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Abstract:

 Probiotic bacteria, mostly belonging to the genera Lactobacillus and Bifidobacterium, confer a number of health benefits to the host, including vitamin production. With the aim to produce folate-enriched fermented products and/or develop probiotic supplements that accomplish folate biosynthesis in vivo within the colon, bifidobacteria and lactobacilli have been extensively studied for their capability to produce this vitamin. On the basis of physiological studies and genome analysis, wild-type lactobacilli cannot synthesize folate, generally require it for growth, and provide a negative contribution to folate levels in fermented dairy products. Lactobacillus plantarum constitutes an exception among lactobacilli, since it is capable of folate production in presence of para-aminobenzoic acid (pABA) and deserves to be used in animal trials to validate its ability to produce the vitamin in vivo. On the other hand, several folate-producing strains have been selected within the genus Bifidobacterium, with a great variability in the extent of vitamin released in the medium. Most of them belong to the species B. adolescentis and B. pseudocatenulatum, but few folate producing strains are found in the other species as well. Rats fed a probiotic formulation of folate-producing bifidobacteria exhibited increased plasma folate level, confirming that the vitamin is produced in vivo and absorbed. In a human trial, the same supplement raised folate concentration in feces. The use of folate-producing probiotic strains can be regarded as a new perspective in the specific use of probiotics. They could more efficiently confer protection against inflammation and cancer, both exerting the beneficial effects of probiotics and preventing the folate deficiency that is associated with premalignant changes in the colonic epithelia.
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1. Introduction

The consumption of live microbial supplements with presumptive health benefits on human physiology, the so-called probiotics, has become a common practice. Probiotic bacteria positively impact on the immune system and on the composition and functioning of the gut microbiota. Furthermore, the production of vitamins has been claimed among the causal relationships of the healthy benefits of probiotics. Folates represent an essential nutrition component in the human diet, being involved in many metabolic pathways. The daily recommended intake as approved in the European Union is 400 μg/day for adults [1,2]. Efficiency of DNA replication, repair and methylation are affected by folate, therefore high amounts of folate are required by fast proliferating cells such as leucocytes, erythrocytes and enterocytes [3]. Epidemiological studies indicated that folate deficiency is often associated with increased risk of breast cancer and that low folate homeostasis may induce hypomethylation of DNA, thereby promoting cancer on the proliferating cells of the colorectal mucosa that supports rapid and continuous renewal of the epithelium [4,5]. Furthermore, increased folate intake is recommended also for patients with inflammatory bowel diseases, contributing to regulation of rectal cell turnover [6].



2. The Intestinal Microbiota and Vitamins

The human colon harbors a complex and dense microbial population, with up to 1011 microorganisms per gram of intestinal content, mostly represented by anaerobic bacteria. This microbiota also includes archaea, yeasts, and other eukaryotes. Although more than 50 bacterial phyla have been described, it is dominated by Firmicutes, Bacteroidetes, Actinobacteria, and Proteobacteria [7]. Within these phyla, the number of different bacterial species and strains is extremely high, accounting for several thousands of diverse microorganisms.

The gut microbiota benefits the host, playing a pivotal role in nutrient digestion and energy recovery. Colonic bacteria produce enzymes that the host lacks, which are involved in breakdown of complex molecules, such as plant polysaccharides. The fermentation of the dietary components that escape digestion and absorption in the upper intestinal tract, and of endogenous products such as mucin, results in production of organic acids (e.g., acetic, lactic, propionic, and butyric acids), branched chain fatty acids (e.g., isobutyric, isovaleric, and 2-methylbutyric acids), H2, CO2, ammonia, amines and several other end-products. These fermentation products affect the gut environment and the host health, acting as energy sources, regulators of gene expression and cell differentiation, and anti‑inflammatory agents. In fact, host-microbe interactions are essential for the resistance to pathogenic infections, gut development, and epithelial homeostasis [8,9].

The gut microbiota has also been recognized as a source of vitamins. They cannot be synthesized by mammals and must be obtained via intestinal absorption from exogenous sources, such as the diet and the gut microbiota. Germ-free animals need to be supplemented with vitamin K and certain B vitamins. In conventionally colonized animals, these vitamins are produced by several intestinal genera, for instance Bacteroides and Eubacterium. Furthermore, it is well established that the ruminal microbiota is a rich source of vitamins to the ruminant and that the fecal bacteria are a major source for coprophagic rodents [10]. Evidence that commensal colonic bacteria are a significant source of a range of vitamins to humans has been presented as well [11].

The microbiota of the human colon is known to produce vitamin K (menaquinones) and most of the water-soluble vitamins of group B, including biotin, nicotinic acid, folates, riboflavin, thiamine, pyridoxine, panthotenic acid, and cobalamin [11]. In fact, the whole genetic information of the microbial community (microbiome) of the human distal gut revealed a variety of COGs (Clustered Orthologous Groups) which are involved in the synthesis of several essential vitamins [12]. Unlike dietary vitamins, which are mainly absorbed in the proximal part of the small intestine, the uptake of microbial vitamins predominantly occurs in the colon [13]. Colonocytes appear to be able to absorb biotin, thiamin, folates, riboflavin, panthotenic acid, and menaquinones, indicating that the microbiota-produced vitamins may contribute to the systemic vitamin levels and especially to the homeostasis of the vitamins in the localized epithelial cells [13,14].

Folates are hydrophilic anionic molecules that do not cross biological membranes by diffusion, but specialized membrane transport systems allow folate accumulation into mammalian cells and tissues. Absorption exploits several genetically and functionally distinct transporters, such as the folate receptors, the family of organic anion transporters, a proton-coupled folate transporter, and the reduced folate carrier, which is ubiquitously expressed [15]. Each mechanism plays a unique role in mediating the transport across epithelia and into systemic tissues, and contributes to folate homeostasis in humans [16]. Even though absorption occurs primarily in the duodenum and upper jejunum, the colon represents a major depot of folate and the vitamin produced by the colonic bacteria exceeds dietary intake and affects the folate status of the host. It is produced in large quantities by the colonic microbiota, mainly as monoglutamylated folate, the form that is absorbed at the highest rate [17], intestinal bacteria being one source of this vitamin. Many studies assessed the contribution of intestinal microbiota to the folate intake of animal hosts [17,18,19,20], and it has been demonstrated that the folate synthesized by intestinal bacteria can be absorbed and used by the host [18,21,22,23,24]. Recently, direct evidence of absorption of folate across the colon has been irrefutably provided [25]. The apparent rate of absorption in the colon is considerably lower than that in the small intestine. However, in the distal portion of the gastrointestinal tract the transit time is longer than in the small intestine, and the supply of folates by the colonic microbiota is constant and continuous, whereas their availability in the upper tract is discontinuous and mostly affected by food intake.



