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Abstract 

Background:  C-glycosylated flavones have recently attracted increased attention due to their possible benefits in 
human health. These biologically active compounds are part of the human diet, and the C-linkage makes them more 
resistant to hydrolysis and degradation than O-glycosides. In contrast to O-glycosyltransferases, few C-glycosyltrans-
ferases (CGTs) have so far been characterized. Two different biosynthetic routes for C-glycosylated flavones have been 
identified in plants. Depending on the type of C-glycosyltransferase, flavones can be glycosylated either directly or 
indirectly via C-glycosylation of a 2-hydroxyflavanone intermediate formed by a flavanone 2-hydroxylase (F2H).

Results:  In this study, we reconstructed the pathways in the yeast Saccharomyces cerevisiae, to produce some rel-
evant CGT substrates, either the flavanones naringenin and eriodictyol or the flavones apigenin and luteolin. We then 
demonstrated two-step indirect glycosylation using combinations of F2H and CGT, to convert 2-hydroxyflavanone 
intermediates into the 6C-glucoside flavones isovitexin and isoorientin, and the 8C-glucoside flavones vitexin and 
orientin. Furthermore, we established direct glycosylation of flavones using the recently identified GtUF6CGT1 from 
Gentiana triflora. The ratio between 6C and 8C glycosylation depended on the CGT used. The indirect route resulted 
in mixtures, similar to what has been reported for in vitro experiments. In this case, hydroxylation at the flavonoid 
3′-position shifted the ratio towards the 8C-glucosylated orientin. The direct flavone glycosylation by GtUF6CGT1, on 
the other hand, resulted exclusively in 6C-glucosides.

Conclusions:  The current study features yeast as a promising host for production of flavone C-glycosides, and it pro-
vides a set of tools and strains for identifying and studying CGTs and their mechanisms of C-glycosylation.
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Background
Flavones constitute a subclass of flavonoids, found in 
fruits and vegetables [1], which has been associated with 
a range of human health-related benefits [2]. The basic 
flavone scaffold comprises a three ring-skeleton (Fig. 1a) 
with three functional groups: a C4 ketone, a conjugated 
C2–C3 double bond and, depending on the flavone, 
various numbers of hydroxyl groups [2, 3]. In plants the 

flavonoid scaffold is synthesized by condensation of two 
precursors derived from two different pathways of the 
primary metabolism, p-coumaroyl-CoA from the phe-
nylalanine pathway and malonyl-CoA, an intermediate 
of fatty acid biosynthesis, to yield the common flavanone 
precursor naringenin [2, 4] (Additional file 1: Figure S1). 
Flavones are normally derived from the flavanones by the 
action of flavone synthase type I (FNS I), a 2-oxoglutar-
ate dependent dioxygenase [5], or type II (FNS II) [6], a 
cytochrome P450 oxidase (CYP450) which introduce a 
C2–C3 double bond in the heterocyclic C-ring (Fig. 1b).

Various modifications of the flavone backbone result in 
a high degree of chemical diversity, resulting in different 
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biological activities [2, 7]. One of the most common 
modifications is glycosylation, which can improve the 
biological activity and the solubility of the flavone [8, 9]. 
There are two main types of glycosylation, O-glycosyla-
tion and C-glycosylation, and the linkage of the glycosyl 

moiety to the flavone scaffold determines which type it 
is [10]. In C-glycosylation the linkage occurs directly 
between the glycosyl moiety and one of the carbon atoms 
of the flavone backbone [2]. C-glycosylation results in 
very stable molecules because the C–C bond linkage, 

b

a

Fig. 1  a Structures of some important flavones. b Predicted biosynthesis for C-glycosylated flavones from the common naringenin precursor. FNSI/
II, flavone synthase 1 or 2; F2H, flavanone-2-hydroxylase; F3′H, flavanone-3′-hydroxylase CGT, C-glycosyltransferase. Broken line arrows represent 
hypothetical steps not demonstrated in this study. Equilibrium arrows indicate 2-hydroxylflavanones equilibrium with its open-circular form. Light 
grey arrows indicate the indirect C-glycosylation pathway and dark grey arrows shows the direct C-glycosylation pathway
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unlike the O–C bond, is very resistant to acid hydroly-
sis and enzymatic glycosidase action [11, 12]. This has 
spurred an increased interest in C-glycosides for human 
health applications, including those related to metabolic 
syndrome [13, 14], since these molecules are expected to 
be more resistant to degradation in the human gastro-
intestinal system, and therefore more orally bioavailable. 
In addition, these compounds are being investigated for 
prevention of certain cancers [15, 16].

C-glycosylated flavones are widespread in nature, and 
natural sources include cereals like rice, wheat, and maize 
where these glucosides are among the most abundant 
flavonoids [11, 17, 18]. Additional sources of a variety of 
flavone C-glycosides are for example bamboo [19], buck-
wheat [20], and flax [21]. The most commonly found 
C-glycosides are the mono-glucosides vitexin, isovitexin, 
orientin, and isoorientin derived from the common pre-
cursor naringenin (Fig. 1b).

The biosynthesis of flavone C-glycosides was studied 
in cereals, and somewhat surprisingly it was found that 
flavones themselves are not the direct substrate of C-gly-
cosylation [11, 20, 22]. Instead, the substrate was shown 
to be the 2-hydroxyflavanone intermediate formed by a 
class of FNS II related flavanone 2-hydroxylases, belong-
ing to the CYP93 family of enzymes [23]. Glycosylation is 
proposed to happen on an open form of the 2-hydroxy-
flavanone and a dehydratase has been implied to catalyse 
the leaving of the 2-hydroxy group [11, 20, 23].

Other natural sources of flavone C-glucosides are 
dicots like the gentians [24] and passion fruit [25], which 
contain high amounts of isoorientin. Very recently, Sasaki 
and co-workers identified a C-glycosyltransferase from 
Gentiana triflora which catalyses the direct C-glycosyla-
tion of flavones, including apigenin and luteolin [26]. 
No other enzyme has so far been reported to do this 
reaction.

Despite the potential human benefits of flavone C-glu-
cosides, there are currently few reports of industrial scale 
production of these molecules from natural sources. 
This probably stems from the classical challenge of plant 
raw materials containing the desired compounds in low 
amounts and as part of complex mixtures. In turn, that 
would make production in an engineered, ferment-
able host an attractive alternative but there are so far no 
reports of de novo production of flavone C-glycosides 
in bacteria or yeast. Brazier-Hicks and Edwards co-
expressed the OsF2H (CYP93G2) and the OsCGT from 
rice (Oryza sativa) in yeast, and by feeding naringenin 
to the culture they showed production of 8.2  mg/L of 
the 2-hydroxynaringenin glucoside, which was chemi-
cally converted to the corresponding flavone C-glyco-
sides [27]. In contrast, production in yeast of naringenin 
from glucose has previously been reported [4, 28, 29] 

and the current study reports the reconstruction of full-
length pathways to the four basic C-glucosides isovitexin, 
vitexin, isoorientin and orientin.

