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Abstract 

Sphaerobacter thermophilus synthesizes an ω‑transaminase (ω‑TA) that allows the production of enantiomerically 
pure β‑amino acids. To obtain ω‑TA variants with a higher activity and more favorable properties for industrial use, we 
modified critical amino acid residues either in the catalytic center or in a previously proposed signature motif criti‑
cal for aromatic β‑amino acid ω‑TAs. Seventeen different variants of this enzyme were generated and their activity 
was examined with four β‑amino acids and one γ‑amino acid, and compared with the wildtype’s activity. Among 
all variants, seven showed up to ninefold higher activity with at least one of the tested substrates. For most of these 
seven variants, the temperature optimum was even lower as in the wild type enzyme, with keeping a high tempera‑
ture stability, making them more valuable for industrial purposes. Our results indicate that for the production of enan‑
tiomerically pure β‑amino acids replacement of critical amino acid residues in the proposed signature motif of ω‑TAs 
is a more effective strategy than modifying their catalytic center. Another finding was, that the proposed motif 
is not only suitable for aromatic amino acid ω‑TAs, because some of the variants have a higher activity with β‑alanine 
or β‑leucine than with aromatic β‑amino acids.

Key Points 

• An ω‑transaminase was modified to enhance its velocity in kinetic resolution.
• 17 variants were created and their properties were compared with the wildtype.
• 7 of them have a higher reaction speed with different β‑amino acids as the wildtype.
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Graphical Abstract

Introduction
In all organisms, amino acids play a central role as build-
ing blocks of proteins and occur as intermediates in 
nitrogen (N) metabolism. Next to the proteinogenic 
α-amino acids, there also exist β- and γ-amino acids in 
which the amino group is shifted from the α-carbon to 
the adjacent β- or γ-carbon. They are not used in riboso-
mal protein synthesis, but take over specialized functions 
as secondary metabolites. For instance, certain rice cul-
tivars secrete β-tyrosine in their root exudates to inhibit 
the growth of competing dicots or microbes (Yan et  al. 
2015). Other β- and γ-amino acids are components of 
secondary metabolites, such as β-alanine that is the most 
abundant β-amino acid and part of Coenzyme A (Juaristi 
and Soloshonok 2005). Others are part of complex sec-
ondary metabolites, like paclitaxel and lidamycin, which 
are used as therapeutics against several kinds of cancer 
(Wani et  al. 1971; Hu et  al. 1988) or to treat neurologi-
cal dysfunctions (Crawford et  al. 1987; Goa and Sorkin 
1993; Field et  al. 2001; Jääskeläinen 2005; Hamandi and 
Sander 2006). Another function of β- and γ-amino acids 
is found in the synthesis of peptidomimetics (Cabrele 
et al. 2014; Fujino et al. 2016), which are peptides consist-
ing of β- and γ-amino acids whose secondary structures 
are similar to those of peptides made of their α-amino 
acid analogues (Iverson 1997; Koert 1997; Seebach et al. 

1996; Seebach and Matthews 1997; Szefczyk 2021). The 
fact that these peptidomimetics are often less degradable 
by proteolytic enzymes (Hintermann and Seebach 1997; 
Frackenpohl et  al. 2001; Gopi et  al. 2003; Hook et  al. 
2004), increases their half-life as therapeutics.

The chemical synthesis of β- and γ-amino acids is 
mainly hampered by the poor stereo selectivity, which 
requires a cost-intensive separation of enantiomers 
(Weiner et  al. 2010). On the other hand, a direct enan-
tiopure synthesis of β- and γ-amino acids depends on 
expensive, and sometimes toxic, catalyzing agents and 
chiral-specific auxiliary materials (Liu and Sibi 2002). A 
promising alternative to chemical pathways is the enzy-
matic synthesis by transaminases (TAs).

In general, two reaction modes are suitable for the use 
of TAs: the kinetic resolution and the asymmetric syn-
thesis (Shon et  al. 2014). During the kinetic resolution, 
a racemic mixture is purified by stereo-selective deg-
radation of one of the enantiomers. While making an 
expensive purification or the use of chiral-specific agents 
dispensable the drawback is a yield reduction by 50%. The 
asymmetric synthesis starts from a prochiral compound, 
e.g. a β-keto acid. This approach can lead to higher yields, 
but substrates as β-keto acids are not stable. In aqueous 
solutions, they tend to lose their carboxylic group (Bach 
and Canepa 1996; Xue et al. 2018). A valid alternative is 
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the use of β-keto esters. By hydrolyzing the ester imme-
diately before the transamination, it has been possible 
to produce β-phenylalanine from ethyl benzoylacetate 
(Buß et  al. 2018). Another problem for the asymmetric 
syntheses is the unfavorable reaction equilibrium, laying 
on the side of the reactants (Fuchs et al. 2015). In princi-
ple, both enantiomers can be produced by using an ω-TA 
with high enantioselectivity. One enantiomer is produced 
by the kinetic resolution and the other by using the same 
enzyme for the asymmetric synthesis. Figure  1 presents 
the two reaction modes exemplary for the production of 
a β-amino acid, which work in the same way for γ-amino 
acids, aldehydes or ketones.

Recently, a thermostable ω-TA from Sphaerobacter 
thermophilus has been described, which is able to use 
a broad range of substrates (Mathew et al. 2016) (RCSB 
(Berman et  al. 2000) accession: 6K8H; NCBI accession: 
WP_012871332.1), hereinafter called StoTA (Sphaerobac-
ter thermophilus ω-transaminase). A preliminary enzyme 
activity assay confirmed that this enzyme is able to turn 
over a wide range of different substrates (Fig. 2). Among 
these were several aromatic, a branched-chain and an 
aliphatic β-amino acid as well as an aliphatic γ-amino 
acid. Though StoTA was able to transform all substrates, 
the reaction velocity was rather low (Table 1). We subse-
quently tried to improve the enzyme’s turnover rate by a 
number of genetic modifications to increase its applica-
tion for industrial use. For this purpose, we employed two 
approaches to generate StoTA variants with improved 
enzymatic properties, either by substituting critical 

residues in its catalytic center or by modifying critical 
residues in a motif that has been proposed to be critical 
for aromatic ω-TAs. In total, we generated 17 variants 
of StoTA and determined their specific activity with five 
substrates, as well as their pH, temperature optima and 
temperature stability. The aim of this study was to obtain 
StoTA variants with a higher activity and more favorable 
properties for industrial use.

Material and methods
To illustrate the protein structure of the StoTA wild type 
and its variants for the motif adaption, ChimeraX was 
employed (Goddard et al. 2018). The crystal structure of 
StoTA is available at the protein data bank (Berman et al. 
2000), accession 6K8H (Kwon et  al. 2019). Conforma-
tional changes in the active center as depicted in Addi-
tional file 1: Figure S1 were illustrated by employing Mol* 
(Sehnal et al. 2021), using the same structure, 6K8H.