3. Probiotics

Disturbance of the proper balance of intestinal microbiota is involved in several pathologies, such as inflammatory bowel diseases, metabolic diseases, cancer, and autoimmune diseases. Besides, specific intestinal bacteria have been claimed as therapeutic or prophylactic against infections and several diseases, and are used as probiotics [26]. Probiotics are defined as “live microbes which, when administered in adequate amounts, confer a health benefit to the host” [27]. Another definition recognizes probiotic as “a preparation of or a product containing viable, defined microorganisms in sufficient numbers, which alter the microflora (by implantation or colonization) in a compartment of the host and by that exert beneficial health effects to this host” [28]. These nonpathogenic organisms do not necessarily possess a phylogenetic relation to one another and are best defined functionally rather than taxonomically. Probiotic microorganisms have been identified within different phyla of bacteria and yeasts, since a variety of strains of bifidobacteria, lactobacilli, enterococci, streptococci, propionibacteria, Bacillus sp., Escherichia coli, and yeasts have been claimed to exert beneficial activities on human health [29]. However, the majority of probiotics in use today belong to the genera Lactobacillus and Bifidobacterium.

The function of the probiotic bacteria, which can be added to foods or consumed as pharmaceutical products, includes the reduction of potential pathogenic bacteria and/or harmful metabolites in the intestine and the normalization of gastrointestinal functions modulating immunological parameters, intestinal permeability and bacterial translocation, or providing bioactive or otherwise regulatory metabolites. Most health effects of probiotic microorganisms are determined by interactions with immunocompetent cells of the intestinal mucosa. Indeed, the gut-associated lymphoid system is the largest immunologically competent organ in the body, and maturation and optimal development of the immune system since birth depends on the development and composition of the indigenous microbiota [29]. While at first, probiotics were consumed to modulate and improve the gut microbiota balance, nowadays specific health effects have been established, and they are supplied to alleviate chronic intestinal inflammatory diseases, to prevent and treat pathogen-induced diarrhea, or to manage autoimmune and atopic diseases [26,30,31,32].



4. Biosynthesis of Folate

Both prokaryotic and eukaryotic cells require reduced folate cofactors as acceptor/donor of one-carbon units in a variety of biosynthetic processes, including the formation of methionine, purines, and thymine, and in some degradative reactions. While the cellular requirement for folates is universal, methods for obtaining them differ among organisms. Animals cannot synthesize folates and assimilate these derivatives with a diet exploiting active transport systems. Diversely, plants, fungi, certain protozoa, and several archaea and bacteria can synthesize folates de novo, likely through the same general biosynthetic pathway [33] with some modifications [34,35,36,37,38].

The folate molecule contain one pterin moiety, originating from 6-hydroxymethyl-7,8-dihydropterin pyrophosphate (DHPPP), bound to para-aminobenzoic acid (pABA, vitamin B10). Thus, de novo biosynthesis (Figure 1) necessitates both the precursors, DHPPP and pABA. The latter can be produced by plants and bacteria from the pentose phosphate pathway. Erythrose 4-phosphate and phosphoenolpyruvate undergo the shikimate pathway to ultimately lead to chorismate, which serves as a branching point toward the biosynthesis of aromatic amino acids and pABA. Chorismate is converted via aminodeoxychorismate synthase (EC 2.6.1.85) into 4-amino-4-deoxychorismate. Subsequently, pyruvate is cleaved by 4-amino-4-deoxychorismate lyase (EC 4.1.3.38) to give pABA, which ultimately serves for folate biosynthesis. The biosynthesis of DHPPP proceeds via the conversion of guanosine triphosphate (GTP) in four consecutive steps. The first step is catalyzed by GTP cyclohydrolase I (EC 3.5.4.16) and involves an extensive transformation of GTP, through Amadori rearrangement, to form a pterin ring structure. Following dephosphorylation, the pterin molecule undergoes aldolase and pyrophosphokinase reactions, which produce the activated pyrophosphorylated DHPPP.

Figure 1. Pathway of de novo bacterial biosynthesis of folate. Abbreviations: GTP, guanosine triphosphate; DHPPP, 6-hydroxymethyl-7,8-dihydropterin pyrophosphate; pABA, para-aminobenzoic acid; DHP, 7,8-dihydropteroate; DHF, dihydrofolate; THF, tetrahydrofolate.
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Folate biosynthesis continues with the formation of a C–N bond joining DHPPP to pABA. This condensation reaction, catalyzed by dihydropteroate synthase (EC 2.5.1.15), yields 7,8-dihydropteroate (DHP). DHP is glutamylated by dihydrofolate synthase (EC 6.3.2.12) giving dihydrofolate (DHF). Then, it is reduced by DHF reductase (EC 1.5.1.3) to the biologically active cofactor tetrahydrofolate (THF) and subjected to the addition of multiple glutamate moieties by folylpolyglutamate synthase (EC 6.3.2.17) to yield THF-polyglutamate. Polyglutamilation may take place also before the occurrence of the reduction step, being catalyzed by DHF synthase or, in many bacteria, by a bifunctional enzyme which is responsible for both EC 6.3.2.12 and EC 6.3.2.17 activities [38].



5. Production of Folate by Lactobacilli

The genus Lactobacillus includes almost two hundreds recognized species of low G + C gram‑positive eubacteria within the phylum of the Firmicutes and the Clostridium-Bacillus subdivision [39]. Despite their wide phylogenetic and functional diversity, lactobacilli are invariably anaerobic/microaerophilic, aciduric/acidophilic non-sporulating rods. Lactobacilli are included within the functional group of lactic acid bacteria (LAB), being saccharolytic and strictly gaining energy through the lactic fermentation of carbohydrates, and can be classified as obligate homo-fermentative (giving mainly lactic acid), obligate hetero-fermentative (giving mainly lactic acid, acetic acid, and CO2), or facultative hetero-fermentative [40].