Methods
Chemicals
Chemical standards for detection and quantification of 
phloretic acid, p-coumaric acid, naringenin, luteolin, 
apigenin, vitexin, isovitexin, orientin, isoorientin and 
eriodictyol, were purchased from Sigma-Aldrich (St. 
Louis, Missouri, USA). We acquired standards for all the 
expected compounds (see Fig.  1 for details), except for 
the two 2-hydroxyflavanones, 2-hydroxynaringenin and 
2-hydroxyeriodictyol. Neither of the two 2-hydroxy com-
pounds was available for purchase from reliable suppliers 
and were anyway expected to be unstable due to sponta-
neous conversion into flavones by dehydration [22, 30].

Strains and culture conditions
Escherichia coli (E. coli) XL10 Gold (Agilent, Santa Clara, 
California, USA) competent cells were used for sub-
cloning of genes. After transformation E. coli cells were 
cultured at 37 °C for 12 h on Luria Broth (LB) plates pre-
pared with 25 g/L of LB Broth with agar (Miller) and sup-
plemented with 100  μg/mL ampicillin. Plasmid rescue 
cultivations were prepared using liquid LB media pre-
pared with 25  g/L LB Broth (Miller) and supplemented 
with 100 μg/mL ampicillin.

Yeast strains used in this study were all direct descend-
ants of S. cerevisiae S288C strain NCYC 3608 (NCYC, 
Norwich, United Kingdom). One descendant, the BG 
strain described earlier [31], was the basis of strains 
used in this study (Table  1). The BG strain was modi-
fied to replace the non-functional gal2 gene with a 
functional allele from S. cerevisiae SK1 strain NCYC 
3615 (NCYC). Further, the ARO3 gene was deleted and 
replaced by mutant ARO4 and ARO7 genes, encoding 
de-regulated versions of these enzymes [32] resulting in 
strain EYS4988. To prevent degradation of precursors 
of the heterologous flavonoid pathway, the host genes 
ARO10, PAD1, and FDC1 were all deleted to create strain 
EVST27089 (Additional file  1: Figure S2). Finally, the 
entire naringenin pathway was integrated into the XI-3 
site [33] by in  vivo homologous recombination essen-
tially as described by Shao et  al. [34] to create strain 
EVST28856. This strain was used to express the flavone 
glucoside pathways on Homologous Recombination 
Technology (HRT) plasmids [31] (see plasmid assembly 
below). A list of genes used in this study is provided in 
Additional file 1: Table S1.

Yeast cultures were grown in Synthetic Complete (SC) 
Drop Out medium (Formedium, Hunstanton, United 
Kingdom) prepared with 47 g/L SC,-His,-Leu,-Ura Drop 
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Out powder. Depending on auxotrophic selection mark-
ers, the SC medium was supplemented with histidine 
(76 mg/L), leucine (380 mg/L), and/or uracil (76 mg/L). 
The pH was adjusted to 5.8 with hydrochloric acid, 
and the medium was then supplemented with 6.7  g/L 
yeast nitrogen base without amino acids (ThermoFis-
cher, Waltham, MA, USA) and 20  g/L d-(+)-glucose. 
For preparing plates, 20 g/L of agar was added. Cultures 
were grown in half-deep 96-well plates in a Kühner ISF-
1-W shaker (Kühner, Birsfelden, Switzerland) at 30  °C, 
300 RPM and 50 mm amplitude. Cultures were prepared 
by diluting a pre-culture to an optical density at 600 nm 
(OD600) of 0.1, and grown, in a final volume of 300 µL, 
at 30 °C, 300 RPM, and 50 mm amplitude for 72 h before 
being extracted and analysed.

Assembly of plasmids by in vivo homologous 
recombination
Sequences of selected genes (Additional file 1: Table S1) 
were codon optimized for expression in S. cerevisiae and 
synthesized by GeneArt (ThermoFisher). During synthe-
sis, all genes were provided with a HindIII restriction site 
and an AAA Kozak sequence at the 5′-end and a SacII 
restriction site at the 3′-end. These sites were used for 
cloning into yeast expression cassettes of HRT vectors 
pEVE2176, pEVE2177 or pEVE2178 for multigene plas-
mid assembly by in  vivo homologous recombination as 
described earlier [31]. Additional file  1: Figure S3 gives 
a schematic representation of the HRT technology and 
Additional file 1: Table S2 provides a detailed description 
of all plasmids used in this study. Briefly, the HRT vectors 
contained 60 bp recombination tags flanking the expres-
sion cassettes (promoter and terminator) into which the 
genes, or in some cases non-coding stuffer fragments, 
were cloned. The tagged cassettes were nested between a 
set of AscI restriction sites, used to release them from the 
vector backbone. Plasmids containing the expression cas-
settes, as well as helper fragments containing all elements 
required for single copy plasmid replication (pEVE1968) 
and selection (pEVE4730 or pEVE4729), and a closing 

linker (pEVE1973 or pEVE1916), were combined and 
digested with AscI in a single 10  μL reaction and used 
directly to transform yeast in a standard Li Acetate 
transformation [35]. Subsequently, the overlapping HRT 
recombination tags, flanking each fragment, directed the 
in vivo plasmid self-assembly.

Sample preparation and analytical method
After 72  h of cultivation, 150  μL of culture broth was 
transferred into a deep 96-well plate and diluted with 
1 volume 100% methanol. The diluted broth was incu-
bated for 10  min at 30  °C, 300  RPM, 50  mm amplitude 
and clarified by centrifugation for 5  min at 4000g. The 
cleared lysate was diluted 20 times in 50% methanol 
in water, transferred into FrameStar® 96 Well Skirted 
Plates (4titude®, Surrey, United Kingdom), and analysed 
by UPLC–MS on a Waters Acquity system coupled to 
a Waters Xevo G2 XS Tof mass detector (Milford, MA, 
USA). The system was equipped with a Waters Acquity 
UPLC® BEH C18 column (1.7 µm, 2.1 mm × 50 mm) and 
the column temperature was kept at 55 °C. The gradient 
was composed of the two phases, water (A) and acetoni-
trile (B), both buffered with 0.1% formic acid. Initially, the 
B phase was kept constant at 10% for 0.1 min, and then 
the B fraction was increased from 10 to 25% over 2.4 min, 
and from 25 to 100% in 0.5 min. Finally, we performed a 
column wash procedure for 0.5 min with 100% phase B 
followed by equilibration in 10% B for 0.5 min. The flow 
rate was kept at 0.8 mL/min during the complete gradi-
ent program.