The coding sequence of StoTA was purchased as gene 
fragments from Eurofins (Eurofins, Luxemburg), together 
with all primers used in this work. Prior to ordering, 
the sequence was adapted to E. coli’s codon usage, by 
an in-house script provided by Eurofins (https:// eurof 
insge nomics. com/ en/ order pages/ genes ynthe sis/ order 
genes/). A blast search (Altschul et al. 1997, 2005) of the 
putative motif (Crismaru et  al. 2013) against the StoTA 
sequence (Fig. 3) was performed to select the residues to 
be substituted.

Primers were designed with an 18-base overlap (see 
Additional file  1: Table  S1), to allow an isothermal 

Fig. 1 Reaction mechanisms for amino transferases converting β‑amino acids. a Kinetic resolution, starting from a racemic β‑amino acid 
to de‑aminate one enantiomer and to transfer the amino group to an amino acceptor, in this case pyruvate. b The asymmetric synthesis starts 
with a prochiral β‑keto acid, which is aminated and leads to an enantiopure amino acid. The asymmetric synthesis leads to the other enantiomer, 
concluding the kinetic resolution

https://eurofinsgenomics.com/en/orderpages/genesynthesis/ordergenes/
https://eurofinsgenomics.com/en/orderpages/genesynthesis/ordergenes/
https://eurofinsgenomics.com/en/orderpages/genesynthesis/ordergenes/
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Fig. 2 Compounds used for enzymatic catalysis by StoTA (Sphaerobacter thermophilus ω‑transaminase). Given are substrates for the kinetic 
resolution and the asymmetric synthesis, as well as the corresponding products

Table 1 Comparison of the activities of different StoTA variants

Only modifications showing a higher activity with at least one substrate compared to the wild type (WT) are mentioned here. The specific activities with different 
amino donors are given with SD, N = 3

β-HF β-homo-phenylalanine, β-HA β-homo-alanine, 4-AP 4-aminopentanoic acid, β-L β-leucine, β-F β-phenylalanine

Variant β-HF (U  mg−1) β-HA (U  mg−1) 4-AP (U  mg−1) β-L (U  mg−1) β-F (U  mg−1)

WT 0.600 ± 0.029 0.300 ± 0.010 0.125 ± 0.015 0.130 ± 0.020 0.186 ± 0.060

T38V 0.610 ± 0.053 0.251 ± 0.015 0.106 ± 0.004 0.191 ± 0.000 0.251 ± 0.017

S17P 0.591 ± 0.035 0.388 ± 0.017 0.176 ± 0.008 0.093 ± 0.003 0.234 ± 0.003

N70E 0.802 ± 0.018 0.317 ± 0.005 0.114 ± 0.003 0.379 ± 0.001 0.362 ± 0.007

Y47T 3.007 ± 0.017 1.981 ± 0.043 0.871 ± 0.168 0.736 ± 0.125 1.141 ± 0.169

S17P|T38V 3.211 ± 0.009 2.226 ± 0.208 1.146 ± 0.037 1.056 ± 0.008 1.390 ± 0.021

T38V|Y47T 2.305 ± 0.026 1.591 ± 0.112 0.737 ± 0.014 1.369 ± 0.080 1.227 ± 0.025

S17P|T38V|Y47T 0.869 ± 0.016 0.429 ± 0.012 0.127 ± 0.003 0.386 ± 0.025 0.342 ± 0.033
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assembly (Stemmer et  al. 1995; Gibson 2011) after 
PCR. Each primer contained a single triplet, which dif-
fered from the template. PCR reactions were carried in 
a thermo cycler (Eppendorf Epgradient S Mastercycler), 
with an initial denaturation step at 98  °C for 3 min, fol-
lowed by 35 cycles, each starts with a 10 s step at 98 °C. 
This was followed by a 30 s annealing step. The annealing 
temperatures can be found in Additional file 1: Table S2. 
At the end of each cycle, an elongation step at 72 °C for 
1.5 min was performed. After the last cycle a final elon-
gation at 72  °C for 10 min was done. After this step the 
temperature was hold at 4 °C.

PCR amplicons were cleaned by agarose gel electro-
phoresis and used for isothermal assembly. For assem-
bly NEBuilder® HiFi DNA Assembly Cloning Kit (New 
England Biolabs, Ipswich, MA USA) was used, follow-
ing the manufacturers protocol. The assembled genes 
were brought into pET 21 b (+) vector (Novagen, Merck, 
Darmstadt, Germany), using XhoI and NdeI (Thermo 
Scientific, Bremen, Germany). PET 21 b (+) provides a 
His-tag, directly behind the XhoI cleavage site, which was 
needed for subsequent purification of the ω-TAs.

The following substitutions were created: Sin-
gle mutants: S17P, T38V, Y47T, and N70E; dou-
ble mutants: S17P|T38V, S17P|Y47T, S17P|N70E, 
T38V|Y47T, T38V|N70E, Y47T|N70E; triple mutants: 
S17P|T38V|Y47T, 17P|Y47T|N70E, S17P|T38V|N70E, 
T38V|Y47T|N70E; and the quadruple mutant 
S17P|T38V|Y47T|N70E.

After plasmid assembly, the individual StoTA con-
structs were amplified in E. coli XL1 blue (Stratagene 
CA, USA). Transformation and selection were performed 
according to manufacturer’s protocol. The plasmids were 
isolated and transferred into E. coli BL21(DE3) cells 
(Stratagene CA, USA). Positive transformants were iden-
tified in the same way as in XL1 blue. 50 ml of LB-Amp 
medium were inoculated to obtain an  OD600 nm of 0.075. 
The cultures were shaken (37  °C, 180  rpm) for 2  h. For 
each construct, two samples were made, one which was 
induced with 0.5 mM IPTG, another as negative control 
without IPTG. Thereafter, cultures were shaken at 37 °C 
and 180  rpm for another 2 h. After this step, cells were 
harvested and lysed in bugbuster® (Merck, Darmstadt, 
Germany) following the manufacturer’s protocol and 

centrifuged for 5 min at 4 °C and 16,000g. The superna-
tant containing the soluble protein fraction was sepa-
rated from the pellet. The latter, containing insoluble 
protein fraction and cell debris was resuspended in 250 µl 
of TE-buffer pH 7.4. 20 µl of all fractions were used for 
one-dimensional SDS-PAGE (Laemmli 1970). After 
electrophoresis, Western blots were performed using 
a PVDF membrane (Towbin et  al. 1979). To figure out 
which samples contained the modified variants of StoTA, 
membranes were stained by antibodies selective for the 
His-tags. The rest of the supernatant was used for the 
extraction of the StoTA variants via Ni–NTA (Abcam, 
Cambridge, UK), again following the manufacturer’s 
protocol. The protein concentration of the extracts was 
determined with Roti Nanoquant® (Carl Roth, Karlsruhe, 
Germany) following the manufacturers protocol for 
micro titer plates.