Lactobacilli occur in a variety of habitats, including plant-derived matrices, fermented foods (such as dairy products and fermented dough, milk, vegetables, and meats), and diverse niches within the body of humans and animals. In particular, several species are endogenous members of the resident microbiota of the hindgut. Many commensal lactobacilli have been proven to exert a number of beneficial health effects and have attracted considerable attention as probiotics, although the molecular mechanisms behind these beneficial properties are still under investigation. Besides, lactobacilli of food origin are primarily important in the production of fermented products, but are increasingly investigated for the production of healthy functional foods. At present, the strains of Lactobacillus with the greatest relevance for the manufacturing of probiotics and functional foods belong to the species L. acidophilus, L. casei, L. paracasei, L. plantarum, L. reuteri, and L. salivarius [26,29].

Due to potentially relevant applications, the ability to produce folate has been intensively investigated in many Lactobacillus isolates from a variety of origins. Strains from the human gastrointestinal tract could find application as folate-producing probiotics, while strains from fermented foods could be exploited as microbial starters for manufacturing folate-fortified dairy products with improved nutritional value. In this perspective, efforts were accomplished to investigate the vitamin requirements of lactobacilli and to determine the effects of their growth on folate levels in diverse media [41,42,43,44,45]. Recently, the genome sequence of an increasing number of strains of Lactobacillus and LAB has provided a major contribution to the knowledge of folate biosynthesis by these bacteria [38], even if the number of genomes sequenced is still limited, compared to the total amount of species.

The analysis of genome sequences for predictable metabolic pathways using KEGG database [46] suggests that the ability to synthesize pABA de novo is absent among all the sequenced members of the genus Lactobacillus (Table 1). In fact, the enzymes which are necessary for chorismate conversion into pABA are lacking. Moreover, the shikimate pathway for chorismate production is complete only in the strains of L. plantarum, while it is absent or partial in all the other lactobacilli. Thus, it is expected that lactobacilli are generally unable to produce folate in the absence of pABA. Diversely, pABA supplementation should be unnecessary in the phylogenetically related genera Lactococcus and Streptococcus [40], since all the sequenced lactococci and streptococci, with rare exceptions, possess all the genes for both shikimate pathway and chorismate conversion into pABA.

Table 1. Genes and enzymes for the biosynthesis of DHPPP, THF-polyglutamate, chorismate, and pABA predicted from the sequenced genomes of genus Lactobacillus and other lactic acid bacteria [46]. Abbreviations: pABA, para-aminobenzoic acid; DHPPP, 6-hydroxymethyl-7,8-dihydropterin pyrophosphate; THF, tetrahydrofolate.
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a, h: human gastro-intestinal tract; a: animal gastrointestinal tract; p: probiotic; f: fermented food (meat or dairy products); v: plant; Within each strain, dots with the same color indicate genes organized within the same gene cluster; empty dots indicate genes located elsewhere in the genome; Within each strain, dots with the same letter indicate the same gene encoding different enzymatic activities. 






The sequenced strains of L. johnsonii, L. acidophilus, L. salivarius, L. brevis, L. casei, L. gasseri, L. rhamnosus, and L. crispatus lack the genes of DHPPP de novo biosynthetic pathway and also the gene encoding dihydropteroate synthase (EC 2.5.1.15), whereas they possess the genes for DHP transformation into DHF, THF, and THF-polyglutamate. Therefore, it is expected that these strains are auxotrophic for folates or DHP, and remain incapable of folate production even in the presence of pABA supplementation.

Like Lactococcus lactis, the sequenced strains L. plantarum, L. sakei, L. delbrueckii, L. reuteri, L. helveticus, and L. fermentum harbor a folate biosynthesis cluster that includes the gene encoding dihydropteroate synthase (EC 2.5.1.15) and all the genes for the biosynthesis of DHPPP, with the exception of alkaline phosphatase (EC 3.1.3.1). In L. lactis, the dephosphorylation of dihydroneopterin triphosphate into the monophosphate has been demonstrated to occur through an alternative route and to involve a Nudix pyrophosphohydrolase (with provisional number EC 3.6.1.-) [47]. Most of lactobacilli harbor a number of genes encoding putative Nudix enzymes (including mutT genes for DNA repair), but only L. sakei, L. helveticus, and L. delbrueckii have a homolog of L. lactis gene within the fol cluster. Diversely, in L. fermentum, L. plantarum, and L. reuteri, the fol cluster contains the gene of a putative non-Nudix purine NTP pyrophosphatase, which is probably responsible for hydrolyzing dihydroneopterin triphosphate in these species. Therefore, L. plantarum, L. sakei, L. delbrueckii, L. reuteri, L. helveticus, and L. fermentum are expected to produce DHPPP and may be considered as potential folate producers if they are cultured in the presence of pABA.

Many authors have investigated the ability of LAB to grow in folate-free media and to produce folate. L. casei was among the first folate-auxotrophic bacteria to be discovered [48] and among the first organisms whose folate uptake system was biochemically described [49,50,51]. In L. casei and L. salivarius, the latter being another folate-auxotrophic species, the uptake proceeds via an abundant high affinity membrane-associated binding protein which facilitates the passage of folate across the membrane as an electroneutral complex with cations, with an influx that is half-maximal at folate concentrations in the nanomolar range. The uptake system of L. casei has been cloned and characterized, and has been classified within the new class of prokaryotic transporters based on a shared energy-coupling factor (ECF). It is based on an ECF component, shared with the transport systems of thiamine and biotin, plus a folate-specific binding protein. The specific component is encoded by the gene folT, which has homologs in most of lactobacilli and in other Firmicutes, where the corresponding genes may be included within the fol cluster [52,53].

Within the cell, the substrate slowly dissociates from internalized binding sites and is sequentially metabolized to coenzyme forms and then to membrane-impermeable folylpolyglutamates [49,54,55]. More recently, dozens of strains of LAB have been screened for folate production. Unlike the strains of Lactococcus lactis subsp. cremoris, Lactococcus lactis subsp. lactis, and Streptococcus thermophilus, the strains of Lactobacillus are generally unable to produce folate with the exception of L. plantarum [42,56]. The strains of Lactococcus lactis and Streptococcus thermophilus were demonstrated to produce folate, to accumulate the vitamin within the cells, and excrete it into the medium. The extent of vitamin production, the partitioning between accumulation and excretion, and the form in which the vitamin occurred (e.g., the number of glutamate residues, and the association to formyl or methenyl groups) mostly depended on the strain and, in some cases, were influenced by culture conditions, such as the pH, the growth rate and the presence of pABA. On the contrary, the strains of Lactobacillus consumed folate with the exception of L. plantarum. With hindsight, these observations are in agreement with the presence or the lack of the genes for folate biosynthesis, as predicted from the sequenced genomes.