The mass analyser was set to operate in negative ion 
mode. The nebulization gas flow was set to 1000 L/h at 
a temperature of 500  °C. The cone gas flow was set to 
100  L/h and the source temperature was set to 150  °C. 
The capillary voltage and cone voltage were set to 1000 
and 40  V, respectively. For each compound of inter-
est we calculated peak areas on the extracted ion chro-
matograms of the respective [M–H]− ions using a mass 
window of 0.02 Da. Compounds were quantified using a 

Table 1  Main yeast strains used in this work

Strains Genotype Source

BG MATα his3Δ0 leu2Δ0 ura3Δ0 hoΔ0 gal2Δ0::GAL2 cat5Δ0::CAT5(J91 M) mip1Δ0::MIP1(A661T) sal1Δ0::SAL1(G403L) [31]

EYS4988 MATα his3Δ0 leu2Δ0 ura3Δ0 hoΔ0 gal2Δ0::GAL2 cat5Δ0::CAT5(J91 M) mip1Δ0::MIP1(A661T) sal1Δ0::SAL1(G403L) aro3Δ::LoxP/pTEF1-
ARO4(K229L)-tCYC1/pPGK1-ARO7(T266L)-tADH1

This study

EVST27089 MATα his3Δ0 leu2Δ0 ura3Δ0 hoΔ0 gal2Δ0::GAL2 cat5Δ0::CAT5(J91 M) mip1Δ0::MIP1(A661T) sal1Δ0::SAL1(G403L) aro3Δ::LoxP/pTEF1-
ARO4(K229L)-tCYC1/pPGK1-ARO7(T266L)-tADH1 aro10Δ::LoxP pad1Δ/fdc1Δ::LoxP

This study

EVST28856 MATα his3Δ0 leu2Δ0 ura3Δ0 hoΔ0 gal2Δ0::GAL2 cat5Δ0::CAT5(J91M) mip1Δ0::MIP1(A661T) sal1Δ0::SAL1(G403L) aro3Δ::LoxP/pTEF1-
ARO4(K229L)-tCYC1/pPGK1-ARO7(T266L)-tADH1 aro10Δ::LoxP pad1Δ/fdc1Δ::LoxP XI-3::loxP/pGPD1-MdCHSc_co-tCYC1/pPGK1-
MsCHI_co-tADH2/pTEF1-At4CL2_co-tENO2/pPDC1-AtPAL2_co-tFBA1/pTEF2-AmC4H_co-tPGI1/pPYK1-ScCPR-tADH1

This study
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linear calibration curve with authentic standards ranging 
from 0.03 to 4 mg/L for all compounds.

Results
Construction of yeast strains for flavanone and flavone 
production
In order to test C-glycosylation of both flavanones and 
flavones we created the four strains NAR1, ERI1, API1, 
and LUT1 producing the flavanones naringenin and 
eriodictyol, and the corresponding flavones apigenin 
and luteolin, respectively. The NAR1 strain was based 
on the EVST28856 strain, which already had the narin-
genin pathway, comprising the genes AtPAL2, AmC4H, 
ScCPR1, At4C2L, MsCHI, and MdCHS, integrated 
(Additional file 1: Figure S1). This strain had been fur-
ther optimized for aromatic amino acid production, 
by incorporating feedback insensitive versions of the 
native ARO4 and ARO7 genes [32]. To prevent degra-
dation of pathway precursors, the host genes ARO10, 
PAD1, and FDC1 had been deleted [4, 36] (Additional 
file 1: Figure S2).

The NAR1 strain was created by in  vivo assembly of 
a low-copy HRT vector comprising the AtCPR1 gene. 
Specifically, the cassettes for construction of the HRT 
plasmid were assembled in the following order (see Addi-
tional file  1: Figure S3 and Table  S2): a URA3 marker 
cassette for selection (from pEVE4730), an ARS4/CEN6 
cassette (from pEVE1968), two non-coding “stuffer 
sequence” cassettes (from pEVE2176 to pEVE27453), 
the AtCPR1 gene (from pEVE4012) cassette, and finally 
the EZ closing linker (from pEVE1916), which is used to 
close the plasmid as it fuses to pEVE4012 and pEVE4730 
(Additional file  1: Figure S3). The HRT plasmids in the 
ERI1, API1, and LUT1 strains were constructed in the 
same manner as NAR1 except that the relevant genes 
AmFNSII (pEVE23312) [37] and PhF3′H (pEVE3999) 
[38] substituted the empty cassettes. Hence, for the API1 
strain (containing AtCPR1 and AmFNSII) pEVE2176 
was replaced by pEVE23312. For the ERI1 strain (con-
taining AtCPR1 and PhF3′H) pEVE27453 was replaced 
by pEVE3999. For the LUT1 strain (containing AtCPR1, 
AmFNSII, and PhF3′H), pEVE2176 and pEVE27453 were 
replaced by pEVE23312 and pEVE3999, respectively. The 
four strains were cultured for 72 h and analysed for pro-
duction of the expected flavonoids.

The NAR1 strain produced 124.91 ± 6.94  mg/L narin-
genin, the ERI1 strain produced 133.43 ± 1.63 mg/L erio-
dictyol, and the API1 strain produced 80.74 ± 11.38 mg/L 
apigenin (Fig.  2). The LUT1 strain produced 
47.90 ± 6.05 mg/L luteolin, as well as around 25 mg/L of 
apigenin (Fig.  2). All four strains accumulated residual 
p-coumaric acid, between 18 and 19 mg/L in the NAR1 

and ERI1 strains, and 12–13  mg/L in API1 and LUT1 
strains, but no other direct intermediates were detected.

The four basic strains developed in this section, thus, 
set the stage for testing C-glycosylation of flavones, 
strains NAR1 and ERI1 by the indirect route and strains 
API1 and LUT1 by the direct route.