Activity assay
Activity assays were performed to compare the activity of 
the wild type StoTA enzyme with the mutated variants. 
To measure enzyme activities 10  µl of purified enzyme 
solution was added to 90 µl of reaction medium contain-
ing 10  mM amino donor (all from TCI, Tokyo, Japan), 
4  mM pyruvate (Boehringer-Mannheim, Mannheim, 
Germany), 0.1  mM PLP (Merck, Darmstadt, Germany) 
and 0.1  M potassium-phosphate buffer pH 8.0. After 
incubation for 30 min at 40 °C, 17.5 µl of the sample was 
diluted with 52.5 µl water and 70 µl of 1 mM 2,4-dinitro-
phenylhydrazine (1  mmol   l−1, Fluka, Buchs, St. Gallen) 
dissolved in 1  M HCl (Carl Roth, Karlsruhe, Germany), 
followed by incubation for 20  min at room tempera-
ture. Following the addition of 70  µl of 4  M NaOH the 
absorption was measured at 570  nm (TECAN infinite® 
200 plate reader) to quantify the remaining pyruvate. As 
amino donors β-homophenylalanine, β-phenylalanine, 
β-homoalanine, β-leucine and 4-aminopentanoic acid 
(all purchased from TCI, Tokyo, Japan) were used. Since 
pyruvate and the amino donor react in a 1:1 stoichiom-
etry, the amount of deaminated amino donor was deter-
mined. The specific activity of StoTA was calculated from 
the amount of deaminated amino donor, referred to the 
reaction time and expressed in µmol *  min−1 * µg−1.

Fig. 3 Blasted sequences of StoTA and motif (Crismaru et al. 2013). Identical and positive (+) residues are given in the middle line. Residues, which 
are underlined, are supposed to be important for ω‑TA activity. Asterisks (*) mark residues, bordering secondary structures. Boxes indicate amino 
acids, which were exchanged, to match the motif
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Mutant enzymes with higher activity than that of the 
wild type were used for further tests to determine the 
optimal pH value and the temperature stability. The 
determination of pH optimum and temperature stabil-
ity was similar to the activity assay. For the pH optimum, 
different buffers between pH 2 and pH 10 (Additional 
file 1: Table S3) were used instead of the standard buffer, 
while β-homophenylalanine was used as amino donor. 
To determine temperature stability, aliquots of the puri-
fied enzymes were stored for 60 min at 30–90 °C, in 10 °C 
steps before performing the activity assay. To determine 
the temperature optimum, the activity was measured for 
30 min at 30–80 °C, again in 10 °C steps. Tests for pH and 
temperature optimum and temperature stability were 
performed with β-homophenylalanine as amino donor.

In silico structure prediction
The structures of the mutant enzymes were predicted by 
using AlphaFold (Jumper et al. 2021) on a colab (Mirdita 
et al. 2021) notebook (https:// colab. resea rch. google. com/ 
github/ sokry pton/ Colab Fold/ blob/ v1.2. 0/ Alpha Fold2. 
ipynb). For the wild type and each mutant, the number of 
calculated models was reduced to four, all other settings 
were used at default values. The ‘use template’ function 
was not used. For the illustrations (Additional file 1: Fig-
ure S2), the models with the best rank were used.

Results
In silico modelling
Comparing the in silico modelled structure of the wild 
type enzyme with the crystal structure, we found both 
structures to be very similar (Fig.  4). This indicates the 
high reliability of the in silico modelling procedure which 
showed that all mutant enzyme had the same structure, 
no differences in folding could be observed (see Addi-
tional file 1).

Modification of the active center of StoTA
The substitution of I283 and I284 in the catalytic domain 
by glutamine resulted in a decrease of activity by approxi-
mately 54% with β-homoalanine, a loss of approximately 
49% with β- phenylalanine and an almost complete loss 
of activity with 4-aminopentanoic acid and β-leucine. 
The remaining activity against β-homophenylalanine was 
only 76.4% compared to the wild type enzyme. Exchang-
ing T317 with valine led to a loss of activity. T317V was 
not active with β-homophenylalanine, β-homoalanine 
and β-leucine. With β- phenylalanine the remaining 
activity was only 26.3%, compared to the wild type. Only 
with 4-amino-pentanoic acid T317V showed a similar 
activity as the wild type. Consequently, the approach to 
modify the active center was not continued.

Modification of the proposed signature sequence motif 
in StoTA
The replacement of 4 amino acids was necessary to adapt 
StoTA to a proposed motif (Crismaru et al. 2013) (Fig. 3). At 
all 15 different variants of StoTA were generated, the vari-
ants were: S17P, T38V, Y47T, N70E, S27P|T38V, S17P|Y47T, 
S17P|N70E, T38V|Y47T, T38V|N70E, Y47T|N70E, 
S17P|T38V|Y47T, S17P|T38V|N70E, S17P|Y47T|N70E, 
T38V|Y47T|N70E and S17P|T38V|Y47T|N70E. Pre-tests 
with crude extracts from all variants were performed with 
β-homo-phenylalanine. Seven variants (marked with an 
asterisk in Fig. 5) which had a higher activity were used for 
further characterization. In the ongoing experiments puri-
fied enzymes were used. The specific activities, as well as sev-
eral biochemical properties are given in Tables 1 and 2.

Temperature stability, temperature optimum 
and pH-optimum
The modified versions of StoTA retained their activities 
also at higher temperatures. Like the wild type enzyme, 
the N70E variant was stable for 60 min at up to 60 °C, 
while the remaining mutants were stable for 60 min at 
up to 50  °C. In most mutants, the optimum tempera-
ture was lower than for the wild type, i.e. 60 °C. For the 
mutants S17P, N70E, S17P|T38V and S17P|T38V|Y47T 
this optimum was only 40  °C, for mutant T38V|Y47T 
46  °C and for mutant Y47T 48  °C. Only T38V had a 
similar temperature optimum as the wild type.

Amino acid substitutions in StoTA had no notewor-
thy effect on the pH optimum. Both wild type enzyme 
and the variants Y47T, N70E, S17P|T38V, T38V|Y47T 
and S17P|T38V|Y47T worked best at a pH value of 8. 
Only T38V and S17P showed a shift of their pH opti-
mum to pH 7.

