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Abstract: Proanthocyanidins (PAs) are fundamental nutritional metabolites in different 

types of grape products consumed by human beings. Although the biosynthesis of PAs in 

berry of Vitis vinifera has gained intensive investigations, the understanding of PAs in other 

Vitis species is limited. In this study, we report PA formation and characterization of gene 

expression involved in PA biosynthesis in leaves of V. bellula, a wild edible grape species 

native to south and south-west China. Leaves are collected at five developmental stages 

defined by sizes ranging from 0.5 to 5 cm in length. Analyses of thin layer chromatography 

(TLC) and high performance liquid chromatography-photodiode array detector 

(HPLC-PAD) show the formation of (+)-catechin, (−)-epicatechin, (+)-gallocatechin and 

(−)-epigallocatechin during the entire development of leaves. Analyses of butanol-HCl 

boiling cleavage coupled with spectrometry measurement at 550 nm show a temporal trend 

of extractable PA levels, which is characterized by an increase from 0.5 cm to 1.5 cm long 

leaves followed by a decrease in late stages. TLC and HPLC-PAD analyses identify 

cyanidin, delphinidin and pelargonidin produced from the cleavage of PAs in the 

butanol-HCl boiling, showing that the foliage PAs of V. bellula include three different types 

of extension units. Four cDNAs, which encode VbANR, VbDFR, VbLAR1 and VbLAR2, 

respectively, are cloned from young leaves. The expression patterns of VbANR and VbLAR2 

OPEN ACCESS



Metabolites 2013, 3 186 

 

but not VbLAR1 and VbDFR follow a similar trend as the accumulation patterns of PAs. Two 

cDNAs encoding VbMYBPA1 and VbMYB5a, the homologs of which have been 

demonstrated to regulate the expression of both ANR and LAR in V. vinifera, are also cloned 

and their expression profiles are similar to those of VbANR and VbLAR2. In contrast, the 

expression profiles of MYBA1 and 2 homologs involved in anthocyanin biosynthesis are 

different from those of VbANR and VbLAR2. Our data show that both ANR and LAR 

branches are involved in PA biosynthesis in leaves of V. bellula. 

Keywords: Vitis bellula; proanthocyanidins; anthocyanidin reductase; leucoanthocyanidin 

reductase; flavan-3-ols 
 

1. Introduction 

Proanthocyanidins (PAs), also known as condensed tannins, are oligomeric or polymeric 

flavan-3-ols. In general, PAs play important protective roles for plants against damages caused by 

pathogens, herbivores and UV irradiation [1]. In addition, the presence of PAs in forage crops, such as 

alfalfa, can protect ruminant animals from pasture bloating disease. More importantly, the routine 

consumption of PAs from food and drink products, such as green tea, grape and cranberry, can prevent 

people from cancer, cardiovascular and aging diseases [1,2]. 

V. vinifera and V. rotundifolia, which are two species widely cultivated for wine and fruit products, 

have gained numerous investigations to understand PAs and other phenolic molecule properties that 

contribute fundamental nutritional benefits to human health [3–9]. Wines have been demonstrated to 

have multiple benefits. Particularly, the “French Paradox” story [10] has led to intensive studies in order 

to understand the mechanism of cardiovascular benefits of red wine. A great number of research efforts over 

the past many years have demonstrated that oligomeric PAs and their monomers such as (+)-catechin 

and (−)-epicatechin are one main group of flavonoid metabolites in red and white wines and form main 

beneficial substance [11–15]. The uptake of PAs and flavan-3-ols from wine or grape juice products can 

generally prevent human being from cardiovascular diseases, such as heart diseases, atherosclerosis, 

ischemic reperfusion injury, and lowering low density lipoprotein (LDL) levels [9,13,16,17]. When rats 

were fed with PAs, their hearts were shown a high resistance to myocardial ischemia reperfusion injury [17]. 

Grape seed-derived PAs fed to rabbits were identified in plasma, in which their antioxidative activity 

significantly decreased a severe atherosclerosis in the aorta through a mechanism of reducing oxidation 

of LDL [12]. In addition, the addition of PA-rich extract to human plasma has been shown to inhibit the 

oxidation of cholesteryl linoleate in LDL [12]. 

The PA biosynthesis in berries of V. vinifera is tightly associated with molecular properties of 

flavan-3-ols that commonly exist in wine and grape juice products. Over the past decade, multiple 

intensive studies in functional genomics and biochemistry have greatly enhanced the elucidation of the 

biosynthetic pathway of PAs in grape berries. Particularly, the late pathway has been characterized by 

two independent branches starting with leucoanthocyanidins leading to different isomers of 

flavan-3-ols, e.g. (+)-catechin and (−)-epicatechin. The biogenesis of (+)-catechin is catalyzed by a 

leucoanthocyanidin reductase (LAR), the enzyme of which uses 2R, 3S-2, 3-trans-3, 4-cis-leucocyanidin 
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as substrate [18]. This branch is termed the LAR pathway of PAs [19]. The biogenesis of (-)-epicatechin 

and (−)-catechin is catalyzed by an anthocyanidin reductase (ANR), the enzyme of which uses 

non-chiral cyanidin as substrate [20]. This branch is termed the ANR pathway of PAs [19]. In the 

genome of V. vinifera, genes encoding LAR and ANR have been cloned. Biochemical studies and 

crystallization of enzymes have demonstrated that the LAR and ANR pathways [19] (Figure 1) co-exist in 

grapes leading to the formation of flavan-3-ols and PAs [21,22]. More importantly, several intensive 

studies on both crystal structure and enzymatic mechanisms have demonstrated that VvLAR specifically 

converts 2R, 3S-2, 3-trans-3, 4-cis-leucoanthocyanidins to the 2R, 3S-trans-flavan-3-ol isomers, e.g. 

(+)-catechin. In contrast, VvANR has been demonstrated to have a dual function characterized by a 

reduction and an epimerase activity. VvANR converts anthocyanidins to 2R, 3R-cis-flavan-3-ols and 

then catalyzes epimerization to form 2S, 3R-trans- and 2S, 3S-cis-flavan-3-ols, such as (-)-epicatechin, 

(−)-catechin and (+)-epicatechin (Figure 1) [23]. These discoveries elucidate the enzymatic origin of 4 

types of absolute configurations of flavan-3-ols in berries of grapes. 

Figure 1. The biosynthetic pathway of grape proanthocyanidins starting with chalcone. 

CHI: chalcone isomerase; F3H, flavanone-3-hydroxylase; F3'H, flavonoid 3'-hydroxylase; 

F3'5'H, flavonoid 3',5'-hydroxylase; DFR, dihydroflavonol reductase; LAR, leucoanthocyanidin 

reductase; ANS, anthocyanidin synthase; ANR, anthocyanidin reductase. 

 

In comparison with V. vinifera, studies on PA biosynthesis in other species of Vitis are lacking. In 

addition, the understanding on PAs and other polyphenolics in foliage of grape plants are particularly 

limited. To date, only a few experiments have been carried out to characterize PA biosynthesis in leaves 

of V. vinifera [22,24,25]. Although results from these studies are limited, those experimental data 

enhance a better understanding of PAs in V. vinifera plants. We believe that continuous studies on leaves 

likely enhance the possibility of revealing new structures, such as (−)-epiafzelechin and (+)-afzelechin, 

which has never been reported in berries of V. vinifera. In addition, any new information of PAs in 

foliage of different grape species can promote improvement of nutritional values of berries and wine products. 