Several attempts were carried out to exploit strains of Lactobacillus for folate fortification of fermented dairy products, but the use of just lactobacilli is likely to deplete the folate levels of the fermented product [56,57,58,59,60,61]. Nonetheless, folate production and utilization is additive in mixed cultures of S. thermophilus and lactobacilli. Thus, increased folate levels in yoghurt and fermented milk are possible through judicious selection of inoculum species, even though the folate levels remain relatively low in terms of recommended daily intake [56].

Combining genome-based metabolic models with growth experiments on minimal media is fundamental to unravel the authentic metabolic capabilities and nutritional requirements of bacteria and to reveal inconsistencies between the predictions and their actual behavior. Specifically, it was found that amino acids, bases and nucleosides present in non-minimal media could circumvent the need for specific cofactors such as folate and pABA [62,63]. Genome-based predictions and the utilization of chemically defined media have been satisfactorily combined only for L. plantarum so far [45]. Using a medium lacking all components needed for folate production or folate-dependent metabolite formation, it was demonstrated that, in the presence of pABA, L. plantarum produced a surplus of folate that exceeded the requirement of its own metabolism. The absence of pABA suppressed the production, but did not affect growth rate or biomass formation at all, thus the presence of an alternative cofactor for the one-carbon donation may not be excluded.

In silico analysis of the folate biosynthesis genes of the B12 producer L. reuteri JCM1112 was used to develop a metabolic engineering strategy and to optimize the composition of pABA-supplemented fruit-based media aiming at combining the production of B12 and folate in the desired ratio [43]. The overexpression in L. reuteri of the complete folate biosynthesis gene cluster from L. plantarum increased folate production to levels substantially higher than those previously described, even though these recombinant strains cannot be directly used by the food industry.



6. Production of Folate by Bifidobacteria

Bifidobacterium is a genus of high G + C Gram-positive eubacteria within the phylum of Actinobacteria. They are saccharolytic obligate anaerobes whose primary habitat is the gastrointestinal tract of animals, being among the first gut colonizers. Among nearly fifty species recognized so far [39], the most represented in the gastrointestinal tract of human adults or infants, are Bifidobacterium pseudocatenulatum, B. catenulatum, B. adolescentis, B. longum, B. infantis, B. breve, B. angulatum and B. dentium [64]. Bifidobacteria are one of the most important health-promoting groups of the colonic microbiota and one of the most important microorganisms to be used as probiotics. Several reports provided insight into metabolic, trophic and protective functions that reinforce the functional claims of bifidobacteria. They produce lactic and acetic acids which acidify the large intestine and restrict putrefactive and potentially pathogenic bacteria, inhibit the attachment and the growth of transient organisms and pathogens, repress harmful enzymatic activities within the microbiota, activate a number of dietary compounds into bioactive healthy molecules, and produce vitamins and amino acids. Furthermore, they have been demonstrated to participate in the regulation of intestinal homeostasis, modulate local and systemic immune responses, and play an important role in the protection against cancer and inflammatory diseases [29,65]. However, the mechanisms of action are not yet completely understood and it is likely that more than one mechanism works simultaneously to bring about the health benefits [65].

Among intestinal bacteria, bifidobacteria are generally considered to synthesize several B group vitamins, including folate, biotin, thiamine, nicotinic acid, pyridoxine, riboflavin, and B12, but have not been reported to produce vitamin K. Nonetheless, the capability of bifidobacteria to produce vitamins and to release them extracellularly has never been explored in depth, with the sole exception of folate [22,66,67]. In fact, the lack of suitable analytical methods with sufficient sensitivity, and of a general synthetic medium where most Bifidobacterium spp. abundantly grow, has delayed an extensive screening of Bifidobacterium strains for auxotrophies, synthesis, and secretion of vitamins.

Based on the analysis of genome sequences for predictable metabolic pathways [46], all the sequenced bifidobacteria possess the entire set of the genes for the shikimate pathway and are expected to produce chorismate (Table 2). Even though they harbor the gene encoding the aminodeoxychorismate synthase (EC 2.6.1.85), only the strains of B. adolescentis and B. dentium possess the 4-amino-4-deoxychorismate lyase (EC 4.1.3.38) and are expected to accomplish de novo biosynthesis of pABA. Both the sequenced strains of B. animalis subsp. lactis lack the gene encoding dihydropteroate synthase (EC 2.5.1.15) and all the genes for the biosynthesis of DHPPP, thus they should behave auxotrophic for folates or DHP, and remain incapable of folate production even in the presence of pABA supplementation.

Table 2. Genes and enzymes for the biosynthesis of DHPPP, THF-polyglutamate, chorismate, and pABA predicted from the sequenced genomes of genus Bifidobacterium [46]. Abbreviations: pABA, para-aminobenzoic acid; DHPPP, 6-hydroxymethyl-7,8-dihydropterin pyrophosphate; THF, tetrahydrofolate.


	 [image: Nutrients 03 00118 i002]





a, h: human gastro-intestinal tract; p: probiotic; f: fermented food (meat or dairy products); Within each strain, dots with the same color indicate genes organized within the same gene cluster; empty dots indicate genes located elsewhere; Within each strain, dots with the same letter indicate the same gene encoding different enzymatic activities.






All the other sequenced bifidobacteria harbor a cluster of fol genes encoding dihydropteroate synthase (EC 2.5.1.15) and some enzymes for the biosynthesis of DHPPP. Therefore, bifidobacteria are expected to carry out the condensation between pABA and DHPPP. Unlike lactobacilli, the fol cluster of bifidobacteria encodes for neither pyrophosphohydrolase (EC 3.6.1.-) nor alkaline phosphatase (EC 3.1.3.1). Several putative Nudix pyrophosphatases and alkaline phosphatase are widespread in all the sequenced genomes of bifidobacteria, but it is not possible to argue whether they are involved in folate biosynthesis, because their function has not been investigated so far. Therefore, it should not be excluded that B. adolescentis, B. dentium, and B. longum can accomplish the dephosphorylation of dihydroneopterin through an enzyme so-far unidentified or an enzyme‑independent chemical process, and can synthesize DHPPP. Furthermore, it is conceivable that B. adolescentis and B. dentium are capable of de novo folate production, while B. longum needs to be provided with pABA, and B. animalis requires folate.