Fig. 4 Alignment of the crystal structure and the in silico predicted 
structure of StoTA. Brown: crystal structure, blue: AlphaFold predicted 
structure. The four amino acids, which are exchanged are marked 
in green/red and labeled

https://colab.research.google.com/github/sokrypton/ColabFold/blob/v1.2.0/AlphaFold2.ipynb
https://colab.research.google.com/github/sokrypton/ColabFold/blob/v1.2.0/AlphaFold2.ipynb
https://colab.research.google.com/github/sokrypton/ColabFold/blob/v1.2.0/AlphaFold2.ipynb
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Discussion
Modification of the active center of StoTA
In general, StoTA was modified in two ways. We first 
focused on the active center, in which a lysine residue at 
position 282 (K282) is part of the catalytic domain that 
performs a nucleophilic attack on the carbonyl group of 
PLP to form a Schiff’s base (Crismaru et al. 2013). Under 
physiological conditions, the amino group of the side-
chain of lysine is protonated, which makes it a weaker 
nucleophile. To prevent this protonation, the environ-
ment of K282 was made more alkaline. For this purpose, 
two amino acids in the vicinity of the catalytic lysine 
(I283 and I284) were replaced by glutamine. The second 
modification concerned the replacement of an interacting 

threonine residue (T317), which by forming a hydro-
gen bond to K282, might pull the latter away from PLP 
(Fig. 6). To confirm this, T317 was substituted by valine 
and the resulting conformational changes predicted by 
structural modelling (Additional file 1: Figure S2).

In general, StoTA variants with substitutions in the 
active center showed a similar or lower activity as the 
wild type enzyme (Fig.  5). T317V was not active at 
all with β-homophenylalanine, β-homoalanine and 
β-leucine. Compared to the unmodified enzyme, the 
activity with β-phenylalanine also decreased to 26.3%. 
Only with 4-amino-pentanoic acid T317V showed a sim-
ilar activity as the wild type. This confirms that residue 
T317 should be part of the suggested motif (Crismaru 
et  al. 2013), or even the active center. T317 of chain A 
is proposed to interact with K282 of chain B, and vice 
versa (Fig.  6). Assuming that T317 is important for the 
dimerization of the enzyme, a loss of T317 will lead to a 
more unstable and less active protein complex. Amongst 
at least five other residues, T317 is also involved in PLP 
binding (Kwon et  al. 2019). This could be another rea-
son for the loss of activity, if the missing hydrogen bond 
between T317 and the phosphate group of PLP leads 
to an incorrect binding of the co-factor. Another pos-
sibility is that T317 is not drawing K282 away from the 
active center but is bending or stabilizing K282 in a posi-
tion where it can bind the keto group of PLP or another 
substrate.

Modification of the proposed signature sequence motif 
in StoTA
In the second approach, StoTA was modified to match 
the proposed signature sequence motif that allows ami-
notransferases converting aromatic β-amino acids 
(Crismaru et  al. 2013). A blast search (Altschul et  al. 
1997) of the putative motif sequence against the StoTA 
sequence revealed that only four substitutions are 

Fig. 5 Results of the pre‑test with crude extracts. Bars 
indicate the activity of 1 mg crude extract of each variant 
with β‑homophenylalanine with SD. N = 3. The 7 variants with a higher 
activity than the wild type are marked with an asterisk (*)

Table 2 Temperature stability is the temperature which does not inactivate the enzyme after 60 min of incubation, or 24 h, 
respectively

Only modifications which show a higher activity with at least one substrate compared to the wild type (WT) are listed here

Variant pH optimum Temperature optimum (°C) Temperature stability 1 h (°C) Temperature 
stability 24 h 
(°C)

WT 8.0 60 60 40

T38V 7.0 60 50 50

S17P 7.0 40 50 40

N70E 8.0 40 60 40

Y47T 8.0 48 50 40

S17P|T38V 8.0 40 50 40

T38V|Y47T 8.0 46 50 40

S17P|T38V|Y47T 8.0 40 50 40
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required to fit StoTA to the proposed motif (Fig. 3). These 
were S17P, T38V, Y47T and N70E. We generated fifteen 
different variants for this type of modification. Four of 
those carried a single amino acid substitution, six car-
ried two substitutions, four carried three substitutions, 
and one variant carried all four substitutions. Some of 
the modifications of StoTA led to an increased activity, 
emphasizing the importance of some of the amino acids 
in the proposed motif. Several mutants, which were made 
to adapt StoTA to the motif, had comparable activities to 
the wild type, others showed different activity levels.

The double substitution mutant T38V|N70E led to a 
loss of activity, showing approximately 75% activity with 
4-aminopentanoic acid and β-phenylalanine and only 
35% with β-leucine, while β-homophenylalanine and 
β-homoalanine were deaminated at almost the same 
velocity as with the wild type. In contrast, the double 
mutant, S17P|T38V showed a strong increase in activ-
ity. Depending on the amino donor, S17P|T38V displayed 
a 5.4 to 9.2-fold higher activity compared to the wild 
type. Also, T38V|Y47T was 3.8–10.5 times more active 
than the wild type. A strongly enhanced activity with 
all tested substrates was also found in the single mutant 
Y47T. Depending on the amino donor, the specific activ-
ity increased by 5.0–7.0 times compared to the wild type. 
This might be due to the fact that threonine has a less 

bulky side chain than tyrosine making it easier for a sub-
strate molecule to enter the active center.

Overall, the double mutant S17P|T38V had the high-
est activity of all StoTA variants with all substrates, 
except for β-leucine. With β-leucine the double mutant 
T38V|Y47T fared best with a 10.5 times enhanced activ-
ity compared to the wild type. Interestingly, as single 
replacement T38V had a lower activity than the wild type 
for all substrates except β-leucine, while S17P had lower 
or similar activities with all substrates. Together, how-
ever, these substitutions exerted a strong influence on the 
enzyme activity. This is somewhat surprising consider-
ing that T38 seems too far away from either S17 or Y47 
to provoke an interaction. The increase of activity must 
have other reasons, a difference in protein folding can be 
excluded based on in silico folding.

Mutant StoTA in which N70 was replaced by gluta-
mate had a 9.1% loss of activity with 4-aminopenta-
noic acid thus revealing the importance of asparagine 
at position 70 for transforming γ-amino acids. Regard-
ing β-amino acids, a different influence was observed. 
All β-amino acids were converted faster in com-
parison to the wild type (β-homoalanine + 29.3%, 
β-leucin + 191.5%, β-phenylalanine + 94.6% and 
β-homophenylalanine + 33.7%). The motif proposed 
by (Crismaru et  al. 2013) was originally suggested 
only for aromatic amino acids. However, as observed 
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here, fitting StoTA to the motif had a high impact on 
the activity with a branched chained amino acid and 
a minor impact on the activity with aromatic amino 
acids. This shows that the motif can be used for non-
aromatic ω-Tas too. N70 is located close to the phos-
phate group of bound PLP, where it may interact with 
the phosphate of the bound PLP (Fig. 7). In the vicinity 
of N70, R36 might be the residue, which binds the car-
boxyl group of the substrate to hold it in the p-pocket. 
Exchanging N70 by glutamate obviously alters the 
interactions between this residue and PLP or R36. The 
altered interaction appears to be beneficial for some 
substrates, but disadvantageous for others.