V. bellula natively grows in south and southwest China. Its ripe berries are consumed by local 

Chinese people because of their high nutritional values. To better understand PA structures and 
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biosynthesis in V. bellula, we are interested in investigating both leaves and berries. In present study, we 

report characterization of main flavan-3-ols and molecular properties of PA extension units as wells as 

gene expression involved in the late pathways in leaves of V. bellula (Figure 2a). 

Figure 2. An image of leaves and green berries of Vitis bellula and analysis of PAs in leaves 

at different development stages. (a). morphologies of leaves and unripen green berries; (b). 

images of PA profiles visualized by 0.1% DMACA on a TLC plate, Ca+EC: (+)-catechin 

and (−)-epicatechin, GC+EGC: (-)-gallocatechin and (−)-epigallocatechin, OPA: oligomeric 

PAs; (c). comparison of PA levels at different times of leaf development from young 

(numerated as 1) through fully expanded time (numerated as 5), 1: less than 0.5 cm, 2: 0.5–1.0 

cm, 3: 1.0–1.5 cm, 4: 1.5–2.0 cm and 5: longer than 2.0 cm to fully expanded (4–5 cm in 

length). Crude extracts of PAs were boiled in butanol: HCl 1 hr to produce anthocyanidins, 

the absorbance values of which were measured at 550 nm. 
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2. Results and Discussion 

2.1. Characterization of Proanthocyanidin Formation at Different Stages of Leaf Development 

TLC assay is a simple and effective method to visualize flavan-3-ols and extractable PAs (E-PAs) [26]. 

In this study, TLC was performed to examine profiles of PAs in leaf extracts in methanol. As reported 

previously [19,26], DMACA was used to visualize monomers, oligomeric PAs and polymers. Blue 

coloration resulted from the reaction of DMACA and flavan-3-ols and PAs showed profiles and relative 

abundance in 5 µL methanol of leaf extracts. The profile image shown by visualization determined the 

presence of flavan-3-ols with the same Rf values as standards of (±)-catechin, (−)-epicatechin, 

(−)-gallocatechin and (−)-epigallocatechin (Figure 2b). Oligomeric PAs with different Rf values were 

also extracted from leaf tissues (Figure 2b). These data indicated that flavan-3-ols and PAs are 

synthesized during different times of leaf development. 

Butanol-HCl boiling coupled with UV-spectrometry analysis is an effective method to estimate levels 

of PAs in plant tissues [19,26]. After the boiling of PAs in butanol-HCl reagent, estimation of OD values 

at 550 nm showed a dynamic trend of E-PAs in leaf tissues from 0.5 cm through 5 cm in length. The 

levels of E-PAs were similar in 0.5–1 cm long leaves, followed by a significant increase in 1.0–2.0 cm 

long leaves, then significantly decreased in 2.0–3.0 cm and 3.0–5.0 cm long leaves (Figure 2c). This 

trend supported the intensity changes of blue coloration images of DMACA staining showed in TLC 

plates (Figure 2b). The decrease trend of PA levels in stages 4 and 5 likely resulted from dilution as leaf 

expansion or the reduction of biosynthetic pathway activity. 

2.2. Characterization of Flavan-3-ols and Extension Units of Proanthocyanidins 

HPLC-PAD analysis coupled with the use of authentic standards has been shown an effective 

approach to characterize flavan-3-ols [19,26]. In this study, leaf extracts in methanol were analyzed by 

HPLC-PAD. Chromatography of separated metabolites was recorded at 280 nm to characterize 

flavan-3-ols. Four peaks were identified with the same retention times as authentic standards, 

(+)-catechin, (−)-epicatechin, (−)-gallocatechin and (−)-epigallocatechin, respectively (Figure 3a). 

These four peaks were also showed the same UV spectra as authentic standards, respectively. These data 

show that 2, 3-trans and cis-flavan-3-ols are synthesized in leaves. 

HPLC-PAD and TLC analyses have been used to characterize products derived from the butanol-HCl 

boiling of PAs [19,26]. Red pigments produced in the butanol-HCl boiling of PAs were separated on 

cellulose-based TLC plates. Components that were at the positions with the same Rf values as authentic 

standards of cyanidin, delphinidin and pelargonidin were determined in leaf extracts from different 

developmental stages (Figure 3b). This result demonstrated that these three red pigment metabolites 

were produced from the butanol-HCl boiling of PAs. In addition, other red pigment components with 

higher Rf values than pelargonidin Rf value were obviously detected in leaf extracts (Figure 3b). To 

further demonstrate the properties of red pigments, metabolites separated by HPLC was recorded at 550 

nm to compare their retention time and UV-spectra with authentic standards. The resulting data showed 

that three peaks were eluted at the same retention times (Figure 3c) and exhibited the same spectra (data 

not shown) as cyanidin, pelargonidin and delphinidin, respectively. Therefore, cyanidin, delphinidin and 

pelargonidin were released from the butanol-HCl boiling cleavage of PAs, demonstrating that the 
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extension units of PAs are composed of 2-(3',4'-dihydroxyphenyl)-3,4- dihydro-2H-chromene-3,5,7-triol, 

e.g. (+)-catechin or (-)-epicatechin; 2-(4-hydroxyphenyl)-3,4- dihydro- 2H-chromene -3,5,7-triol, 

e.g. (+)-afzelechin or (-)-epiafzelechin; and 2-(3',4',5'-hydroxyphenyl) -3,4-dihydro-2H-chromene-3,5,7-triol, 

e.g. (+)-gallocatechin or (-)-epigallocatechin. 

Figure 3. HPLC profiling of flavan-3-ols and TLC analysis of proanthocyanidins in leaves 

of Vitis bellula. (a). A HPLC profile shows (±)-catechin (CA), (-)-epicatechin (EP), 

(−)-gallocatechin (GC) and (−)-epigallocatechin (EGC) in crude extracts of leaves (stage 3); 

(b). A TLC image shows anthocyanidin profiles released from the butanol: HCl boiling of 

crude extracts of proanthocyanidins from leaves (stage 3), authentic standards including: 

cyanidin (Cy), pelargonidin (Pel) and delphinidin (Del); (c). A HPLC profile shows 

anthocyanidins released from the butanol: HCl boiling of crude extracts of 

proanthocyanidins from leaves (stage 3), authentic standards including: cyanidin (Cy), 

pelargonidin (Pel) and delphinidin (Del). 
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It was interesting that, in addition to cyanidin, delphinidin and pelargonidin, there were additional red 

pigment components detected from the butanol-HCl boiling of PAs by both TLC and HPLC (Figure 3b,c). 

Images of TLC showed that main red pigments were characterized by higher Rf values in comparison 

with cyanidin, delphinidin and pelargonidin. Meanwhile, HPLC showed two main additional peaks 

between cyanidin and pelargonidin. Although the properties of these additional pigments remains 

further identified, these results reveal that additional structures likely exists in PAs of leaves. 