Several strains of bifidobacteria have been screened for their ability to produce folate in low-folate or folate-free media. Twenty-four strains of B. bifidum, B. infantis, B. breve, B. longum, and B. adolescentis were cultured in a low-folate semisynthetic medium and significant differences in vitamin accumulation were found among the species tested [66]. All B. bifidum and B. infantis strains were classified as high folate accumulators, while B. breve, B. longum, and B. adolescentis produced lower amounts of the vitamin. For all the strains, extracellular folate accounted for most of the accumulated vitamin [68]. In other studies, the highest folate accumulation in reconstituted skim-milk was obtained after incubation with B. breve and B. infantis or B. longum strains [69].

Rather different results were obtained when 76 wild-type strains were screened in a folate-free semisynthetic medium [66]. Supplementation of folate was necessary for the growth of most of the strains, and the ability to produce the vitamin in the folate-free medium was found only in 17 strains belonging to nine different species (B. adolescentis, B. breve, B. pseudocatenulatum, B. animalis, B. bifidum, B. catenulatum, B. dentium, B. infantis, and B. longum). The vitamin production was not related to the extent of the growth, and was not a characteristic of the species, but seemed to be a trait of the single strains. The vitamin was mainly extracellular; intracellular accumulation was strain‑dependent and ranged between 9 and 38% of total vitamin production. The highest extracellular folate levels (between 41 and 82 ng mL−1) were produced by four strains of B. adolescentis and two of B. pseudocatenulatum. Only one out of 15 B. longum strains grew in folate free-medium.

The discrepancy with the studies that did not identify B. adolescentis and B. pseudocatenulatum as high-producers may be due to both strain-to-strain differences and to different experimental designs [66,68]. Unlike the previous studies, folate-free medium was used, and the cultures were passaged seven times in this medium to exhaust the vitamin before evaluating growth and folate production [66]. Furthermore, it is conceivable that several strains have been phenotypically identified and classified when the number of species was lower, and need reclassification based on molecular phylogenetic analyses.

In the perspective to develop a probiotic based on folate-producing strains, it is important that vitamin biosynthesis is not affected by the environmental conditions occurring in the colon, and particularly by the level of exogenous vitamin, whose concentration range can be rather large depending on the dietary intake, absorption and excretion from urine, skin and bile [6]. Among the above strains, two B. adolescentis and one B. pseudocatenulatum were selected since they did not exhibit any feed-back regulation of folate production, due to the presence of exogenous vitamin in the range between 0 and 50 ng mL−1 [66]. Furthermore, neither pH nor the carbon source affected folate biosynthesis. These selected strains were administered to Wistar rats with induced folate deficiency, in order to investigate their effectiveness to improve folate status [22]. Lyophilized bifidobacteria were used alone or were added to bifidogenic fructans in a synbiotic formulation. At the end of the treatment, mean serum folate concentration in rats consuming both the probiotic and synbiotic diet was significantly higher than in controls. However, the simultaneous consumption of probiotics and prebiotic carbohydrates further increased the level of the probiotic strains in the intestine and resulted in the highest level of serum folate, confirming that the availability of a preferred indigestible carbon source is advantageous for the growth and the metabolic activity of probiotic bacteria.

These same strains of B. adolescentis and B. pseudocatenulatum, when given to 23 healthy volunteers in a pilot human study, significantly increased folate concentration in the feces of the subjects [67]. These results corroborate the assumption that the increase of folate levels was markedly due to the effective growth of the folate-producing bifidobacteria. In this case, the levels of commensal bifidobacteria in the large intestine correlated with the vitamin availability, suggesting that bifidobacteria are capable of producing folate in the gut, and that the folate synthesized in the large intestine can be absorbed and utilized by the host. In agreement with these results, in folate-depleted rats the administration of diets containing bifidogenic ingredients (e.g., human milk solids or prebiotics) increased the folate concentration in the cecum, colon, plasma, and colonic tissue [70,71]. These results support evidence that folate-producing probiotic strains may represent an endogenous source of vitamin, preventing its deficiency in the colon. Localized folate production in the large intestine may provide the proliferating enterocytes with this essential vitamin with potential effects in reducing colonic carcinogenesis [72]. Therefore, the trophic effects on colonocytes of folate-producing strains deserve to be evaluated. Moreover, the supply of folate by bifidobacteria may also contribute to lower hyperhomocysteinemia, since the administration of folate-producing B. longum exerted beneficial effects on the homocysteine levels of hemodialysis patients [73].

Besides their exploitation as an endogenous source of vitamin, folate-producing bifidobacteria may also be used to fortify fermented dairy products, as milk is a poor source of folate. This concept was tested in a particular study where seven strains of Bifidobacterium were evaluated for their capacity to enhance the folate concentration of reconstituted skim milk, resulting in a strain of B. breve being selected as the most promising [56]. Moreover, mixed culture fermentations of reconstituted skim milk were successfully carried out using folate-producing strains of Bifidobacterium in conjunction with strains of Streptococcus thermophilus and/or Lactobacillus delbrueckii subsp. bulgaricus from conventional yogurt, demonstrating that it is possible to increase folate levels in fermented milk products through appropriate selection of bacterial strains.



7. Conclusions

The use of folate-producing strains can be regarded as a new perspective on the specific uses of probiotics. Within the genus Lactobacillus, the strains belonging to the species L. plantarum are expected to produce folate in the presence of preformed pABA, while the other species cannot be regarded as folate producers. Therefore, the application of lactobacilli as folate-producing probiotics seems to be precluded, even though selected strains of L. plantarum deserve to be used in animal trials to provide evidence of their ability to produce folate in vivo. Unlike lactobacilli, several folate‑producing Bifidobacterium strains have been selected, but the release of high amounts of vitamin does not seem to be widespread within the genus. Animal trials confirmed that the administration of folate-producing bifidobacteria positively affected the plasmatic folate level, indicating that the vitamin is produced in vivo by the probiotic strains, and absorbed. In a human trial, the administration of the same strains resulted in a significant increase of folate concentration in feces. Even though the effect on plasmatic levels has not been investigated so far, folate-producing bifidobacteria may provide a complementary endogenous source of the vitamin and may contribute to prevent folate deficiency, which is often associated with premalignant changes in the colonic epithelia.