Depending on the amino donor the quadruple mutant, 
S17P|T38V|Y47T|N70E, showed only 8.6–81.4% residual 
activity, suggesting that not all residues in the proposed 
motif are equally important. The highest gains of activ-
ity were achieved in the mutants Y47T, S17P|T38V and 
T38V|Y47T. Additionally, these mutants have a lower 
temperature optimum, ranging between 40 and 50  °C 
instead of 60 °C. This is relevant for industrial use, since 
a lower temperature optimum requires less energy thus 
reducing production costs.

Previously, the activity with β-phenylalanine was 
improved by site-directed mutagenesis of an ω-TA from 
Caulobacter crescentus (Hwang et al. 2008). Two variants 
of this enzyme, N285A and V227G showed a three and 
twofold activity increase, respectively, compared to the 
wild type. On the other hand, these variants had a four 
and twofold lower activity with β-homoalanine (Hwang 
et  al. 2008). By introducing two mutations, (Cho et  al. 
2008) optimized the activity of an ω-TA from Vibrio fluvi-
alis against aromatic and aliphatic amines. Depending on 
the amino donor, W57G had a 2- to 40-fold higher activ-
ity with aromatic amines and a 5- to 19-fold higher activ-
ity with aliphatic amines. In the second variant, W147G 
the activity with aromatic amines ranged between 

0.8-fold to 14-fold relative to the wild type, while the 
activity with aliphatic amines ranged between 0.9- and 
6-fold (Cho et al. 2008). These results are comparable to 
those of the best variants obtained in the present study. 
Although none of our variants reached a 40-fold activ-
ity gain as obtained for the V. fluvialis enzyme for one 
substrate (Cho et al. 2008), the best variants produced in 
this work showed a consistent activity rate across all sub-
strates tested.

Specific activity with different substrates
All variants of StoTA catalyzed the deamination of all 
tested substrates. The activities were measured with 
β-homophenylalanine, β-homoalanine, 4-aminopenta-
noic acid, β-leucine and β-phenylalanine. The highest 
specific activity with β-homophenylalanine was observed 
with the S17P|T38V variant in which 1  µg protein was 
able to convert 3.211 ± 0.009 µmol β-homo-phenylalanine 
in 1  min, which is defined as U  µg−1. Y47T has a quite 
similar activity, 3.007 ± 0.017  U  µg−1, and T38V|Y47T 
was able to deaminate 2.305 ± 0.026  µmol β-homo-
phenylalanine per minute.

For β-homoalanine, S17P|T38V achieved the highest 
specific activity, namely 2.226 ± 0.208  U  µg−1, followed 
by Y47T, 1.981 ± 0.043  U  µg−1 and T38V|Y47T with a 
specific activity of 1.591 ± 0.112  U  µg−1. With 4-amin-
opentanoic acid, S17P|T38V was the only variant with a 
specific activity above 1  U  µg−1 (1.146 ± 0.037  U   mg−1). 
With an activity of 1.369 ± 0.080  U  µg−1, T38V|Y47T 
had the highest specific activity of all variants with 
β-leucine followed by S17P|T38V with a specific activity 
of 1.056 ± 0.008 U µg−1. Also, in case of β-phenylalanine, 
S17P|T38V had the highest specific activity, followed by 
T38V|Y47T.

Taken together, the present study shows that several 
biochemical properties of StoTA could be successfully 
improved by a rational design based on a previously pro-
posed signature sequence motif for aminotransferases 
converting aromatic β-amino acids. Not all modifications 
lead to a higher enzyme activity, but 7 out of 17 variants 
(S17P, T38V, Y47T, N70E, S17P|T38V, T38V|Y47T and 
S17P|T38V|Y47T) showed a higher specific activity with 
at least one substrate. Among all variants, three modifi-
cations, Y47T, S17P|T38V and T38V|Y47T not only had, 
depending on the amino donor, an approx. 4–10.5 times 
higher activity than the wild type, the same mutants also 
had a lower optimal temperature of 40–50  °C. These 
properties make these three variants valuable candi-
dates for industrial processes. Especially, S17P|T38V is 
a very promising modification, it has the highest specific 
activities with β-homophenylalanine, β-homoalanine, 
4-aminopentanoic acid and β-phenylalanine of all tested 
variants and can be used to produce these amino acids. 

Fig. 7 Close up to the active center of 6K8H. residues of N70 and R36 
are shown and named
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Additionally, S17P|T38V has a temperature optimum of 
only 40  °C, which is 20  °C lower than for the wild type, 
which makes this variant even more suitable for indus-
trial processes. Only for the production of β-leucine, 
T38V|Y47T would be better because of the roughly 30% 
higher specific activity compared to S17P|T38V.

Besides the improvement of the catalytic activity, 
T317 could be identified as an essential residue. With-
out this residue, the enzyme loses most of its activity. 
The assumption that T317 is important for PLP binding 
is strengthened by the fact that PLP is not added to the 
model if the T317V variant is folded in silico by swiss-
model (https:// swiss model. expasy. org/ inter active) 
(Waterhouse et al. 2018), even if the unmodified struc-
ture, which includes PLP, is used as template.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13568‑ 023‑ 01623‑x.

Additional file 1: Figure S1. Structure of the active center of StoTA. 
Wildtype (left) compared to the mutants T317V (upper right) and 
I238Q|I248Q (lower right). Figure S2. View at the active centers of StoTA. 
StoTA is a homodimer. Yellow: chain a, grey: chain b, orange: PLP bound 
to K282. The residues, which will be exchanged are colored in blue. The 
box marks the cutout which is presented in the following illustrations. 
Table S1. Used primers for the adaption to the motif. Table S2. Annealing 
temperatures for all primer pairs. Table S3. Used buffers for the determi‑
nation of pH optima. All buffers had a concentration of 1 M.

Acknowledgements
We are grateful to Dr. Twan Rutten for helpful discussions and critical reading 
of the manuscript.

Author contributions
UW wrote the paper, performed research, conducted experiments and ana‑
lyzed data. FM wrote the paper. NvW wrote the paper. IL performed research 
and conducted experiments. RB wrote the paper. HMV conceived the study. 
MR conceived the study, performed research, conducted experiments, ana‑
lyzed data and wrote the paper. GK conceived the study and wrote the paper. 
All authors read and approved the manuscript.