2.3. Expression Patterns of ANR, LAR and DFR Homologs During Leaf Development 

ANR from V. vinifera has been functionally and in crystal characterized to convert anthocyanidins to 

three different isomers of flavan-3-ols featured by configurations of 2R, 3R-2,3-cis, 2S, 3S-cis and 2S, 

3R-trans-flavan-3-ols, e.g. (−)-epicatechin, (+)-epicatechin and (−)-catechin (Figure 1) [22]. Based on 

the sequence of V. vinifera ANR (Vv ANR), one pair of degenerated primers (Table 1) was created to 

amplify ANR homologs from leaves of V. bellula. The open reading frame (ORF) were cloned and 

termed as VbANR in this study. Its sequence (gi|381392348|gb|JQ308620.1) was shown to possess very 

high similarity to VvANR [19]. Semi-quantitative PCR analysis showed that its expression level was 

higher at stage #3 than at any of the other four stages in the leaf development (Figure 4), which supported 

the observation of the peak value of E-PAs at the stage 3 and consistent synthesis of flavan-3-ol 

isomers, e.g. (−)-epicatechin and (−)-epigallocatechin extracted in methanol and (Figure 2b and Figure 3a).  

Figure 4. Images of semi quantitative RT-PCR. RT-PCR results show expression patterns of 

three late pathway genes and three MYB genes at five points in the leaf development of 

V. bellula. ANR: anthocyanidin reductase, LAR: leucoanthocyanidin reductase, DFR: 

dihydroflavonol reductase, MYBA1, A2 and 5a: MYB transcription factors, EF1-γ: 

elongation factor gamma as reference gene. 
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Two LAR members, VvLAR1 and 2, have been identified in the genome of V. vinifera [22]. These two 

isomers have been shown to convert 2R, 3S-2, 3-trans-3, 4-cis-leucocyanidin to (+)-catechin. Based on 

sequences of VvLAR 1 and 2, degenerated premier pairs (Table 1) were designed to amplify homologs 

from leaves of V. bellula. Consequently, two ORF cDNA fragments were amplified and sequence 

analysis showed that these two homologs were highly similar to VvLAR1 and 2, respectively. As result, 

we termed these two LAR homologs as VbLAR1 and 2 and deposited these two sequences to the gene 

bank curated at NCBI (VbLAR1: gi|381392360|gb|JQ308626.1|; VbLAR2: gi|381392362|gb|JQ308627.1|). A 

phylogeny analysis with 11 LAR homolog sequences revealed that VbLAR1 and VvLAR1 were in the 

same clade, while VbLAR2 and VvLAR2 were in the same clade (Figure 5a). Semi-quantitative RT-PCR 

analysis revealed differentiated expression patterns of these two genes. The expression of VbLAR1 

occurred in the early times but was hardly detected in the late times of leaf development. The expression 

level of VbLAR2 was similar at stages #1 to #2 and then increased at stage #3 followed by a decrease at 

stages #4 and 5 of leaf development (Figure 4). 

An ORF cDNA fragment of DFR homolog was amplified by PCR and its sequence 

(>gi|381392350|gb|JQ308621.1|) was deposited to the gene bank curated at NCBI. We termed this 

cDNA as VbDFR. Semi-quantitative RT-PCR analysis showed that its expression levels were similar at 

stages #1 and 2, and then increased at stage #3 followed by a decrease at stage #4, but hardly detected at 

stage #5 during leaf development (Figure 4). A phylogeny analysis with 22 DFR homologs revealed that 

VbDFR and other homologs from Vitis species were in the same clade (Figure 5b). 

2.4. Expression Patterns of VbMYBPA1, VbMYB5a, VbMYBA1 and VbMYBA2 During Leaf Development 

VvMYBPA1 cloned from berries of V. vinifera encodes a R2R3-MYB member, a homolog of TT2 

regulating PA biosynthesis in seeds of A. thaliana [25]. A cDNA homolog of VvMYBPA1 was amplified 

from leaves of V. bellula, which is termed VbMYBPA1. Its ORF sequence (gi|381392354|gb|JQ308623.1) 

has been deposited in the gene bank curated at NCBI. Semi-quantitative RT-PCR analyses showed that 

the expression level of VbMYBPA1 was higher at stage 3 than those at any of the other four stages tested 

during leaf development (Figure 4), which was consistent to the trend of the PA level (Figure 2c). Given 

that VvMYBPA1 has been demonstrated to specifically regulate PA biosynthesis by controlling 

promoter activities of VvLAR and VvANR [21,25,27], we hypothesize that VbMYBPA1 most likely is 

involved in the regulation of PA biosynthesis in leaves of V. bellula.  

A cDNA homolog of VvMYB5a was amplified from leaves of V. bellula, which is termed as 

VbMYB5a. We have deposited its OFR sequence (gi|381392352|gb|JQ308622.1|) to the gene bank 

curated at NCBI. Semi-quantitative RT-PCR analyses showed that the expression level of VbMYB5a 

was higher at stage 3 than those at any of the other four stages tested (Figure 4), the trend of which was 

corresponding to that of PA levels (Figure 2c). VvMYB5a has been cloned and demonstrated to encode 

another R2R3-MYB member regulating the general phenylpropanoid pathway. Its overexpression leads 

to production of anthocyanins and flavonols with a cost of lignin alternation in transgenic tobacco  

plants [28]. The expression patterns of VvMYB5a have been demonstrated to be consistent to the 

expression of VvLAR and VvANR in the beginning of the development of berries [21]. As a result, we 

hypothesize that VbMYB5a is likely involved in PA and other flavonoid biosynthesis in leaves of V. bellula. 
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Two cDNA homologs of the grape VvMYBA family were amplified from leaves of V. bellula using 

one pair of primers (Table 1 and Figure 4). The full sequence of ORF for one cDNA was obtained and 

deposited to the public gene bank (gi|381392354|gb|JQ308623.1|) curated at NCBI. Sequence blast 

analysis showed that this ORF sequence was highly similar to the ORF of VvMYBA1, which is one main 

member of the small VvMYBA family regulating anthocyanin biosynthesis associating with red and 

white berry features of different V. vinifera varieties [29]. Here, this cDNA homolog was termed 

VbMYBA1. In addition, the second PCR fragment amplified was smaller than VbMYBA1 (Figure 4). 

Sequence analysis showed that it had approximately 90% of the identity compared to VvMYBA2, which 

is another member of the grape VvMYBA family, and thus was termed VbMYBA2 in this study. 

Semi-quantitative RT-PCR analysis showed that these two DNAs shared a very similar expression 

pattern, which was featured by from undetectable levels at stage #1 to a relatively high expression level 

at stage #5 tested in leaf development (Figure 4). Multiple studies have shown that VvMYBA1 likely is 

a master regulator associating with red pigmentation in berries of grapes and VvMYBA2 is also 

involved in certain specific accumulation of anthocyanin pigmentation [29–33]. We hypothesize that 

VbMYBA1 and 2 are also involved in anthocyanin biosynthesis and other flavonoids biosynthesis in 

leaves of V. bellula. 

2.5. Discussion 

Vitis has approximately 60 species [34]. In addition to V. vinifera, 15 other species are cultivated for 

berry products and wine production, such as V. rotundifolia that is another economically important crop. 

To date, only berries of V. vinifera have gained most intensive investigations to understand biosynthesis 

of PAs. This is because the biosynthetic properties and structures of PAs in berries of this species are 

fundamentally associated with nutritional values of grape berries and quality of wine products [15,35–37]. 

Numerous investigations have showed that the structures of PAs in wine products made from berries of 

V. vinifera are mainly characterized by procyanidins consisting of either (+)-catechin or (−)-epicatechin 

or both [6,12,38–41]. In contrast, little has been reported about the presence of (+)-afzelechin (derived 

from leucopelargonidin) or (−)-epiafzelechin (derived from pelargonidin) units in grape seed PAs. 

Several experiments have demonstrated that grape skins synthesize pelargonidin-glycosides [42–46]. 