References


	1. 
FAO/WHO. Folate and folic acid. Human Vitamin and Mineral Requirements: Report of a Joint FAO/WHO Expert Consultation. Bangkok, Thailand; FAO: Rome, Italy, 2001; Chapter 4, pp. 53–63.

	2. 
IOM, Folate. In Dietary Reference Intakes for Thiamin, Riboflavin, Niacin, Vitamin B6, Folate, Vitamin B12, Pantothenic Acid, Biotin, and Choline; The National Academies Press: Washington, DC, USA, 1998; pp. 196–305. Chapter 8.

	3. 
Fuchs, C.S.; Willett, W.C.; Colditz, G.A.; Hunter, D.J.; Stampfer, M.J.; Speizer, F.E.; Giovannucci, E.L. The influence of folate and multivitamin use on the familial risk of colon cancer in women. Cancer Epidemiol. Biomarkers Prev. 2002, 11, 227–234. [Google Scholar]

	4. 
Sellers, T.A.; Kushi, L.H.; Cerhan, J.R.; Vierkant, R.A.; Gapstur, S.M.; Vachon, C.M.; Olson, J.E.; Therneau, T.M.; Folsom, A.R. Dietary folate intake, alcohol, and risk of breast cancer in a prospective study of postmenopausal women. Epidemiology 2001, 12, 420–428. [Google Scholar]

	5. 
Terry, P.; Jain, M.; Miller, A.B.; Howe, G.R.; Rohan, T.E. Dietary intake of folic acid and colorectal cancer risk in a cohort of women. Int. J. Cancer 2002, 97, 864–867. [Google Scholar]

	6. 
Birn, H. The kidney in vitamin B12 and folate homeostasis: characterization of receptors for tubular uptake of vitamins and carrier proteins. Am. J. Physiol. Renal Physiol. 2006, 291, F22–F36. [Google Scholar]

	7. 
Eckburg, P.B.; Bik, E.M.; Bernstein, C.N.; Purdom, E.; Dethlefsen, L.; Sargent, M.; Gill, S.R.; Nelson, K.E.; Relman, D.A. Diversity of the human intestinal microbial flora. Science 2005, 308, 1635–1638. [Google Scholar]

	8. 
O’Keefe, S.J. Nutrition and colonic health: the critical role of the microbiota. Curr. Opin. Gastroenterol. 2008, 24, 51–58. [Google Scholar]

	9. 
O’Keefe, S.J.; Ou, J.; Aufreiter, S.; O’Connor, D.; Sharma, S.; Sepulveda, J.; Fukuwatari, T.; Shibata, K.; Mawhinney, T. Products of the colonic microbiota mediate the effects of diet on colon cancer risk. J. Nutr. 2009, 139, 2044–2048. [Google Scholar]

	10. 
Stevens, C.E.; Hume, I.D. Contributions of microbes in vertebrate gastrointestinal tract to production and conservation of nutrients. Physiol. Rev. 1998, 78, 393–427. [Google Scholar]

	11. 
Hill, M.J. Intestinal flora and endogenous vitamin synthesis. Eur. J. Cancer Prev. 1997, 6, S43–S45. [Google Scholar]

	12. 
Gill, S.R.; Pop, M.; Deboy, R.T.; Eckburg, P.B.; Turnbaugh, P.J.; Samuel, B.S.; Gordon, J.I.; Relman, D.A.; Fraser-Liggett, C.M.; Nelson, K.E. Metagenomic analysis of the human distal gut microbiome. Science 2006, 312, 1355–1359. [Google Scholar]

	13. 
Said, H.M.; Mohammed, Z.M. Intestinal absorption of water-soluble vitamins: an update. Curr. Opin. Gastroenterol. 2006, 22, 140–146. [Google Scholar]

	14. 
Ichihashi, T.; Takagishi, Y.; Uchida, K.; Yamada, H. Colonic absorption of menaquinone-4 and menaquinone-9 in rats. J. Nutr. 1992, 122, 506–512. [Google Scholar]

	15. 
Matherly, L.H.; Hou, Z.; Deng, Y. Human reduced folate carrier: translation of basic biology to cancer etiology and therapy. Cancer Metastasis Rev. 2007, 26, 111–128. [Google Scholar]

	16. 
Zhao, R.; Matherly, L.H.; Goldman, I.D. Membrane transporters and folate homeostasis: intestinal absorption and transport into systemic compartments and tissues. Expert Rev. Mol. Med. 2009, 11, e4. [Google Scholar]

	17. 
Kim, T.H.; Yang, J.; Darling, P.B.; O’Connor, D.L. A large pool of available folate exists in the large intestine of human infants and piglets. J. Nutr. 2004, 134, 1389–1394. [Google Scholar]

	18. 
Asrar, F.M.; O’Connor, D.L. Bacterially synthesized folate and supplemental folic acid are absorbed across the large intestine of piglets. J. Nutr. Biochem. 2005, 16, 587–593. [Google Scholar]

	19. 
Sepehr, E.; Peace, R.W.; Storey, K.B.; Jee, P.; Lampi, B.J.; Brooks, S.P. Folate derived from cecal bacterial fermentation does not increase liver folate stores in 28-d folate-depleted male Sprague-Dawley rats. J. Nutr. 2003, 133, 1347–1354. [Google Scholar]

	20. 
Zimmerman, J. Folic acid transport in organ-cultured mucosa of human intestine. Evidence for distinct carriers. Gastroenterology 1990, 99, 964–972. [Google Scholar] [PubMed]

	21. 
Herrmann, W. Significance of hyperhomocysteinemia. Clin. Lab. 2006, 52, 367–374. [Google Scholar]

	22. 
Pompei, A.; Cordisco, L.; Amaretti, A.; Zanoni, S.; Raimondi, S.; Matteuzzi, D.; Rossi, M. Administration of folate-producing bifidobacteria enhances folate status in Wistar rats. J. Nutr. 2007, 137, 2742–2746. [Google Scholar]