Funding
Open Access funding enabled and organized by Projekt DEAL. This project is 
funded by AiF (Arbeitsgemeinschaft industrieller Forschungsvereinigungen) 
“Otto von Guericke” e.V., project number: ZF4061308AJ7. Costs for open access 
publishing were partially funded by the Deutsche Forschungsgemeinschaft 
(DFG, German Research Foundation, grant 491250510)

Availability of data and materials
The data for Fig. 6, Tables 1, 2 and the AlphaFold predictions can be found 
at the e!DAL repository (https:// edal‑ pgp. ipk‑ gater sleben. de/) (Arendt et al. 
2014), under the DOI http:// dx. doi. org/ 10. 5447/ ipk/ 2023/ 12. The crystal 
structure as well as the sequence of the wild type enzyme is available at RCSB.
org under the accession number 6K8H. The sequence of the codon optimized 
wild type gene can be found at the e!DAL repository (preliminary address: 
https:// doi. ipk‑ gater sleben. de/ DOI/ 746cc 46e‑ 1641‑ 47a7‑ b225‑ c14d1 07238 
db/ 8fabf e05‑ 74fd‑ 436a‑ 9760‑ 77db1 ccccf e9/2/ 18479 40088).

Declarations

Ethics approval and consent to participate
This article does not contain any studies with human participants or animals 
performed by any of the authors.

Competing interests
The authors declare that there is no conflict of interest.

Author details
1 Leibniz Institute of Plant Genetics and Crop Plant Research (IPK), Corrensstr. 
3, 06466 Seeland, OT Gatersleben, Germany. 2 Orgentis Chemicals GmbH, Bah‑
nhofstr. 3‑5, 06466 Seeland, OT Gatersleben, Germany. 3 Institute of Microbiol‑
ogy, University of Greifswald, Jahnstr. 15, 17487 Greifswald, Germany. 

Received: 17 July 2023   Accepted: 3 October 2023

References
Altschul SF, Madden TL, Schäffer AA, Zhang J, Zhang Z, Miller W, Lipman DJ 

(1997) Gapped BLAST and PSI‑BLAST: a new generation of protein data‑
base search programs. Nucleic Acids Res 25:3389–3402. https:// doi. org/ 
10. 1093/ nar/ 25. 17. 3389

Altschul SF, Wootton JC, Gertz EM, Agarwala R, Morgulis A, Schäffer AA, Yu 
Y‑K (2005) Protein database searches using compositionally adjusted 
substitution matrices. FEBS J 272:5101–5109. https:// doi. org/ 10. 1111/j. 
1742‑ 4658. 2005. 04945.x

Arend D, Lange M, Chen J, Colmsee C, Flemming S, Hecht D, Scholz U (2014) 
e!DAL ‑ a framework to store, share and publish research data. BMC Bioin‑
formatics 15:214. https:// doi. org/ 10. 1186/ 1471‑ 2105‑ 15‑ 214

Bach RD, Canepa C (1996) Electronic factors influencing the decarboxyla‑
tion of β‑keto acids. A model enzyme study. J Org Chem 61:6346–6353. 
https:// doi. org/ 10. 1021/ jo960 356m

Berman HM, Westbrook J, Feng Z, Gilliland G, Bhat TN, Weissig H, Shindyalov IN, 
Bourne PE (2000) The protein data bank. Nucleic Acids Res 28:235–242. 
https:// doi. org/ 10. 1093/ nar/ 28.1. 235

Buß O, Voss M, Delavault A, Gorenflo P, Syldatk C, Bornscheuer U, Rudat J (2018) 
β‑phenylalanine ester synthesis from stable β‑keto ester substrate using 
engineered ω‑transaminases. Molecules 23:1211. https:// doi. org/ 10. 3390/ 
molec ules2 30512 11

Cabrele C, Martinek TA, Reiser O, Berlicki Ł (2014) Peptides containing β‑amino 
acid patterns: challenges and successes in medicinal chemistry. J Med 
Chem 57:9718–9739. https:// doi. org/ 10. 1021/ jm501 0896

Cho B‑K, Park H‑Y, Seo J‑H, Kim J, Kang T‑J, Lee B‑S, Kim B‑G (2008) Redesigning 
the substrate specificity of ω‑aminotransferase for the kinetic resolution 
of aliphatic chiral amines. Biotechnol Bioeng 99:275–284. https:// doi. org/ 
10. 1002/ bit. 21591

Crawford P, Ghadiali E, Lane R, Blumhardt L, Chadwick D (1987) Gabapentin as 
an antiepileptic drug in man. J Neurol Neurosurg Psychiatry 50:682–686. 
https:// doi. org/ 10. 1136/ jnnp. 50.6. 682

Crismaru CG, Wybenga GG, Szymanski W, Wijma HJ, Wu B, Bartsch S, de 
Wildeman S, Poelarends GJ, Feringa BL, Dijkstra BW, Janssen DB (2013) 
Biochemical properties and crystal structure of a β‑phenylalanine ami‑
notransferase from Variovorax paradoxus. Appl Environ Microbiol. https:// 
doi. org/ 10. 1128/ AEM. 02525‑ 12

Field MJ, Oles RJ, Singh L (2001) Pregabalin may represent a novel class of 
anxiolytic agents with a broad spectrum of activity. Br J Pharmacol 
132:1–4. https:// doi. org/ 10. 1038/ sj. bjp. 07037 94

Frackenpohl J, Arvidsson PI, Schreiber JV, Seebach D (2001) The outstanding 
biological stability of β‑ and γ‑peptides toward proteolytic enzymes: an 
in vitro investigation with fifteen peptidases. ChemBioChem 2:445–455. 
https:// doi. org/ 10. 1002/ 1439‑ 7633(20010 601)2: 6% 3c445:: AID‑ CBIC4 45% 
3e3.0. CO;2‑R

Fuchs M, Farnberger JE, Kroutil W (2015) The industrial age of biocatalytic 
transamination. Eur J Org Chem 2015:6965–6982. https:// doi. org/ 10. 
1002/ ejoc. 20150 0852

https://swissmodel.expasy.org/interactive
https://doi.org/10.1186/s13568-023-01623-x
https://doi.org/10.1186/s13568-023-01623-x
https://edal-pgp.ipk-gatersleben.de/
http://dx.doi.org/10.5447/ipk/2023/12
https://doi.ipk-gatersleben.de/DOI/746cc46e-1641-47a7-b225-c14d107238db/8fabfe05-74fd-436a-9760-77db1ccccfe9/2/1847940088
https://doi.ipk-gatersleben.de/DOI/746cc46e-1641-47a7-b225-c14d107238db/8fabfe05-74fd-436a-9760-77db1ccccfe9/2/1847940088
https://doi.org/10.1093/nar/25.17.3389
https://doi.org/10.1093/nar/25.17.3389
https://doi.org/10.1111/j.1742-4658.2005.04945.x
https://doi.org/10.1111/j.1742-4658.2005.04945.x
https://doi.org/10.1186/1471-2105-15-214
https://doi.org/10.1021/jo960356m
https://doi.org/10.1093/nar/28.1.235
https://doi.org/10.3390/molecules23051211
https://doi.org/10.3390/molecules23051211
https://doi.org/10.1021/jm5010896
https://doi.org/10.1002/bit.21591
https://doi.org/10.1002/bit.21591
https://doi.org/10.1136/jnnp.50.6.682
https://doi.org/10.1128/AEM.02525-12
https://doi.org/10.1128/AEM.02525-12
https://doi.org/10.1038/sj.bjp.0703794
https://doi.org/10.1002/1439-7633(20010601)2:6%3c445::AID-CBIC445%3e3.0.CO;2-R
https://doi.org/10.1002/1439-7633(20010601)2:6%3c445::AID-CBIC445%3e3.0.CO;2-R
https://doi.org/10.1002/ejoc.201500852
https://doi.org/10.1002/ejoc.201500852