These discoveries imply that (−)-epiafzelechin units likely exist in grape PAs. In addition, compared to 

berries, leaves have gained very limited studies to understand PA biosynthesis. Meanwhile, whether 

leaves can produce propelargonidin or miscellaneous oligomeric or polymeric PAs consisting of 

(−)-epiafzelechin and (−)-epicatechin remains unclear. We believe that studies on berries and leaves of 

different species of Vitis can enhance a better understanding of properties of PA biosynthesis and 

structures in this genus. In present study, the butanol-HCl boiling of crude PAs in leaf extract of V. 

bellula released pelargonidin (Figure 3b,c). These results imply the presence of (−)-epiafzelechin or 

(+)-afzelechin units in foliage PAs of V. bellula because these units after butanol-HCl boiling are 

converted to pelargonidin [1,19]. As more experiments for elucidation of PA structures using LC-MS 

and NMR analyses will be carried out, (−)-epiafzelechin or (+)-afzelechin units in PAs can be 

characterized in the future. In addition to pelargonidin, cyanidin and delphinidin were produced from the 

butanol-HCl boiling of crude PAs (Figure 3b,c), showing that epicatechin or catechin and 

epigallocatechin or gallocatechin are two other types of extension units. These results indicate that the 
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foliage PAs contain extension units featured with one, two and three groups of –OH in the B-ring of the 

flavan-3-ols, potential examples of which are epiafzelechin, (−)-epicatechin and (−)-epigallocatechin. 

Furthermore, both HPLC and TLC analyses show additional pigment molecules (Figure 3b,c). Although 

the structures of these pigment molecules remain to be elucidated, our data indicate the structural 

diversity of PAs in leaves of V. bellula. 

Figure 5. Cladogram style phylogeny trees of DFR and LAR from certain species. (a). a 

phylogeny tree developed from 11 cDNA homolog sequences of LAR. (b). a phylogeny tree 

developed from selected 22 cDNA homolog sequences of DFR. 

 

In this study, we focus on gene expression analysis of late pathway genes (VbDFR, VbANR, VbLAR1 

and VbLAR2) of PA biosynthesis. ORFs of cDNAs for these four genes were sequenced for phylogeny 

analysis. Our previous phylogenetic analysis showed that all available nucleotide sequences of ANR 

cDNAs in the Vitis genus were clustered in the same clade [19]. Here, a phylogenetic analysis also 

showed that VvLAR1 and VbLAR1 were in the same clade, while VbLAR2 and VvLAR2 were in the same 

clade (Figure 5a). In addition, VbDFR was in the same clade as VvDFR and VaDFR cloned from V. vinifera 

and V. amurensis, respectively (Figure 5b). These analyses show that the nucleotide sequences of DFR, 

ANR and LAR ORF cDNAs are conserved in the Vitis genus. Semi-quantitative analyses have been 
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performed to understand their expression patterns during leaf development examined from young to 

fully expanded stages (Figure 4). Based on intensity of amplified cDNA fragment indicated by signal of 

EB-DNA binding (Figure 4), the expression patterns of VbANR, VbDFR and VbLAR2 were 

corresponding to the trend of levels of PAs extracted in methanol (Figure 2c). Our observation on 

VbANR and VbLAR2 expression patterns is different from the report about the VvANR and VvLAR2 

expression patterns in leaf development of V. vinifera [22]. In our experiments, the expression pattern of 

VbANR and VbLAR2 was characterized by a similar level at the stages 1 and 2, followed by a level 

increase at the stage 3 and then a level decrease at stages 4 and 5 (Figure 4). The expression pattern of 

VvANR in leaves of V. vinifera was featured by a trend consisting of a level decrease from stage 1 to stage 2 

and then a continuous level increase from stage 2 to stage 5 [22]. The expression pattern of VvLAR2 was 

characterized by a trend of a continuous decrease from stage 1 to stage 4 and then an increase at stage 5 [22]. 

Unlike VbANR and VbLAR2, the expression of VbLAR1 followed a unique pattern in leaf development, 

which was featured by relatively high levels in the early two stages followed by a decrease to an 

undetectable level at stage 5 (Figure 4). This expression pattern is also different from that of VvLAR1 

that was showed a very low expression level in leaves of V. vinifera [22]. We propose two possibilities 

associating with these different expression patterns between two species. On the one hand, these distinct 

expression patterns in two species are likely associated with different patterns of biosynthesis of PAs 

and sampling times. On the other hand, these differences most likely result from two genotypes and 

other environmental conditions in their growth areas. More importantly, our data show that the ANR and 

LAR pathways co-exist in leaves of V. bellula. In summary, these observations support the general 

hypothesis that the co-existence of the ANR and LAR pathways of PA biosynthesis is common 

biochemical phenomenon in the vascular plants [19]. To date, in addition to V. vinifera and V. bellula, 

many vascular plants, such as tea (Camellia sinensis) [47], apple [24], Gingko biloba [48] and other 

species [19], have been demonstrated to include these two branches toward the formation of PAs. 

The expression patterns of four MYB transcription factor homologs (VbMYBPA1, VbMYB5a, 

VbMYBA1 and VbMYBA2) involved in biosynthesis of grape PAs and anthocyanins were analyzed by 

semi-quantitative RT-PCR (Figure 4). VbMYBPA1 is a homolog of VvMYBPA1, which has been 

demonstrated to regulate the expression of both VvANR and VvLAR1, but not VvLAR2 during berry 

development of V. vinifera [25,49]. In our study, we also observed that the expression pattern of 

VbMYBPA1 was similar to those of VvANR and VvLAR2, but not VvLAR1 (Figure 4). VvMYB5a encodes 

a R2R3-MYB member that has been demonstrated to regulate several branches of the phenylpropanoid 

pathway leading to PAs, anthocyanins and flavonols during berry development of V. vinifera [21,28,50]. 

The expression pattern of VvMYB5a has been shown to associate that of VvLAR1 [21]. In our study, a 

VbMYB5a with a high sequence similarly to VvMYB5a was cloned from leaves of V. bellula. Its 

expression profile was very similar to VbANR, VbLAR2 and VbMYBPA1 (Figure 4), indicating that 

VbMYB5a most likely is associated with the regulation of VbANR and VbLAR2. Two R2R3-MYB 

homologs associated with anthocyanin biosynthesis, VbMYBA1 and VbMYBA2, were identified from 

berry of V. vinifera [29–33,51,52]. These two transcription factors regulate the biosynthesis of 

anthocyanins in the skin of berries. RT-PCR analysis revealed the expression of two homologs, 

VbMYBA1 and VbMYBA2, in late two stages but not in the early three stages of leaf development 

examined (Figure 4). Compared to the expression patterns of VbLAR and VbANR, this result does not 

indicate an involvement of these two transcription factors in the PA biosynthesis. In addition, their 
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expression profiles were not consistent with that of VvDFR. Based on these observations, we suggest 

that VbMYBA1 and 2 in leaf of V. bellula are involved in regulation of other branches of the 

phenylpropanoid pathway. 

3. Experimental Section 

3.1. Plant Materials 

V. bellula natively grows in the mountainous area of Jishou (28°19'0"N, 109°43'0"E) in the district of 

west Hunan province, China. Leaves at 5 different developmental stages were collected from 5–6 years 

old vines in late spring, 2010 and 2011, respectively. The developmental stages were defined on the 

basis of the leaf lengths after initiation from auxiliary buds, including approximately 0.5 cm (stage #1), 

0.5–1.0 cm (stage #2), 1.0–2.0 cm (Stage #3), 2.0–3.0 cm (stage #4) and 3.0–5.0 cm (stage #5) in length, 

respectively. Detached leaves were immediately frozen in liquid nitrogen and stored −70–80 C until 

experimental uses described below. 