Indirect C‑glycosylation of flavones 
via 2‑hydroxyflavanones
In some monocots such as the cereals rice, sorghum, 
and maize, C-glycosylated flavones are the major class 
of flavonoids [11], and recent work has shown that these 
flavones are derived from 2-hydroxylated flavanones. 
Furthermore, in these plants, CYP450 enzymes have 
been shown to hydroxylate flavanones at the 2-position, 
and the 2-hydroxyflavanones then serve as substrate for 
the C-glycosyltransferases. Three flavanone 2-hydroxy-
lases including the rice (Oryza sativa) OsCYP93G2 [23], 
the sorghum (Sorghum bicolor) SbCYP93G3 [39], and the 
maize (Zea mays) ZmCYP93G5 [40] were selected for 
providing 2-hydroxylated flavanones for C-glycosylation.

Although CGTs have been identified from the mono-
cots rice and maize, the latter of these has been reported 
to also show O-glycosylating activity on 2-hydroxy-
lated flavanones [12]. However, also dicots are known 
to produce flavone C-glycosides, both of the 6C and 8C 
types, and it seems that plants acquired the ability to 
C-glycosylate 2-hydroxyflavanones before the mono-
cot–dicot species split [22]. Hence, CGTs would be 
expected to accept 2-hydroxyflavanones independent on 
which F2H, dicot or monocot, provides them. Thus, two 
dicot CGTs, the UGT708C2 [20] from buckwheat (Fag-
opyrum esculentum) and the UGT708D1 [22] from soy-
bean (Glycine max), with no reported O-glycosylation 
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Fig. 2  Basic strains for testing both indirect and direct 
C-glycosylation pathways. Production of naringenin (white), 
eriodictyol (dark grey), apigenin (light grey), and luteolin (black) by 
strains NAR1, ERI1, API1 and LUT1, respectively. Represented are 
averages and standard deviations of four independent cultures
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activity, were chosen for producing the four correspond-
ing C-glycosides from either 2-hydroxynaringenin or 
2-hydroxyeriodictyol.

By in  vivo assembly of a second HRT plasmid, com-
binations of F2H and CGTs were introduced into strain 
NAR1 to create a set of strains NCG1–NCG6, and into 
strain ERI1 to create a set of strains ECG1–ECG6 (see 
Table  2). For the second HRT plasmid a different back-
bone was used (pEVE4729) to allow co-selection with 
the first plasmid, using a different selectable marker (see 
Additional file  1: Table  S2). Further, it comprised one 
empty cassette (pEVE2178). These 12 new strains were 
cultured and analysed for production of flavone C-gluco-
sides (Fig. 3).

NCG strains were analysed for naringenin and the 
corresponding C-glucosides isovitexin (apigenin-
6C-glucoside) and vitexin (apigenin-8C-glucoside) 
(Fig.  3a and Additional file  1: Figure S4). As we 
expected the 2-hydroxynaringenin intermediate to be 
potentially unstable, the strains were also analysed for 
the aglycone apigenin. All strains accumulated very lit-
tle naringenin, less than 2.3 mg/L, and relatively small 

amounts of apigenin, less than 20.5 mg/L. In contrast, 
they all produced large quantities of both isovitexin 
and vitexin. Although not statistically significant, the 
trend was towards slightly more of the 6C glucoside 
isovitexin. With all three F2H enzymes the UGT708C2 
gave the highest titres, reaching around 140 mg/L iso-
vitexin and around 125 mg/L of vitexin in combination 
with either OsCYP93G2 (strain NCG1) or SbCYP93G3 
(strain NCG3).

ECG strains were similarly analysed for eriodictyol 
and the corresponding C-glucosides isoorientin (luteo-
lin-6C-glucoside) and orientin (luteolin-8C-glucoside), 
as well as other potential intermediates of this pathway. 
As seen in Fig. 3b, these strains accumulated relatively 
high amounts of non-reacted eriodictyol, up to around 
30  mg/L, and some non-glycosylated luteolin, up to 
about 13 mg/L. Surprisingly, all ECG strains exhibited a 
clear preference for producing the 8C-glycosylated ori-
entin versus the 6C-glycosylated isoorientin. In strain 
ECG2, for example, a level of 67.03 ± 2.92  mg/L ori-
entin was reached, compared to 29.19 ± 0.24  mg/L of 
isoorientin.

The ECG strains also accumulated products derived 
from naringenin via 2-hydroxynaringenin, i.e. more 
than approx. 50  mg/L isovitexin and 48  mg/L vitexin 
(Additional file 1: Table S3). This reflects the competi-
tion between two branches of the biosynthetic path-
way, in which F2H and F3′H compete for the common 
substrate naringenin, leading to formation of either 
2-hydroxynaringenin or, via eriodictyol, to 2-hydroxye-
riodictyol, with both 2-hydroxylated compounds being 
substrates for the CGTs (see Fig. 1).

In all the NCG and ECG strains additional peaks were 
detected (Additional file 1: Table S4). Interestingly, the 
m/z value of two of these peaks corresponded to the 

Table 2  List of  the  two strain sets for  indirect production 
of C-glycosylated flavones

NCG strain set ECG strain set Gene combinations 
on corresponding HRT 
plasmid

NCG1 ECG1 OsCYP93G2 and UGT708C2

NCG2 ECG2 OsCYP93G2 and UGT708D1

NCG3 ECG3 SbCYP93G3 and UGT708C2

NCG4 ECG4 SbCYP93G3 and UGT708D1

NCG5 ECG5 ZmCYP93G5 and UGT708C2

NCG6 ECG6 ZmCYP93G5 and UGT708D1
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calculated mass of 2-hydroxyflavanone-C-glucosides 
and these peaks most likely represent the hypothesized 
intermediates for the C-glycosylated flavones. This 
notion is supported by the fact that NCG strains gave 
rise only to compounds predicted to derive from nar-
ingenin, whereas in the ECG strains peaks expected 
to derive from both naringenin and eriodictyol were 
detected. Unfortunately, these compounds could 
not be quantified due to lack of authentic reference 
compounds.