Page 11 of 11Wegner et al. AMB Express          (2023) 13:117  

Fujino T, Goto Y, Suga H, Murakami H (2016) Ribosomal synthesis of peptides 
with multiple β‑amino acids. J Am Chem Soc 138:1962–1969. https:// doi. 
org/ 10. 1021/ jacs. 5b124 82

Gibson DG (2011) Chapter fifteen—enzymatic assembly of overlapping DNA 
fragments. In: Voigt C (ed) Methods in enzymology. Academic Press, pp 
349–361. https:// doi. org/ 10. 1016/ B978‑0‑ 12‑ 385120‑ 8. 00015‑2

Goa KL, Sorkin EM (1993) Gabapentin Drugs 46:409–427. https:// doi. org/ 10. 
2165/ 00003 495‑ 19934 6030‑ 00007

Goddard TD, Huang CC, Meng EC, Pettersen EF, Couch GS, Morris JH, Ferrin TE 
(2018) UCSF ChimeraX: meeting modern challenges in visualization and 
analysis. Protein Sci 27:14–25. https:// doi. org/ 10. 1002/ pro. 3235

Gopi HN, Ravindra G, Pal PP, Pattanaik P, Balaram H, Balaram P (2003) Proteolytic 
stability of β‑peptide bonds probed using quenched fluorescent sub‑
strates incorporating a hemoglobin cleavage site. FEBS Lett 535:175–178. 
https:// doi. org/ 10. 1016/ S0014‑ 5793(02) 03885‑1

Hamandi K, Sander JW (2006) Pregabalin: a new antiepileptic drug for refrac‑
tory epilepsy. Seizure ‑ Eur J Epilepsy 15:73–78. https:// doi. org/ 10. 1016/j. 
seizu re. 2005. 11. 005

Hintermann T, Seebach D (1997) The Biological Stability of β‑Peptides: no 
interactions between α‑ and β‑peptidic structures? Chim Int J Chem 
51:244–247. https:// doi. org/ 10. 2533/ chimia. 1997. 244

Hook DF, Gessier F, Noti C, Kast P, Seebach D (2004) Probing the proteolytic 
stability of β‑peptides containing α‑fluoro‑ and α‑hydroxy‑β‑smino scids. 
ChemBioChem 5:691–706. https:// doi. org/ 10. 1002/ cbic. 20030 0827

Hu J, Xue Y‑C, Xie M‑Y, Zhang R, Otani T, Minami Y, Yamada Y, Marunaka T 
(1988) A new macromolecular antitumor antibiotic, C‑1027 I. Discovery, 
taxonomy of producing organism, fermentation and biological activity. 
J Antibiot (tokyo) 41:1575–1579. https:// doi. org/ 10. 7164/ antib iotics. 41. 
1575

Hwang B‑Y, Ko S‑H, Park H‑Y, Seo J‑H, Lee B‑S, Kim B‑G (2008) Identification 
of ω‑aminotransferase from Caulobacter crescentus and sitedirected 
mutagenesis to broaden substrate specificity. J Microbiol Biotechnol 
18:48–54

Iverson BL (1997) Betas are brought into the fold. Nature 385:113–115. https:// 
doi. org/ 10. 1038/ 38511 3a0

Jääskeläinen SK (2005) Pregabalin for painful neuropathy. Lancet Neurol 
4:207–208. https:// doi. org/ 10. 1016/ S1474‑ 4422(05) 70027‑2

Juaristi E, Soloshonok VA (2005) Enantioselective synthesis of beta‑amino 
acids. John Wiley & Sons

Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O, Tunyasuvu‑
nakool K, Bates R, Žídek A, Potapenko A, Bridgland A, Meyer C, Kohl SAA, 
Ballard AJ, Cowie A, Romera‑Paredes B, Nikolov S, Jain R, Adler J, Back T, 
Petersen S, Reiman D, Clancy E, Zielinski M, Steinegger M, Pacholska M, 
Berghammer T, Bodenstein S, Silver D, Vinyals O, Senior AW, Kavukcuoglu 
K, Kohli P, Hassabis D (2021) Highly accurate protein structure predic‑
tion with AlphaFold. Nature 596:583–589. https:// doi. org/ 10. 1038/ 
s41586‑ 021‑ 03819‑2

Koert U (1997) β‑Peptides: novel secondary structures take shape. Angew 
Chem Int Ed Engl 36:1836–1837. https:// doi. org/ 10. 1002/ anie. 19971 8361

Kwon S, Lee JH, Kim CM, Ha HJ, Lee SH, Lee CS, Jeon J‑H, So I, Park HH (2019) 
Structural insights into the enzyme specificity of a novel ω‑transaminase 
from the thermophilic bacterium Sphaerobacter thermophilus. J Struct 
Biol 208:107395. https:// doi. org/ 10. 1016/j. jsb. 2019. 09. 012

Laemmli UK (1970) Cleavage of structural proteins during the assembly of the 
head of bacteriophage T4. Nature 227:680–685. https:// doi. org/ 10. 1038/ 
22768 0a0

Liu M, Sibi MP (2002) Recent advances in the stereoselective synthesis of 
β‑amino acids. Tetrahedron 58:7991–8035. https:// doi. org/ 10. 1016/ 
S0040‑ 4020(02) 00991‑2

Mathew S, Nadarajan SP, Chung T, Park HH, Yun H (2016) Biochemical 
characterization of thermostable ω‑transaminase from Sphaerobacter 
thermophilus and its application for producing aromatic β‑ and γ‑amino 
acids. Enzyme Microb Technol 87–88:52–60. https:// doi. org/ 10. 1016/j. 
enzmi ctec. 2016. 02. 013

Mirdita M, Schütze K, Moriwaki Y, Heo L, Ovchinnikov S, Steinegger M (2021) 
ColabFold—Making protein folding accessible to all. 2021.08.15.456425. 
https:// doi. org/ 10. 1038/ s41592‑ 022‑ 01488‑1

Seebach D, Matthews JL (1997) β‑Peptides: a surprise at every turn. Chem 
Commun 2015–2022. https:// doi. org/ 10. 1039/ A7049 33A