3.2. Extraction of Proanthocyanidins And Flavan-3-ols and TLC Assay 

Frozen leaf samples were ground into fine powder in liquid nitrogen. Two hundred milligrams of 

powder were weighed into a 1.5 mL Eppendorf tube and then suspended in 1 mL of acetone (100%, 

Sigma, USA). The tube was vortexed 30 second, followed by 20 min sonication. The tube was 

centrifuged 5 min at 6,000 rpm. The supernatant phase of acetone was pipetted into a 15 mL 

polyethylene tube. This extraction step was repeated twice and the three-time acetone extractions were 

pooled together in the same tube to gain a final volume of approximately 3 mL. This acetone extraction 

was dried in a speed-vacuum centrifuge. One and half mL of extraction was pipetted into a new 1.5 mL 

Eppendorf tube, which was centrifuged at 3000 rpm under a reduced vacuum till the removal of acetone. 

Then the left 1.5 mL acetone extraction was dried off in the same tube with the same procedure. The 

remained pellet at the bottom of tube was suspended in 500 μL deionized water (from MilliQ) followed 

by addition of 200 μL chloroform (100%). The mixture was vortexed 2 min and then centrifuged 5 min 

at 10000 rpm to gain the upper water and bottom chloroform phases, the latter of which included fatty 

acids, lipids and chlorophyll and was pipetted into a waste bottle. This step was repeated once. The left 

water phase and interphase in the tube was added 500 μL ethyl acetate (EA). The tube was vortexed 2 min 

followed by 5 min centrifugation at 10,000 rpm to gain the upper EA phase and the bottom water phase. 

The EA phase including PAs, flavan-3-ols and other flavonoids was pipetted into a new 1.5 mL 

Eppendorf tube. This EA extraction step was repeated twice to gain 1.4 mL of EA extraction. Then, EA 

was removed with the same speed-vacuum method. The remained residue in the bottom of the tube was 

dissolved in 500 μL methanol. After 5 min centrifugation at 10,000 rpm, the methanol extraction was 

pipetted into a new 1.5 mL tube for high performance liquid chromatography (HPLC) and TLC analyses 

of PA and flavonols described below. All of steps were performed in room temperature. 

A thin layer chromatography (TLC) assay was performed to profile PA and flavan-3-ols. Five µL of 

leaf extract in methanol was loaded onto a glass-backed silica TLC plate (0.2 mm thickness). Ten µL of 

(−)-gallocatechin, (−)-epigallocatechin, (+)-catechin, and (−)-epicatechin (purchased from sigma) 

dissolved in methanol (0.1 µg/µL) were loaded onto the plate as authentic standards of reference. The 
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protocol for separation of metabolites and visualization of PAs and flavan-3-ols with DMACA was as 

described previously [19]. 

3.3. Butanol: HCl Boiling of Proanthocyanidins, Absorbance Measurement and TLC Assay 

The method of butanol: HCl boiling of PAs was as described previously [26]. In brief, 50 μL of 

methanol extract was added into 950 μL reagent composed of butanol: HCl (95: 5, V/V) and mixed 

thoroughly, followed by boiling 1 hr in a water bath. After cooling to approximately room temperature, 

the boiled mixture was used to measure optical density values (OD) at 550 nm on a spectrophotometer 

(model UV-255, Shimadzu, Japan). After measurement, 1 mL of the boiled mixture was dried off using 

a rotary speed-vacuum evaporator at room temperature. The remained residue was dissolved in 50 μL 

methanol containing 0.1% HCl followed by a centrifugation of 5 min at 10,000 rpm. The supernatant 

was pipetted into a new 1.5 mL tube for TLC and HPLC analysis of anthocyanidins described below. 

TLC assay was performed to examine anthocyanidins released from the butanol: HCl boiling of PAs. 

The TLC plate used was cellulose F-200µM chromatography layer (purchased from Liangchengguiyuan, 

China). Authentic standards (5 μL) of cyanidin chloride, delphinidin chloride and pelargonidin chloride 

(purchased from Sigma) were loaded onto the plate as reference. The protocol of separation was as 

described previously [26]. 

3.4. HPLC Analysis of Flavan-3-ols and Anthocyanidins 

High performance of liquid chromatography (HPLC) was performed on a Shimadzu LC-20AT 

(Shimadzu, Japan) instrumentation equipped with an SPD-M20A photodiode array detector. 

Metabolites were separated in a reversed-phase Diamonsil C18 column (150 × 4.6 mm, 5 µm). To 

characterize aglycones of flavan-3-ols in leaf extract of methanol, metabolites were separated with a 

gradient elution program formed by solvent A (0.1% phosphoric acid in double deionized water) 

and solvent (100% acetonitrile, HPLC grade). The gradient program was composed of series of ratios 

of solvent A to solvent B: 95:5 (0–5 min), 95:5 to 90:10 (5–10 min), 90:10 to 83:17 (10–25 min), 83:17 to 

77:23 (25–30 min), 77:23 to 50:50 (30–65 min), 50:50 to 0:100 (65–69 min), 0:100 (69–79 min) and 0:100 

to 95:5 (79–80 min), then followed by a 10 min post washing. The chromatography was recorded at 280 

nm. The injection volume was set at 10 µL of leaf extract of methanol. The flow rate was set up at 1 mL 

per min. (−)-Gallocatechin, (−)-epigallocatechin, (+)-catechin, and (-)-epicatechin dissolved in methanol 

(0.1 µg/µL) were injected as authentic standards of reference. The volume injected for each standard was 

set at 5 µL. To analyze anthocyanidins released from the butanol-HCl boiling of PAs, another elution 

gradient program was developed to consist of a series of ratios of solvent A to B: 90:10 (0–5 min), 90:10 

to 85:15 (5–10 min), 85:15 to 72:28 (10–15 min), 72:28 to 50:50 (15–45 min), 50:50 to 0:100 (45–50 

min), 0:100 (50–60 min), 0:100 (69–79 min) and 0:100 to 90:10 (60–70 min), then followed by 10 min 

post washing. Anthocyanidins were recorded at 550 nm as described previously [26]. The injection 

volume of samples was set at 10 µL. The flow rate was set up at 1 mL per min. Cyanidin chloride, 

delphinidin chloride and pelargonidin chloride (purchased from Sigma) prepared in 0.1% HCl methanol 

(0.1 µg/µL) were used as authentic standard reference, respectively. The volume injected for each 

standard was set at 5 µL. 
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3.5. Total RNA Isolation and Semi-Quantitative RT-PCR Analysis 

One gram of frozen leaf tissues at different development stages was used to isolate total RNA using 

Plant Total RNA Isolation Kits (purchased from Sangon, Shanghai, China). The isolation procedures 

were followed the manufacturer's protocol. Each RNA sample was treated with DNAase (provided in 

Kits to remove potential genomic DNA). One microgram of DNA-free RNA was used as template for 

reverse transcription reaction to synthesize the first strand of cDNA via using BluePrint® 1st strand 

cDNA Synthesis Kit (including MMLV RTase) (Cat#: 6115A Takara, Japan) following the manufacturer's 

protocol. 