Direct C‑glycosylation of flavones by Gentiana triflora CGT​
Recently a CGT from G. triflora was characterized and 
shown to C-glycosylate flavones directly at the 6C-posi-
tion of both apigenin and luteolin [26]. This CGT, known 
as GtUF6CGT1, was cloned and expressed on a sec-
ond HRT plasmid in both the API1 and LUT1 strains. 
As above, the backbone used for the HRT plasmid 
(pEVE4729) was different from that of the first plasmid, 
and this time also a different closing linker was used 
(pEVE1973). The strains were named ACG1 and LCG1, 
respectively. An empty cassette (pEVE2176) was used 
instead of the CGT, to create the control strains API2 and 
LUT2. These four new strains were analysed for produc-
tion of flavones and their corresponding C-glycosides 
(Fig.  4, Additional file  1: Table  S5). When GtUF6CGT1 
was expressed in the ACG1 strain, we recorded produc-
tion of more than 200 mg/L (206.47 ± 2.92 mg/L) of the 
apigenin-6C-glucoside isovitexin, and almost none of the 
8C-glucoside vitexin. In the LCG1 strain we observed 
a similar preference for the 6C-position, and detected 
both isovitexin (apigenin-6C-glucoside) and isoori-
entin (luteolin-6C-glucoside) of more than 60  mg/L 
(64.24 ± 0.51  mg/L) and 30  mg/L (31.47 ± 0.38  mg/L), 

respectively. Less than 4  mg/L of orientin was detected 
and essentially no vitexin. More than 63 mg/L of luteo-
lin, and close to 6 mg/l apigenin accumulated in the cul-
ture broth (Additional file1: Table S5). These high levels 
of apigenin and isovitexin obviously reflects an insuf-
ficient F3′H activity in the biosynthetic pathway, some-
thing that was evident already in the parent LUT1 strain, 
but which seems to be exacerbated by the addition of the 
CGT. The fact that almost all apigenin gets glycosylated, 
whereas more than two-thirds of luteolin remains non-
glycosylated, would indicate a preference by the glycosyl-
transferase for apigenin over luteolin, thereby creating an 
extra pull towards isovitexin. This is in contrast to what 
has been reported in  vitro, where the partially purified 
enzyme showed higher activity on luteolin compared 
to apigenin [26]. Sasaki and co-workers reported that 
GtUF6CGT1 accepts only apigenin and luteolin as sub-
strates, but not other flavonoids. In agreement, we found 
that NAR1 and ERI1 strains expressing the GtUF6CGT1, 
in the presence or absence of F2H, did not produce any 
detectable glycosylation products (data not shown).

Discussion
Production of flavanones and flavones
To provide the relevant substrates for production of 
flavone C-glycosides we constructed the four parental 
strains NAR1, ERI1, API1, and LUT1. The NAR1 strain 
produced around 125 mg/L naringenin, and in the ERI1 
strain this was efficiently hydroxylated at the 3′-position 
by PhF3′H. The conversion of naringenin to apigenin by 
AmFNSII was less efficient, and only around two-thirds 
of naringenin was oxidized to apigenin in the API1 strain. 
To improve this situation perhaps a more active FNS 
could be identified, or the copy number of AmFNSII 
could be increased. However, the fact that hardly any nar-
ingenin was left in the culture might suggest other issues, 
e.g. production of unstable intermediates or derail-
ment products. Similarly, the LUT1 strain produced less 
amount of flavone than expected and, again, this could 
be due to incomplete conversion by the FNS. Further, the 
relatively high residual level of apigenin would reflect a 
competition for naringenin between F3′H and FNS (see 
Fig.  1b), combined with the expected low or no affinity 
of F3′H for apigenin. In the flavonoid pathway it is gener-
ally assumed that F3′H acts only on flavanones and dihy-
droflavonols. It suggests that higher expression of F3′H 
might help shift the balance towards higher production 
of eriodictyol and, eventually, luteolin.

Production of flavone C‑glycosides
Several papers recently reported the biosynthe-
sis of flavone C-glucosides in a two-step process, in 
which the actual substrate of CGTs is the open form of 
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2-hydroxyflavanones, the product of F2H [11, 20, 23]. 
In vitro, the glycosylated molecule would then ring-close, 
with concomitant loss of the OH-group, to form a mix of 
6C- and 8C-glyccosides. The analysis of these products 
is challenging, since under many LC-MS conditions they 
will run as a single peak with the same mass. When even-
tually separated, they mostly show an approx. 1:1 ratio of 
the two glycosides [20, 22]. However, this ratio between 6C 
and 8C likely reflects only the in vitro situation, and it has 
been suggested that in planta the dehydration is an enzy-
matic process, involving a dehydratase, which directs the 
preferential formation of one isomer over the other. Bra-
zier-Hicks and co-workers reported that incubating the 
rice OsCGT with the substrate 2,5,7-trihydroxyflavanone 
produced the corresponding 2,5,7-hydroxyflavanone-
C-glucoside, which would spontaneously decompose to 
the 6C and 8C glucosides in the ratio of 0.5:1. In contrast, 
with a crude protein extract from rice cell cultures the for-
mation of the 6C-glucoside would increase over time. They 
concluded that this was due to an enzymatic dehydratase 
activity [11]. Nagatomo and co-workers reported that 
incubating a recombinant UGT708C1 with 2-hydroxynar-
ingenin resulted in a 6C:8C ratio of 1.37:1 in acid treated 
extracts, compared to a ratio of 1.87:1 in extracts from 
buckwheat cotyledons [20]. They concluded that this dif-
ference could only be explained by an enzymatic activity 
in the plant. Despite these results, a specific dehydratase 
enzyme has still to be identified and characterized.

Here, when F2Hs and CGTs were combined in the 
NAR1 strain we observed a good conversion into isovi-
texin and vitexin with a slight preference for isovitexin. 
These results are in line with in vitro results and, hence, 
indicates that there is no native dehydratase activity 
in yeast. Rather, the dehydration is likely spontaneous 
and driven by the acidification of the growth medium 
to which the 2-hydroxynaringenin-glucoside is readily 
secreted [27]. Additionally, small amounts of apigenin 
were detected, which could be due to residual FNS activ-
ity of F2H or spontaneous dehydration of the 2-hydroxy-
group to form the C2–C3 double bond. We also detected 
2-hydroxynaringenin and its glycoside 2-hydroxynar-
ingenin-glucoside, but these compounds could not be 
quantified due to lack of standards (Additional file  1: 
Table  S4). However, the detection of these compounds 
indicates some stability of the 2-OH group, in particular 
after glycosylation. Similar results were reported earlier, 
where yeast co-expressing F2H and CGT, and being fed 
with naringenin, produced predominantly 2-hydroxy-
naringenin glucoside, which accumulated in the growth 
medium [27]. However, as seen in  vitro [11, 23], we 
would expect the eventual spontaneous dehydration of 
these compounds due to the gradual acidification of the 
medium, which after 72 h was around pH 3–4.

