(Biot—1)]*tc(strept)avidin was evaluated as a function of
pressure and temperature (Figure 5a,b, respectively). The
temperature study reveals that the artificial metalloenzyme
performs sluggishly up to 20C. Hydrogenation of acetami-
doacrylic acid at 5 bar during 12 h at 0 and 10 affords
acetamidoalanine with a 33% conversion (80% R @nd a
73% conversion (85% ee (R)), respectively. The optimal
temperature for hydrogenation is 30, affording a quantitative

ing eq 4, one can derive a single quadratic equation to estimateconversion after 12 h and 94% e®)( Above this temperature,

the concentration of the absorbing species, [HABAtrept)-
avidin] (eq 6):

the enantioselectivity decreases (Figure 5b). Hydrogenation at
1 and 5 bar both gives the same enantioselectivity (949%Rge (
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Figure 5. Activity and selectivity of [Rh(COD)Biot—1)]"CcWT Sav as a function of pressure (a) and temperature (b). The red circles represent the
enantioselectivity, and the triangles represent the conversion. All pressure experiments were perfornf&laiB®ere quantitative after 12 h.

quantitative conversion at 30C after 12 h). Thereafter, the hostprotein’sside chainsdo not influencethe affinity of the
enantiomeric excess rapidly decreases as a function of pressureationic catalyst precursor. (i) The marked pressureand
(Figure 5a). It appears that the magnitude of the variations of temperaturedependencef the activity and the selectivity of
both the activity and the selectivity is more pronounced than the artificial metalloenzymesvere revealed.
that for most enantioselective hydrogenation CatalyStS (although From the considerationutlined in Table 1, we conclude
exceptions exist)? suggesting that the protein conformation is - that suchartificial metalloenzymeslisplay featureswhich are
affected both by temperature and by pressure. reminiscenboth of homogeneousatalystsandof enzymesin
The ideal operating conditions are 5 bar hydrogen pressureparticular,we haveshownthatthe secondcoordinationsphere
and 30°C, thus ensuring high enantioselectivities and rapid canpe exploitedeither by mutagenesisr by chemicalmeans

conversions. (by the introductionof a spacebetweerthe biotin anchorand
Outlook the metal)to producemoreactive andselectivehydrogenation
catalysts.

The work presented herein demonstrates the versatility of a
combined chemogenetic optimization procedure for the creation
of artificial metalloenzymes based on the bietavidin technol-
ogy.

Screening of seven host proteins (two wild-type and five N o A
mutant proteins), with 18 biotinspacer—ligand scaffolds, we favor an optimization procedureinspired by statistical

reveals the best protetligand combinations produceRj}- ;nalys;rs]anéji:nolte(;ul?/rr?ci?ler:mgo;/rerrz]ath?hr-tthriﬁug]ki\plétis::reteiznr}
acetamidoalanine (96% ee in S112G wigiot—1) or (S)- g using directedevolution. L.urrent etiorts s directio

acetamidoalanine (80% ee in WT Avi wiBiot—31—2; 57% are n progress within our group.
ee in S112G withBiot—4°rtho—2),
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Targetednutationge.g.,introductionof ametal-coordinating
aminoacid)within the seconctcoordinatiorsphereshouldmake
thesesystemsnoreenzyme-likeastheactivesitewill betailored
for the needsof a particularcatalytic cycle. For this purpose,