Table 1. Primer pairs are designed to amplify cDNAs of eight genes involved in 

proanthocyanidin biosynthesis and Ef1–7 in leaves of V. bellula. 

cDNAs Sequence 5'-3' Thermal Cycle 

VbLAR1 
F: ATGACTGTTTCTCCGGTTCCTTCG 94 °C 5 min, 30cycles of 94 °C 30 sec, 58 °C 

30 sec and 72 °C 45 sec, 72 °C 10 min R: TCAAGCGCAGGTTGCAGTGAC 

VbLAR2 
F: ATGACTGTTTTGTCTGTGAGTACTC 94 °C 5 min, 30cycles of 94 °C30 sec, 55 °C 

30 sec and 72 °C 45 sec, 72 °C 10 min R: TCAGGCGCAGGTAGCAGTGATG 

VbANR 
F: ATGGCCACCCAGCACCCCAT 94 °C 5 min, 30cycles of 94 °C30 sec, 55°C 

30 sec and 72 °C 45 sec, 72 °C 10 min R: TCAATTCTGCAATAGCCCCTTGGC 

VbDFR 
F: ATGGGTTCACAAAGTGAAACCGTG 94 °C 5 min, 30cycles of 94 °C30 sec, 50 °C 

30 sec and 72 °C 45 sec, 72 °C 10 min R: CTAGGTCTTGCCATCTACAGG 

VbMYBPA1 
F: ATGGGCAGAGCACCTTGTTG 94 °C 5 min, 30cycles of 94 °C30 sec, 50 °C 

30 sec and 72 °C 45 sec, 72 °C 10 min R: TTAAATGAGTAGTGATTCGGCG 

VbMYB5a 
F: ATGAGGAATGCATCCTCAGCATCAG 94 °C 5 min, 30cycles of 94 °C30 sec, 55 °C 

30 sec and 2 °C 45 sec, 72 °C 10 min R: TCAGAACCGCTTATCAGGTTGATCG 

VbMYBA1 
and 2 

F: ATGGAGAGCTTAGGAGTTAGAAAG 94 °C 5 min, 30cycles of 94 °C30 sec, 47 °C 
30 sec and 72 °C 45 sec, 72 °°C 10 min R:TCAGATCAAGTGATTTACTTGTG 

EF1-γ 
F: GCGGGCAAGAGATACCTCAA 94 °C 5 min, 30cycles of 94 °C30 sec, 50 °C 

30 sec and 72 °C 30 sec, 72 °C 10 min R:TCAATCTGTCTAGGAAAGGAAG 

Semi-quantitative PCR was performed to amplify cDNAs of three late pathway genes including 

dihydroflavonol reductase, anthocyanidin reductase, and leucoanthocyanidin reductase genes. In 

addition, cDNA fragments of four MYB homologs were amplified. Primers (Table 1) of these seven 

cDNAs were designed based on their homologs reported in the genome of V. vinifera. In addition, a pair 

of primers was designed to amplify cDNA fragment of VvEF1-r, a housing keeping gene, to evaluate 

quantity of the first cDNA used in each PCR. All reagents for PCR were included in the same kit of RT. 

The reaction volume was set at 25 μL. Each step of PCR was followed the manufacturer's protocol. The 

thermal reaction programs for amplification of eight cDNAs and VvEF-r are included in Table 1. The 

products of PCR were visualized using ethidium bromide after electrophoresis on 1% agarose gels. 

3.6. Sequence Analysis  

PCR products were cloned to a T-easy vector (CloneTech) for sequencing, which was completed at 

BGI (Beishan Industrial Zone, Yantian District, Shenzhen, 518083, China). Open reading frames of 
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eight cDNAs (VbDFR, VbLAR1, VbLAR2, VbANR, VbMYBPA1, VbMYB5a, VbMYBA1 and VbMYBA2) 

were used for sequence blastn analysis and then were deposited in the gene bank at NCBI. Sequences of 

VbDFR and its homologs as well as sequences of VbLAR1 and VbLAR2 and their homologs were upload 

to Phylogeny.fr (Available online: http://www.phylogeny.fr/version2_cgi/index.cgi) [53] to construct 

phylogenetic trees.  

3.7. Statistical Analysis 

Student T-test (p value < 0.01) was performed to evaluate significant difference of PA levels among 

leaf tissues estimated by UV spectrometry. 

4. Conclusion 

To date, berries of V. vinifera have gained most intensive investigations to understand structures and 

biosynthesis of PAs and flavan-3-ols. In contrast, leaf tissues of V. vinifera and other species have 

gained very limited studies to understand PA biosynthesis. To better understand PA structures and 

biosynthesis in Vitis species, studies on different tissues of other species are necessary. This type of 

investigation can also improve PA compositions in grape berries and wine products. In this study, we 

particularly report that leaves of V. bellula synthesize flavan-3-ols such as (+)-catechin, (−)-epicatechin, 

(−)-gallocatechin and (−)-epigallocatechin. This result demonstrates that leaves express two late 

branches, the ANR and LAR pathways to flavan-3-ols and PAs. In addition, two regulation genes, 

VbMYBPA and VbMYB5a, are expressed in leaves regulating the ANR and LAR pathways. Furthermore, 

the butanol-HCl boiling cleavage of PAs produces pelargonidin, cyanidin and delphinidin. This result 

demonstrates that PAs are composed of at least three types of flavan-3-ols characterized by one, two or 

three –OH groups in the B-ring of extension units. 

Acknowledgement 

This work was financially supported by “Bai Ren Ji Hua, Hunan Province” 

Conflict of Interest 

The authors declare no conflict of interest. 

Reference 

1. Xie, D.-Y.; Dixon, R.A. Proanthocyanidin biosynthesis—Still more questions than answers? 

Phytochemistry 2005, 66, 2127–2144. 
2. Dixon, R.A.; Xie, D.Y.; Sharma, S.B. Proanthocyanidins—A final frontier in flavonoid research? 

New Phytol. 2005, 165:9–165:28. 

3. Greenspan, P.; Bauer, J.D.; Pollock, S.H.; Gangemi, J.D.; Mayer, E.P.; Ghaffar, A.; Hargrove, J.L.; 

Hartle, D.K. Antiinflammatory properties of the muscadine grape (Vitis rotundifolia). J. Agric. 

Food Chem. 2005, 53, 8481–8484  

4. Stringer, S.J.; Perkins Veazie, P.M.; Marshall, D.A. Natraceutical profile of selected muscadine 

(Witis rotundifolia michx.) cultivars and breeding lines. Hortscience 2005, 40, 1068. 



Metabolites 2013, 3 200 

 

5. Radvanyi, J., Jr.; Stojanovic, B.J.; Drapala, W.J.; Overcash, J.P.; Hegwood, C.P., Jr. Composition 

and quality of juices and wines of eight Vitis rotundifolia Michx. cultivars. Am. J. Enol. Vitic. 

1980, 31,316–322. 

6. Weinges, K.; Piretti, M.V. Proanthocyanidins. 20. Isolation of C30H26O12-Procyanidin-B1 from 

grapes. Annalen Der Chemie-Justus Liebig 1971, 748, 218. 

7. Bagchi, D.; Garg, A.; Krohn, R.L.; Bagchi, M.; Bagchi, D.J.; Balmoori, J.; Stohs, S.J. Protective 

effects of grape seed proanthocyanidins and selected antioxidants against TPA-induced hepatic 

and brain lipid peroxidation and DNA fragmentation, and peritoneal macrophage activation in 

mice. Gen. Pharmacol. 1998, 30, 771–776. 