When the ERI1 strain was used for expressing combi-
nations of F2Hs and CGTs the production of isovitexin 
and vitexin exhibited the same ratio between 6C and 8C 
glycosylation as seen in all the NCG strains (Additional 
file  1: Table  S3). These glucosides were derived from 
residual naringenin, before this could be hydroxylated 
to eriodictyol. However, when eriodictyol was the direct 
substrate, the combined expression of F2H and CGT pro-
duced the 6C-glycosylated isoorientin and the 8C-glyco-
sylated orientin in the ratio of approx. 1:2 as measured 
in the growth medium. Roughly the same ratio was seen 
for both of the two CGTs and, assuming the absence of 
enzymatic dehydratase activity, would suggest a pro-
pensity of the free, open conformation of 2-hydroxye-
riodictyol to ring-close with the glucose attached at the 
8C-position. We speculate that this conformation would 
be preferred due to some slightly stabilizing interactions, 
e.g. hydrogen bonding between the 3′-hydroxy group and 
the 6C-hydroxy group of the glucose, during ring closure. 
Also in all the ECG strains we detected compounds with 
the predicted mass of 2-hydroxyeriodictyol and its glu-
coside, as well as the corresponding derivatives of nar-
ingenin (Additional file  1: Table  S4). As with the NCG 
strains, we detected residual amounts of flavones, specifi-
cally luteolin.

In contrast to the indirect 2-step C-glycosylation, 
expression of GtUF6CGT1 in strains ACG1 and LCG1 
resulted almost exclusively in the 6C-glycosides of these 
flavones (Fig. 4). This is similar to what was reported by 
Sasaki and co-workers [26], and was therefore expected. 
We confirmed that in yeast, this enzyme retains its speci-
ficity for flavones, and does not accept flavanones. By 
further increasing the CGT activity in the ACG1 strain, 
we believe it should be possible to convert the remain-
ing flavone to obtain an even higher amount of pure 
isovitexin. In addition, production of pure isoorientin 
should be achievable with this CGT, although some chal-
lenges remains. Firstly, the production of apigenin, and 
its C-glucosides, must be prevented by improving the 
flux towards eriodictyol. And secondly, the glycosylation 
of luteolin must be improved, e.g. by further overexpres-
sion of GtUF6CGT1 or by optimizing media and culture 
condition which may improve the specific activity of this 
enzyme. In any case, further progress would involve bal-
ancing the flux of the entire biosynthetic pathway.

Conclusions
The yeast S. cerevisiae is an attractive production host for 
plant secondary metabolites due to its ability to efficiently 
express most plant genes, including CYP450s, its amena-
bility to metabolic engineering, and the extensive indus-
trial experience acquired regarding its fermentation and 
downstream processing. In the current study, we show 
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that S. cerevisiae can also be used as an efficient platform 
for the identification of C-glycosyltransferases. Consid-
ering the industrial potential of S. cerevisiae, we believe 
that this yeast would make an excellent host for produc-
tion of commercially relevant flavone C-glycosides.

Based on previous results and those presented here, 
it would seem relatively straightforward to establish 
isovitexin production by fermentation of yeast, using 
the 6C-specificity of GtUF6CGT1. More specific pro-
duction of isoorientin could possibly be achieved by 
various engineering solutions, such as channelling the 
substrate via enzyme fusions, or by spatiotemporal sep-
aration of the required enzymatic steps. Alternatively, 
more specific enzymes could possibly be identified and/
or engineered. The current strains provide an ideal set-
up to allow screening for the desired activity.

Production of the 8C-glycosides looks more chal-
lenging. Perhaps a homolog of GtUF6CGT1, with the 
opposite specificity can be found. Unfortunately, no 
close homologs of the GtUF6CGT1 have so far been 
reported, nor are there any obvious candidates in public 
sequence databases. Alternatively, the two-step path-
way would have to be improved. That, in turn, would 
likely involve further studies on the ring-closure mech-
anism, and/or identification of the elusive dehydratase. 
Also for such studies, the strains presented here would 
be useful, either as a screening tool or for more detailed 
studies of the C-glycosylation mechanisms.

Clearly, the current proof of concept study provides 
only the first step towards commercial production 
of these compounds, and huge efforts will have to go 
into both fermentation scale-up and downstream pro-
cess development before this is a reality. However, we 
believe that researchers and engineers will eventually 
be able to fully control the biosynthetic pathway leading 
to specific flavone C-glycosides, allowing cost efficient 
production of any desired molecule. This will provide 
the pure compounds needed to study their potential 
health benefits, as well as afford the basis for poten-
tial commercial applications e.g. as nutritional supple-
ments or functional ingredients in processed foods and 
beverages.

Additional file

Additional file 1: Figure S1. De novo naringenin pathway in S. cerevisiae 
derived from phenylalanine and three malonyl-CoA. Figure S2. Host 
modifications in the naringenin strain. Figure S3. One-step in vivo assem-
bly using Homologous Recombination Technology (HRT) in S. cerevisiae. 
Figure S4. Quantification of vitexin and isovitexin. Table S1. Synthetic 
and codon optimized genes, used in this study. Table S2. Main plasmids 
used in this study. Table S3. Indirect biosynthetic pathway. Table S4. 
Additional intermediates of the indirect biosynthetic pathway. Table S5. 
Direct biosynthetic pathway.

Authors’ contributions
KGV and MN conceived and designed the project. KGV, ABL, ME and DF per-
formed the experiments. KGV, DF and MN analyzed the data. KGV, UHM and 
MN wrote the manuscript. All authors read and approved the final manuscript.

Author details
1 Department of Biotechnology and Biomedicine, Technical University of Den-
mark, Søltofts Plads, Building 223, 2800 Kgs Lyngby, Copenhagen, Denmark. 
2 Evolva SA, Duggingerstrasse 23, 4153 Reinach, Switzerland. 

Acknowledgements
Not applicable.

Competing interests
Authors ABL, ME, DF, and MN are or were employed by Evolva SA. Authors KGV 
and UHM declare no competing interests.

Availability of data and materials
The datasets and materials generated and analyzed during the current study 
are available from the corresponding author on reasonable request.

Consent for publication
Not applicable.

Ethics approval and consent to participate
Not applicable.

Funding
Author KGV was financially supported by the Innovation Fund Denmark 
(Project No. 4019-00048). The funders had no role in the design of the study, 
collection, analysis, interpretation of data or writing of the manuscript.

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

Received: 22 February 2018   Accepted: 28 June 2018

References
	1.	 Godos J, Marventano S, Mistretta A, Galvano F, Grosso G. Dietary 

sources of polyphenols in the mediterranean healthy eating, aging 
and lifestyle (MEAL) study cohort. Int J Food Sci Nutr. 2017. https​://doi.
org/10.1080/09637​486.2017.12858​70.