	23. 
Fernandes, C.F.; Shahani, K.M. Anticarcinogenic and immunological properties of dietary lactobacilli. J. Food Prot. 1990, 53, 704–710. [Google Scholar]

	24. 
Fuller, R.; Gibson, G.R. Modification of the intestinal microflora using probiotics and prebiotics. Scand. J. Gastroenterol. Suppl. 1997, 222, 28–31. [Google Scholar]

	25. 
Aufreiter, S.; Gregory, J.F., III; Pfeiffer, C.M.; Fazili, Z.; Kim, Y.I.; Marcon, N.; Kamalaporn, P.; Pencharz, P.B.; O’Connor, D.L. Folate is absorbed across the colon of adults: evidence from cecal infusion of (13)C-labeled [6S]-5-formyltetrahydrofolic acid. Am. J. Clin. Nutr. 2009, 90, 116–123. [Google Scholar]

	26. 
FAO/WHO. Health and nutritional properties of probiotics in food including powder milk with live lactic acid bacteria. Report of a Joint FAO/WHO Expert Consultation on Evaluation of Health and Nutritional Properties of Probiotics in Food including Powder Milk with Live Lactic Acid Bacteria. Córdoba, Argentina; WHO: Geneva, Switzerland, 2001; pp. 1–34.

	27. 
Schrezenmeir, J.; de Vrese, M. Probiotics, prebiotics, and synbiotics-approaching a definition. Am. J. Clin. Nutr. 2001, 73, 361S–364S. [Google Scholar]

	28. 
de Vrese, M.; Schrezenmeir, J. Probiotics, prebiotics, and synbiotics. Adv. Biochem. Eng. Biotechnol. 2008, 111, 1–66. [Google Scholar]

	29. 
Mach, T. Clinical usefulness of probiotics in inflammatory bowel diseases. J. Physiol. Pharmacol. 2006, 57, S23–S33. [Google Scholar]

	30. 
Yan, F.; Polk, D.B. Probiotics as functional food in the treatment of diarrhea. Curr. Opin. Clin. Nutr. Metab. Care 2006, 9, 717–721. [Google Scholar]

	31. 
Vanderhoof, J.A. Probiotics in allergy management. J. Pediatr. Gastroenterol. Nutr. 2008, 47, S38–S40. [Google Scholar]

	32. 
Williams, N.T. Probiotics. Am. J. Health Syst. Pharm. 2010, 67, 449–458. [Google Scholar]

	33. 
ExploreEnz—The Enzyme Database. Available online: http://www.enzyme-database.org (accessed on 17 January 2011).

	34. 
Bermingham, A.; Derrick, J.P. The folic acid biosynthesis pathway in bacteria: evaluation of potential for antibacterial drug discovery. Bioessays 2002, 24, 637–648. [Google Scholar]

	35. 
Hanson, A.D.; Gregory, J.F., III. Synthesis and turnover of folates in plants. Curr. Opin. Plant Biol. 2002, 5, 244–249. [Google Scholar]

	36. 
White, R.H. Analysis and characterization of the folates in the nonmethanogenic archaebacteria. J. Bacteriol. 1988, 170, 4608–4012. [Google Scholar]

	37. 
Levin, I.; Giladi, M.; Altman-Price, N.; Ortenberg, R.; Mevarech, M. An alternative pathway for reduced folate biosynthesis in bacteria and halophilic archaea. Mol. Microbiol. 2004, 54, 1307–1318. [Google Scholar]

	38. 
De Crécy-Lagard, V.; El Yacoubi, B.; de la Garza, R.D.; Noiriel, A.; Hanson, A.D. Comparative genomics of bacterial and plant folate synthesis and salvage: predictions and validations. BMC Genomics 2007, 8, 245. [Google Scholar]

	39. 
LPSN List of Prokaryotic names with Standing in Nomenclature. Available online: http://www.bacterio.cict.fr (accessed on 17 January 2011).

	40. 
Makarova, K.S.; Koonin, E.V. Evolutionary genomics of lactic acid bacteria. J. Bacteriol. 2007, 189, 1199–1208. [Google Scholar]

	41. 
Rao, D.R.; Reddy, A.V.; Pulusani, S.R.; Cornwell, P.E. Biosynthesis and utilization of folic acid and vitamin B12 by lactic cultures in skim milk. J. Dairy Sci. 1984, 67, 1169–1174. [Google Scholar]

	42. 
Sybesma, W.; Starrenburg, M.; Tijsseling, L.; Hoefnagel, M.H.; Hugenholtz, J. Effects of cultivation conditions on folate production by lactic acid bacteria. Appl. Environ. Microbiol. 2003, 69, 4542–4548. [Google Scholar]

	43. 
Santos, F.; Wegkamp, A.; de Vos, W.M.; Smid, E.J.; Hugenholtzm, J. High-Level folate production in fermented foods by the B12 producer Lactobacillus reuteri JCM1112. Appl. Environ. Microbiol. 2008, 74, 3291–3294. [Google Scholar]

	44. 
Wegkamp, A.; Starrenburg, M.; de Vos, W.M.; Hugenholtz, J.; Sybesma, W. Transformation of folate-consuming Lactobacillus gasseri into a folate producer. Appl. Environ. Microbiol. 2004, 70, 3146–3148. [Google Scholar]

	45. 
Wegkamp, A.; Teusink, B.; de Vos, W.M.; Smid, E.J. Development of a minimal growth medium for Lactobacillus plantarum. Lett. Appl. Microbiol. 2010, 50, 57–64. [Google Scholar]

	46. 
KEGG: Kyoto Encyclopedia of Genes and Genomes. Available online: http://www.genome.jp/kegg (accessed on 17 January 2011).