8. Kennedy, J.A.; Hayasaka, Y.; Vidal, S.; Waters, E.J.; Jones, G.P. Composition of grape skin 

proanthocyanidins at different stages of berry development. J. Agric. Food Chem. 2001, 49, 

5348–5355. 

9. Natella, F.; Belelli, F.; Gentili, V.; Ursini, F.; Scaccini, C. Grape seed proanthocyanidins prevent 

plasma postprandial oxidative stress in humans. J. Agric. Food Chem. 2002, 50, 7720–7725. 

10. Renaud, S.; de Lorgeril, M.Wine, alcohol, platelets, and the French paradox for coronary heart 

disease. The Lancet 1992, 339,1523. 

11. Somers, T.C. Wine tannins-isolation of condensed flavonoid pigments by gel-filtration. Nature 

1966, 209, 368–370. 

12. Yamakoshi, J.; Kataoka, S.; Koga, T.; Ariga, T. Proanthocyanidin-rich extract from grape seeds 

attenuates the development of aortic atherosclerosis in cholesterol-fed rabbits. Atherosclerosis 

1999, 142, 139–149. 

13. Sato, M.; Ray, P.S.; Maulik, G.; Maulik, N.; Engelman, R.M.; Bertelli, A.A. E.; Bertelli, A.; Das, D.K. 

Myocardial protection with red wine extract. J. Cardiovascul. Pharmacol. 2000, 35, 263–268. 

14. Sanchez-Moreno, C.; Cao, G.; Ou, B.; Prior, R.L. Anthocyanin and proanthocyanidin content in 

selected white and red Wines. Oxygen radical absorbance capacity comparison with nontraditional 

wines obtained from Highbush blueberry. J. Agric. Food Chem. 2003, 51, 4889–4896. 

15. Jordao, A.M.; Goncalves, F.J.; Correia, A.C.; Cantao, J.; Rivero-Perez, M.D.; SanJose, M.L.G. 

Proanthocyanidin content, antioxidant capacity and scavenger activity of Portuguese sparkling 

wines (Bairrada Appellation of Origin). J. Sci. Food Agric. 2010, 90, 2144–2152. 

16. Rasmussen, S.E.; Frederiksen, H.; Struntze, K.; Poulsen, K.L. Dietary proanthocyanidins: 

Occurrence, dietary intake, bioavailability, and protection against cardiovascular disease.  

Mol. Nutrit. Food Res. 2005, 49, 159–174. 

17. Sato, M.; Maulik, G.; Ray, P.S.; Bagchi, D.; Das, D.K. Cardioprotective effects of grape seed 

proanthocyanidin against ischemic reperfusion injury. J. Mol. Cell. Cardiol 1999, 31, 1289–1297. 

18. Tanner, G.J.; Francki, K.T, Abrahams, S.; Watson, J.M.; Larkin, P.J.; Ashton, A.R. 

Proanthocyanidin biosynthesis in plants. Purification of legume leucoanthocyanidin reductase and 

molecular cloning of its cDNA. J. Biol Chem. 2003, 278, 31647–31656. 

19. Peng, Q.Z.; Zhu, Y.; Liu, Z.; Du, C.; Li, K.G.; Xie, D.Y. An integrated approach to demonstrating 

the ANR pathway of proanthocyanidin biosynthesis in plants. Planta 2012, 236, 901–918. 

20. Xie, D-Y.; Sharma, S.B.; Paiva, N.L.; Ferreira, D.; Dixon, R.A. Role of anthocyanidin reductase, 

encoded by BANYULS in plant flavonoid biosynthesis. Science 2003, 299, 396–399. 



Metabolites 2013, 3 201 

 

21. Gagné, S.; Lacampagne, S.; Claisse, O.; Gény, L. Leucoanthocyanidin reductase and anthocyanidin 

reductase gene expression and activity in flowers, young berries and skins of Vitis vinifera L. cv. 

Cabernet-Sauvignon during development. Plant Physiol. Biochem. 2009, 47, 282–290. 

22. Bogs, J.; Downey, M.O.; Harvey, J.S.; Ashton, A.R.; Tanner, G.J.; Robinson, S.P. 

Proanthocyanidin synthesis and expression of genes encoding leucoanthocyanidin reductase and 

anthocyanidin reductase in developing grape berries and grapevine leaves. Plant Physiol. 2005, 

139, 652–663. 

23. Gargouri, M.; Manigand, C.; Mauge, C.; Granier, T.; Langlois d'Estaintot, B.; Cala, O.; Pianet, I.; 

Bathany, K.; Chaudiere, J.; Gallois, B. Structure and epimerase activity of anthocyanidin 
reductase from Vitis vinifera. Acta Crystallogr. Sect. D—Biol. Crystallogr. 2009, 65, 989–1000. 

24. Pfeiffer, J.; Kuhnel, C.; Brandt, J.; Duy, D.; Punyasiri, P.A.N.; Forkmann, G.; Fischer, T.C. 

Biosynthesis of flavan 3-ols by leucoanthocyanidin 4-reductases and anthocyanidin reductases in 

leaves of grape (Vitis vinifera L.), apple (Malus x domestica Borkh.) and other crops. Plant 

Physiol. Biochem. 2006, 44, 323–334. 

25. Bogs, J.; Jaffe, F.W.; Takos, A.M.; Walker, A.R.; Robinson, S.P. The grapevine transcription factor 

VvMYBPA1 regulates proanthocyanidin synthesis during fruit development. Plant Physiol. 2007, 

143,1347–1361. 

26. Xie, D.-Y.; Sharma, S.B.; Wright, E.; Wang, Z.-Y.; Dixon, R.A. Metabolic engineering of 

proanthocyanidins through co-expression of anthocyanidin reductase and the PAP1 MYB 

transcription factor. Plant J. 2006, 45, 895–907. 

27. Lacampagne, S.; Gagne, S.; Geny, L.; Involvement of abscisic acid in controlling the 

proanthocyanidin biosynthesis pathway in grape skin: New elements regarding the regulation of 

tannin composition and leucoanthocyanidin reductase (LAR) and anthocyanidin reductase (ANR) 

activities and expression. J. Plant Growth Regul. 2010, 29, 81–90. 

28. Deluc, L.; Barrieu, F.; Marchive, C.; Lauvergeat, V.; Decendit, A.; Richard, T.; Carde, J.-P.; 

Merillon, J.-M.; Hamdi, S. Characterization of a grapevine R2R3-MYB transcription factor that 

regulates the phenylpropanoid pathway. Plant Physiol. 2006, 140, 499–511. 

29. Kobayashi, S.; Yamamoto, N.G.; Hirochika, H. Association of VvmybA1 gene expression with 

anthocyanin production in grape (Vitis vinifera) skin - color mutants. J. Jpn. Soc. Hortic. Sci. 2005, 

74,196–203. 

30. Jeong, S.T.; Goto-Yamamoto, N.; Hashizume, K.; Kobayashi, S.; Esaka, M. Expression of 

VvmybA1 gene and anthocyanin accumulation in various grape organs. Am. J. Enol. Vitic. 2006, 

57, 507–510. 

31. Yakushiji, H.; Kobayashi, S.; Goto-Yamamoto, N.; Jeong, S.T.; Sueta, T.; Mitani, N.; Azuma, A. A 

skin color mutation of grapevine, from black-skinned Pinot Noir to white-skinned Pinot Blanc, is 

caused by deletion of the functional VvmybA1 allele. Biosci. Biotechnol. Biochem. 2006, 70, 

1506–1508. 