	2.	 Jiang N, Doseff AI, Grotewold E. Flavones: from biosynthesis to health 
benefits. Plants (Basel). 2016;5:1–25.

	3.	 Cheng AX, Han XJ, Wu YF, Lou HX. The function and catalysis of 2-oxoglut-
arate-dependent oxygenases involved in plant flavonoid biosynthesis. Int 
J Mol Sci. 2014;15:1080–95.

	4.	 Koopman F, Beekwilder J, Crimi B, van Houwelingen A, Hall RD, Bosch 
D, et al. De novo production of the flavonoid naringenin in engineered 
Saccharomyces cerevisiae. Microb Cell Fact. 2012;11:155.

	5.	 Martens S, Forkmann G, Matern U, Lukačin R. Cloning of parsley flavone 
synthase I. Phytochemistry. 2001;58:43–6.

	6.	 Martens S, Forkmann G. Cloning and expression of flavone synthase II 
from Gerbera hybrids. Plant J. 1999;20:611–8.

	7.	 Yang C, Chen H, Lu S, Zhang M, Tian W, Wang M, et al. Bioorganic & 
medicinal chemistry letters structural modification of luteolin from Flos 
Chrysanthemi leads to increased tumor cell growth inhibitory activity. 
Bioorg Med Chem Lett. 2016;26:3464–7. https​://doi.org/10.1016/j.
bmcl.2016.06.043.

	8.	 Fujimori M, Kadota K, Kato K, Seto Y, Onoue S, Sato H, et al. Low hygro-
scopic spray-dried powders with trans-glycosylated food additives 
enhance the solubility and oral bioavailability of ipriflavone. Food Chem. 
2016;190:1050–5. https​://doi.org/10.1016/j.foodc​hem.2015.06.081.

	9.	 Koirala N, Pandey RP, Parajuli P, Jung HJ, Sohng JK. Methylation and subse-
quent glycosylation of 7,8-dihydroxyflavone. J Biotechnol. 2014;184:128–
37. https​://doi.org/10.1016/j.jbiot​ec.2014.05.005.

https://doi.org/10.1186/s12934-018-0952-5
https://doi.org/10.1080/09637486.2017.1285870
https://doi.org/10.1080/09637486.2017.1285870
https://doi.org/10.1016/j.bmcl.2016.06.043
https://doi.org/10.1016/j.bmcl.2016.06.043
https://doi.org/10.1016/j.foodchem.2015.06.081
https://doi.org/10.1016/j.jbiotec.2014.05.005


Page 10 of 10Vanegas et al. Microb Cell Fact  (2018) 17:107 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

	10.	 Veitch NC, Grayer RJ, Di C, Grayer RJ, Grayer J. Flavonoids and their glyco-
sides, including anthocyanins. Nat Prod Rep. 2011;28:1626.

	11.	 Brazier-Hicks M, Evans KM, Gershater MC, Puschmann H, Steel PG, 
Edwards R. The C-glycosylation of flavonoids in cereals. J Biol Chem. 
2009;284:17926–34.

	12.	 Ferreyra MLF, Rodriguez E, Casas MI, Labadie G, Grotewold E, Casati P. 
Identification of a bifunctional Maize C- and O-glucosyltransferase. J Biol 
Chem. 2013;288:31678–88.

	13.	 Sezik E, Aslan M, Yesilada E, Ito S. Hypoglycaemic activity of Gentiana 
olivieri and isolation of the active constituent through bioassay-directed 
fractionation techniques. Life Sci. 2005;76:1223–38.

	14.	 Lee CW, Seo JY, Kim S, Lee J, Choi JW, Park YI. Corn silk maysin ameliorates 
obesity in vitro and in vivo via suppression of lipogenesis, differentiation, 
and function of adipocytes. Biomed Pharmacother. 2017;93:267–75. https​
://doi.org/10.1016/j.bioph​a.2017.06.039.

	15.	 Yuan L, Wei S, Wang J, Liu X. Isoorientin induces apoptosis and autophagy 
simultaneously by reactive oxygen species (ROS)-related p53, PI3 K/Akt, 
JNK, and p38 signaling pathways in HepG2 cancer cells. J Agric Food 
Chem. 2014;62:5390–400.

	16.	 Yuan L, Wang J, Wu W, Liu Q, Liu X. Effect of isoorientin on intracel-
lular antioxidant defence mechanisms in hepatoma and liver cell lines. 
Biomed Pharmacother. 2016;81:356–62. https​://doi.org/10.1016/j.bioph​
a.2016.04.025.

	17.	 Cavaliere C, Foglia P, Pastorini E, Samperi R, Lagana A. Identification 
and mass spectrometric characterization of glycosylated flavonoids in 
Triticum durum plants by high-performance liquid chromatography 
with tandem mass spectrometry. Rapid Commun Mass Spectrom. 
2005;19:3143–58.

	18.	 Casas MI, Duarte S, Doseff AI, Grotewold E. Flavone-rich maize: an oppor-
tunity to improve the nutritional value of an important commodity crop. 
Front Plant Sci. 2014;5:440.

	19.	 Wang J, Yue Y, Jiang H, Tang F. Rapid screening for flavone C-glycosides in 
the leaves of different species of bamboo and simultaneous quantita-
tion of four marker compounds by HPLC-UV/DAD. Int J Anal Chem. 
2012;2012:205101.

	20.	 Nagatomo Y, Usui S, Ito T, Kato A, Shimosaka M, Taguchi G. Purification, 
molecular cloning and functional characterization of flavonoid C-gluco-
syltransferases from Fagopyrum esculentum M. (buckwheat) cotyledon. 
Plant J. 2014;80:437–49.

	21.	 Czemplik M, Mierziak J, Szopa J, Kulma A. Flavonoid C-glucosides derived 
from flax straw extracts reduce human breast cancer cell growth in vitro 
and induce apoptosis. Front Pharmacol. 2016;7:1–13.

	22.	 Hirade Y, Kotoku N, Terasaka K, Saijo-Hamano Y, Fukumoto A, Mizukami H. 
Identification and functional analysis of 2-hydroxyflavanone C-glucosyl-
transferase in soybean (Glycine max). FEBS Lett. 2015;589:1778–86.

	23.	 Du Y, Chu H, Chu IK, Lo C. CYP93G2 is a flavanone 2-hydroxylase required 
for C-glycosylflavone biosynthesis in rice. Plant Physiol. 2010;154:324–33.

	24.	 Toker G, Edİs M, Yeşİlada E. Quantitative analysis of isoorientin in several 
Turkish Gentiana species by high performance liquid chromatography. 
FABAD J Pharm Sci. 2011;36:149–54.