Seebach D, Overhand M, Kühnle FNM, Martinoni B, Oberer L, Hommel U, Wid‑
mer H (1996) β‑peptides: synthesis by Arndt‑Eistert homologation with 

concomitant peptide coupling. Structure determination by NMR and CD 
spectroscopy and by X‑ray crystallography. Helical secondary structure of 
a β‑hexapeptide in solution and its stability towards pepsin. Helv Chim 
Acta 79:913–941. https:// doi. org/ 10. 1002/ hlca. 19960 790402

Sehnal D, Bittrich S, Deshpande M, Svobodová R, Berka K, Bazgier V, Velankar 
S, Burley SK, Koča J, Rose AS (2021) Mol* viewer: modern web app for 3D 
visualization and analysis of large biomolecular structures. Nucleic Acids 
Res 49:W431–W437. https:// doi. org/ 10. 1093/ nar/ gkab3 14

Shon M, Shanmugavel R, Shin G, Mathew S, Lee S‑H, Yun H (2014) Enzymatic 
synthesis of chiral γ‑amino acids using ω‑transaminase. Chem Commun 
50:12680–12683. https:// doi. org/ 10. 1039/ C3CC4 4864A

Stemmer WPC, Crameri A, Ha KD, Brennan TM, Heyneker HL (1995) Single‑
step assembly of a gene and entire plasmid from large numbers of 
oligodeoxyribonucleotides. Gene 164:49–53. https:// doi. org/ 10. 1016/ 
0378‑ 1119(95) 00511‑4

Szefczyk M (2021) Peptide foldamer‑based self‑assembled nanostructures 
containing cyclic beta‑amino acids. Nanoscale 13:11325–11333. https:// 
doi. org/ 10. 1039/ D1NR0 2220B

Towbin H, Staehelin T, Gordon J (1979) Electrophoretic transfer of proteins 
from polyacrylamide gels to nitrocellulose sheets: procedure and some 
applications. Proc Natl Acad Sci USA 76:4350–4354. https:// doi. org/ 10. 
1073/ pnas. 76.9. 4350

Wani MC, Taylor HL, Wall ME, Coggon P, McPhail AT (1971) Plant antitumor 
agents. VI. Isolation and structure of taxol, a novel antileukemic and anti‑
tumor agent from Taxus brevifolia. J Am Chem Soc 93:2325–2327. https:// 
doi. org/ 10. 1021/ ja007 38a045

Waterhouse A, Bertoni M, Bienert S, Studer G, Tauriello G, Gumienny R, Heer FT, 
de Beer TAP, Rempfer C, Bordoli L, Lepore R, Schwede T (2018) SWISS‑
MODEL: homology modelling of protein structures and complexes. 
Nucleic Acids Res 46:W296–W303. https:// doi. org/ 10. 1093/ nar/ gky427

Weiner B, Szymański W, Janssen DB, Minnaard AJ, Feringa BL (2010) Recent 
advances in the catalytic asymmetric synthesis of β‑amino acids. Chem 
Soc Rev 39:1656–1691. https:// doi. org/ 10. 1039/ B9195 99H

Xue Y‑P, Cao C‑H, Zheng Y‑G (2018) Enzymatic asymmetric synthesis of chiral 
amino acids. Chem Soc Rev 47:1516–1561. https:// doi. org/ 10. 1039/ 
C7CS0 0253J

Yan J, Aboshi T, Teraishi M, Strickler SR, Spindel JE, Tung C‑W, Takata R, Matsu‑
moto F, Maesaka Y, McCouch SR, Okumoto Y, Mori N, Jander G (2015) The 
tyrosine aminomutase TAM1 is required for β‑tyrosine biosynthesis in rice. 
Plant Cell 27:1265–1278. https:// doi. org/ 10. 1105/ tpc. 15. 00058

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.

https://doi.org/10.1021/jacs.5b12482
https://doi.org/10.1021/jacs.5b12482
https://doi.org/10.1016/B978-0-12-385120-8.00015-2
https://doi.org/10.2165/00003495-199346030-00007
https://doi.org/10.2165/00003495-199346030-00007
https://doi.org/10.1002/pro.3235
https://doi.org/10.1016/S0014-5793(02)03885-1
https://doi.org/10.1016/j.seizure.2005.11.005
https://doi.org/10.1016/j.seizure.2005.11.005
https://doi.org/10.2533/chimia.1997.244
https://doi.org/10.1002/cbic.200300827
https://doi.org/10.7164/antibiotics.41.1575
https://doi.org/10.7164/antibiotics.41.1575
https://doi.org/10.1038/385113a0
https://doi.org/10.1038/385113a0
https://doi.org/10.1016/S1474-4422(05)70027-2
https://doi.org/10.1038/s41586-021-03819-2
https://doi.org/10.1038/s41586-021-03819-2
https://doi.org/10.1002/anie.199718361
https://doi.org/10.1016/j.jsb.2019.09.012
https://doi.org/10.1038/227680a0
https://doi.org/10.1038/227680a0
https://doi.org/10.1016/S0040-4020(02)00991-2
https://doi.org/10.1016/S0040-4020(02)00991-2
https://doi.org/10.1016/j.enzmictec.2016.02.013
https://doi.org/10.1016/j.enzmictec.2016.02.013
https://doi.org/10.1038/s41592-022-01488-1
https://doi.org/10.1039/A704933A
https://doi.org/10.1002/hlca.19960790402
https://doi.org/10.1093/nar/gkab314
https://doi.org/10.1039/C3CC44864A
https://doi.org/10.1016/0378-1119(95)00511-4
https://doi.org/10.1016/0378-1119(95)00511-4
https://doi.org/10.1039/D1NR02220B
https://doi.org/10.1039/D1NR02220B
https://doi.org/10.1073/pnas.76.9.4350
https://doi.org/10.1073/pnas.76.9.4350
https://doi.org/10.1021/ja00738a045
https://doi.org/10.1021/ja00738a045
https://doi.org/10.1093/nar/gky427
https://doi.org/10.1039/B919599H
https://doi.org/10.1039/C7CS00253J
https://doi.org/10.1039/C7CS00253J
https://doi.org/10.1105/tpc.15.00058

	Enhancing a Sphaerobacter thermophilus ω-transaminase for kinetic resolution of β- and γ-amino acids
	Abstract 
	Key Points 
	Introduction
	Material and methods
	Activity assay
	In silico structure prediction

	Results
	In silico modelling
	Modification of the active center of StoTA
	Modification of the proposed signature sequence motif in StoTA
	Temperature stability, temperature optimum and pH-optimum

	Discussion
	Modification of the active center of StoTA
	Modification of the proposed signature sequence motif in StoTA
	Specific activity with different substrates

	Anchor 17
	Acknowledgements
	References