32. Azuma, A.; Kobayashi, S.; Yakushiji, H.; Yamada, M.; Mitani, N.; Sato, A. VvmybA1 genotype 

determines grape skin color. Vitis 2007, 46, 154–155. 

33. This, P.; Lacombe, T.; Cadle-Davidson, M.; Owens, C.L. Wine grape (Vitis vinifera L.) color 

associates with allelic variation in the domestication gene VvmybA1. Theor. Appl. Genet. 2007, 

114, 723–730. 



Metabolites 2013, 3 202 

 

34. Güner, A.; Gyulai, G.; Tóth, Z.; Başlı1, G.A.; Szabó, Z.; Gyulai, F.; Bittsánszky, A.; Waters, L., Jr.; 

Heszky, L. Grape (Vitis vinifera) seeds from Antiquity and the Middle Ages Excavated in 

Hungary - LM and SEM analysis. Anadolu. Univ. J. Sci. Technol. 2009, 10, 205–213. 

35. Gris, E.F.; Mattivi, F.; Ferreira, E.A.; Vrhovsek, U.; Pedrosa, R.C.; Bordignon-Luiz, M.T. 

Proanthocyanidin profile and antioxidant capacity of Brazilian Vitis vinifera red wines. Food 

Chem. 2011,126, 213–220. 

36. Spranger, I.; Sun, B.; Mateus, A.M,, de Freitas, V.; Ricardo-Da-Silva, J.M. Chemical 

characterization and antioxidant activities of oligomeric and polymeric procyanidin fractions from 

grape seeds. Food Chem. 2008, 108, 519–532. 

37. Vitseva, O.; Varghese, S.; Chakrabarti, S.; Folts, J.; Freedman, J. Grape seed and skin extracts 

inhibit platelet function and release of reactive oxygen intermediates. J. Cardiovascul. Pharmacol. 

2005, 46, 445–451. 

38. Souquet, J.-M.; Cheynier, V.; Brossaud, F.; Moutounet, M. Polymeric proanthocyanidins from 

grape skins. Phytochemistry 1996, 43, 509–512. 

39. Fuleki, T.; Ricardo-da-Silva, J.M. Catechin and procyanidin composition of seeds from grape 

cultivars grown in Ontario. J. Agric. Food Chem. 1997, 45, 156–1160. 

40. Gabetta, B.; Fuzzati, N.; Griffini, A.; Lolla, E.; Pace, R.; Ruffilli, T.; Peterlongo, F. 

Characterization of proanthocyanidins from grape seeds. Fitoterapia 2000, 71,162–175. 

41. Decorde, K.; Teissedre, P.L.; Sutra, T.; Ventura, E.; Cristol, J.P.; Rouanet, J.M. Chardonnay grape 

seed procyanidin extract supplementation prevents high-fat diet-induced obesity in hamsters by 

improving adipokine imbalance and oxidative stress markers. Mol. Nutr. Food Res. 2009, 

53,659–666.  

42. Gonzalez-Paramas, A.M.; da Silva, F.L.; Martin-Lopez, P.; Macz-Pop, G.; Gonzalez-Manzano, S.; 

Alcalde-Eon, C.; Perez-Alonso, J.J.; Escribano-Bailon, M.T.; Rivas-Gonzalo, J.C.; Santos-Buelga, 

C. Flavanol-anthocyanin condensed pigments in plant extracts. Food Chem. 2006, 94, 428–436. 

43. Castillo-Munoz, N.; Fernandez-Gonzalez, M.; Gomez-Alonso, S.; Garcia-Romero, E.; 

Hermosin-Gutierrez, I. Red-color related phenolic composition of Garnacha Tintorera (Vitis 

vinifera L.) grapes and red wines. J. Agric. Food Chem. 2009, 57, 7883–7891. 

44. He, F.; He, J.J.; Pan, Q.H.; Duan, C.Q. Mass-spectrometry evidence confirming the presence of 

pelargonidin-3-O-glucoside in the berry skins of Cabernet Sauvignon and Pinot Noir (Vitis 

vinifera L.). Aust. J. Grape Wine Res. 2010, 16, 464–468. 

45. He, J.J.; Liu, Y.X.; Pan, Q.H.; Cui, X.Y.; Duan, C.Q. Different anthocyanin profiles of the skin 

and the pulp of Yan73 (Muscat Hamburg x Alicante Bouschet) grape berries. Molecules 2010, 15, 

1141–1153. 

46. Zhao, Q.; Duan, C.Q.; Wang, J. Anthocyanins profile of grape berries of Vitis amurensis, its 

hybrids and their wines. Int J. Mol. Sci. 2010, 11, 2212–2228. 

47. Punyasiri, P.A.N.; Abeysinghe, I.S.B.; Kumar, V.; Treutter, D.; Duy, D.; Gosch, C.; Martens, S.; 

Forkmann, G.; Fischer, T.C. Flavonoid biosynthesis in the tea plant Camellia sinensis: Properties 

of enzymes of the prominent epicatechin and catechin pathways. Arch. Biochem. Biophys. 2004, 

431, 22–30. 



Metabolites 2013, 3 203 

 

48. Shen, G.A.; Pang, Y.Z.; Wu, W.S.; Liu, X.F.; Zhao, L.X.; Sun, X.F.; Tang, K.X. Isolation and 

characterization of a putative anthocyanidin reductase gene from Ginkgo biloba. J. Plant Physiol. 

2006, 163, 224–227. 

49. Terrier, N.; Torregrosa, L.; Ageorges, A.; Vialet, S.; Verries, C.; Cheynier, V.; Romieu, C. Ectopic 

expression of VvMybPA2 promotes proanthocyanidin biosynthesis in grapevine and suggests 

additional targets in the pathway. Plant Physiol. 2009, 149, 1028–1041. 

50. Deluc. L.; Bogs, J.; Walker, A.R.; Ferrier, T.; Decendit, A.; Merillon, J.-M.; Robinson, S.P.; 

Barrieu, F. The transcription factor VvMYB5b contributes to the regulation of anthocyanin and 

proanthocyanidin biosynthesis in developing grape berries. Plant Physiol. 2008, 147, 2041–2053. 

51. Walker, A.R.; Lee, E.; Bogs, J.; McDavid, D.A.J.; Thomas, M.R.; Robinson, S.P. White grapes 

arose through the mutation of two similar and adjacent regulatory genes. Plant J. 2007, 49, 

772–785. 

52. Azuma, A.; Kobayashi, S.; Goto-Yamamoto, N.; Shiraishi, M.; Mitani, N.; Yakushiji, H.; Koshita, 

Y. Color recovery in berries of grape (Vitis vinifera L.) 'Benitaka', a bud sport of 'Italia', is caused 

by a novel allele at the VvmybA1 locus. Plant Sci. 2009, 176, 470–478. 

53. Dereeper, A.; Guignon, V.; Blanc, G.; Audic, S.; Buffet, S.; Chevenet, F.; Dufayard, J.-F.; Guindon, 

S.; Lefort, V.; Lescot, M.; et al. Phylogeny.fr: Robust phylogenetic analysis for the non-specialist. 

Nucleic Acids Res. 2008, 36(Suppl 2), W465–W469. 

© 2013 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article 

distributed under the terms and conditions of the Creative Commons Attribution license 

(http://creativecommons.org/licenses/by/3.0/). 