	25.	 Zeraik ML, Yariwake JH, Wauters JN, Tits M, Angenot L. Analysis of passion 
fruit rinds (Passiflora edulis): isoorientin quantification by HPTLC and 
evaluation of antioxidant (radical scavenging) capacity. Quim Nova. 
2012;35:541–5.

	26.	 Sasaki N, Nishizaki Y, Yamada E, Tatsuzawa F, Nakatsuka T, Takahashi H, 
et al. Identification of the glucosyltransferase that mediates direct flavone 

C-glucosylation in Gentiana triflora. FEBS Lett. 2015;589:182–7. https​://doi.
org/10.1016/j.febsl​et.2014.11.045.

	27.	 Brazier-Hicks M, Edwards R. Metabolic engineering of the flavone-C-gly-
coside pathway using polyprotein technology. Metab Eng. 2013;16:11–
20. https​://doi.org/10.1016/j.ymben​.2012.11.004.

	28.	 Naesby M, Nielsen SV, Nielsen CA, Green T, Tange TO, Simón E, et al. Yeast 
artificial chromosomes employed for random assembly of biosynthetic 
pathways and production of diverse compounds in Saccharomyces 
cerevisiae. Microb Cell Fact. 2009;8:45.

	29.	 Lehka BJ, Eichenberger M, Bjørn-Yoshimoto WE, Vanegas KG, Buijs N, 
Jensen NB, et al. Improving heterologous production of phenylpropa-
noids in Saccharomyces cerevisiae by tackling an unwanted side reaction 
of Tsc13, an endogenous double bond reductase. FEMS Yeast Res. 
2017;17:1–37.

	30.	 Hamilton ML, Caulfield JC, Pickett JA, Hooper AM. C-Glucosylflavonoid 
biosynthesis from 2-hydroxynaringenin by Desmodium uncinatum (Jacq.) 
(Fabaceae). Tetrahedron Lett. 2009;50:5656–9. https​://doi.org/10.1016/j.
tetle​t.2009.07.118.

	31.	 Eichenberger M, Lehka B, Folly C, Fischer D, Martens E, Naesby M. Meta-
bolic engineering of Saccharomyces cerevisiae for de novo production of 
dihydrochalcones with known antioxidant, antidiabetic, and sweet tast-
ing properties. Metab Eng. 2017;39:80–9. https​://doi.org/10.1016/j.ymben​
.2016.10.019.

	32.	 Luttik MAH, Vuralhan Z, Suir E, Braus GH, Pronk JT, Daran JM. Allevia-
tion of feedback inhibition in Saccharomyces cerevisiae aromatic amino 
acid biosynthesis: quantification of metabolic impact. Metab Eng. 
2008;10:141–53.

	33.	 Mikkelsen MD, Buron LD, Salomonsen B, Olsen CE, Hansen BG, Mortensen 
UH, et al. Microbial production of indolylglucosinolate through engineer-
ing of a multi-gene pathway in a versatile yeast expression platform. 
Metab Eng. 2012;14:104–11. https​://doi.org/10.1016/j.ymben​.2012.01.006.

	34.	 Shao Z, Zhao HH, Zhao HH. DNA assembler, an in vivo genetic method 
for rapid construction of biochemical pathways. Nucleic Acids Res. 
2009;37:e16.

	35.	 Gietz RD, Schiestl RH. Quick and easy yeast transformation using the LiAc/
SS carrier DNA/PEG method. Nat Protoc. 2007;2:35–7.

	36.	 Mukai N, Masaki K, Fujii T, Kawamukai M, Iefuji H. PAD1 and FDC1 are 
essential for the decarboxylation of phenylacrylic acids in Saccharomyces 
cerevisiae. J Biosci Bioeng. 2010;109:564–9. https​://doi.org/10.1016/j.jbios​
c.2009.11.011.

	37.	 Leonard E, Yan Y, Lim KH, Koffas MAG. Investigation of two distinct flavone 
synthases for plant-specific flavone biosynthesis in Saccharomyces 
cerevisiae. Appl Environ Microbiol. 2005;71:8241–8.

	38.	 Brugliera F, Barri-Rewell G, Holton TA, Mason J. Isolation and characteriza-
tion of a flavonoid 3′-hydroxylase cDNA clone corresponding to the Ht1 
locus of Petunia hybrida. Plant J. 1999;19:441–51.

	39.	 Du Y, Chu H, Wang M, Chu IK, Lo C. Identification of flavone phytoalexins 
and a pathogen-inducible flavone synthase II gene (SbFNSII) in sorghum. 
J Exp Bot. 2010;61:983–94.

	40.	 Morohashi K, Casas MI, Falcone Ferreyra L, Mejia-Guerra MK, Pourcel L, 
Yilmaz A, et al. A genome-wide regulatory framework identifies maize 
pericarp color1 controlled genes. Plant Cell. 2012;24:2745–64. https​://doi.
org/10.1105/tpc.112.09800​4.

https://doi.org/10.1016/j.biopha.2017.06.039
https://doi.org/10.1016/j.biopha.2017.06.039
https://doi.org/10.1016/j.biopha.2016.04.025
https://doi.org/10.1016/j.biopha.2016.04.025
https://doi.org/10.1016/j.febslet.2014.11.045
https://doi.org/10.1016/j.febslet.2014.11.045
https://doi.org/10.1016/j.ymben.2012.11.004
https://doi.org/10.1016/j.tetlet.2009.07.118
https://doi.org/10.1016/j.tetlet.2009.07.118
https://doi.org/10.1016/j.ymben.2016.10.019
https://doi.org/10.1016/j.ymben.2016.10.019
https://doi.org/10.1016/j.ymben.2012.01.006
https://doi.org/10.1016/j.jbiosc.2009.11.011
https://doi.org/10.1016/j.jbiosc.2009.11.011
https://doi.org/10.1105/tpc.112.098004
https://doi.org/10.1105/tpc.112.098004

	Indirect and direct routes to C-glycosylated flavones in Saccharomyces cerevisiae
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Methods
	Chemicals
	Strains and culture conditions
	Assembly of plasmids by in vivo homologous recombination
	Sample preparation and analytical method

	Results
	Construction of yeast strains for flavanone and flavone production
	Indirect C-glycosylation of flavones via 2-hydroxyflavanones
	Direct C-glycosylation of flavones by Gentiana triflora CGT​

	Discussion
	Production of flavanones and flavones
	Production of flavone C-glycosides

	Conclusions
	Authors’ contributions
	References