	47. 
Klaus, S.M.; Wegkamp, A.; Sybesma, W.; Hugenholtz, J.; Gregory, J.F., III; Hanson, A.D. Anudix enzyme removes pyrophosphate from dihydroneopterin triphosphate in the folate synthesis pathway of bacteria and plants. J. Biol. Chem. 2005, 280, 5274–5280. [Google Scholar] [PubMed]

	48. 
Tamura, T.; Shin, Y.S.; Williams, M.A.; Stokstad, E.L. Lactobacillus casei response to pteroylpolyglutamates. Anal. Biochem. 1972, 49, 517–521. [Google Scholar]

	49. 
Henderson, G.B.; Huennekens, F.M. Transport of folate compounds into Lactobacillus casei. Arch. Biochem. Biophys. 1974, 164, 722–728. [Google Scholar]

	50. 
Buehring, K.U.; Tamura, T.; Stokstad, E.L. Folate coenzymes of Lactobacillus casei and Streptococcus faecalis. J. Biol. Chem. 1974, 249, 1081–1089. [Google Scholar]

	51. 
Shane, B.; Stokstad, E.L. Transport and metabolism of folates by bacteria. J. Biol. Chem. 1975, 250, 2243–2253. [Google Scholar]

	52. 
Eudes, A.; Erkens, G.B.; Slotboom, D.J.; Rodionov, D.A.; Naponelli, V.; Hanson, A.D. Identification of genes encoding the folate- and thiamine-binding membrane proteins in Firmicutes. J. Bacteriol. 2008, 190, 7591–7594. [Google Scholar]

	53. 
Rodionov, D.A.; Hebbeln, P.; Eudes, A.; ter Beek, J.; Rodionova, I.A.; Erkens, G.B.; Slotboom, D.J.; Gelfand, M.S.; Osterman, A.L.; Hanson, A.D.; Eitinger, T. A novel class of modular transporters for vitamins in prokaryotes. J. Bacteriol. 2009, 191, 42–51. [Google Scholar]

	54. 
Henderson, G.B.; Kojima, J.M.; Kumar, H.P. Kinetic evidence for two interconvertible forms of the folate transport protein from Lactobacillus casei. J. Bacteriol. 1985, 163, 1147–1152. [Google Scholar]

	55. 
Kumar, H.P.; Tsuji, J.M.; Henderson, G.B. Folate transport in Lactobacillus salivarius. Characterization of the transport mechanism and purification and properties of the binding component. J. Biol. Chem. 1987, 262, 7171–7179. [Google Scholar] [PubMed]

	56. 
Crittenden, R.G.; Martinez, N.R.; Playne, M.J. Synthesis and utilisation of folate by yoghurt starter cultures and probiotic bacteria. Int. J. Food Microbiol. 2003, 80, 217–222. [Google Scholar]

	57. 
Reddy, K.P.; Shahani, K.M.; Kulkarni, S.M. B-complex vitamins in cultured and acidified yogurt. J. Dairy Sci. 1976, 59, 191–195. [Google Scholar]

	58. 
Alm, L. Effect of fermentation on B-vitamin content of milk in Sweden. J. Dairy Sci. 1982, 65, 353–359. [Google Scholar]

	59. 
Friend, B.A.; Fiedler, J.M.; Shahani, K.M. Influence of culture selection on the flavor, antimicrobial activity, β-galactosidase and B-vitamins of yoghurt. Milchwissenschaft 1983, 38, 133–136. [Google Scholar]

	60. 
Kneifel, W.; Kaufmann, M.; Fleischer, A.; Ulberth, F. Screening of commercially available mesophilic dairy starter cultures: biochemical, sensory, and microbiological properties. J. Dairy Sci. 1992, 75, 3158–3166. [Google Scholar]

	61. 
Hoppner, K.; Lampi, B. Total folate, pantothenic acid and biotin content of yogurt products. Can. Inst. Sci. Technol. J. 1990, 23, 223–225. [Google Scholar]

	62. 
Teusink, B.; Wiersma, A.; Molenaar, D.; Francke, C.; de Vos, W.M.; Siezen, R.J.; Smid, E.J. Analysis of growth of Lactobacillus plantarum WCFS1 on a complex medium using a genome-scale metabolic model. J. Biol. Chem. 2006, 281, 40041–40048. [Google Scholar]

	63. 
Wegkamp, A.; van Oorschot, W.; de Vos, W.M.; Smid, E.J. Characterization of the role of para-aminobenzoic acid biosynthesis in folate production by Lactococcus lactis. Appl. Environ. Microbiol. 2007, 73, 2673–2681. [Google Scholar]

	64. 
Biavati, B.; Mattarelli, P. The Family Bifidobacteriaceae. In The Prokaryotes, 3rd; Dworkin, M., Falkow, S., Rosenberg, E., Schleifer, K.H., Stackebrandt, E., Eds.; Springer: New York, NY, USA, 2006; Volume 3, pp. 322–382. Chapter 3. [Google Scholar]

	65. 
Rossi, M.; Amaretti, A. Probiotic Properties of Bifidobacteria. In Bifidobacteria: Genomics and Molecular Aspects; van Synderen, D., Mayo, B., Eds.; Caister Academic Press: Norfolk, UK, 2010; pp. 97–123. Chapter 6. [Google Scholar]

	66. 
Pompei, A.; Cordisco, L.; Amaretti, A.; Zanoni, S.; Matteuzzi, D.; Rossi, M. Folate production by bifidobacteria as a potential probiotic property. Appl. Environ. Microbiol. 2007, 73, 179–185. [Google Scholar]

	67. 
Strozzi, G.P.; Mogna, L. Quantification of folic acid in human feces after administration of Bifidobacterium probiotic strains. J. Clin. Gastroenterol. 2008, 42, S179–S184. [Google Scholar]

	68. 
Deguchi, Y.; Morishita, T.; Mutai, M. Comparative studies on synthesis of water-soluble vitamins among human species of bifidobacteria. Agric. Biol. Chem. 1985, 49, 13–19. [Google Scholar]

	69. 
Lin, M.Y.; Young, C.M. Folate levels in cultures of lactic acid bacteria. Int. Dairy J. 2000, 10, 409–413. [Google Scholar]

	70. 
Krause, L.J.; Forsberg, C.W.; O’Connor, D.L. Feeding human milk to rats increases Bifidobacterium in the cecum and colon which correlates with enhanced folate status. J. Nutr. 1996, 126, 1505–1511. [Google Scholar]

	71. 
Thoma, C.; Green, T.J.; Ferguson, L. Citrus pectin and oligofructose improve folate status and lower serum total homocysteine in rats. Int. J. Vitam. Nutr. Res. 2003, 73, 403–409. [Google Scholar]

	72. 
Choi, S.W.; Mason, J.B. Folate status: effects on pathways of colorectal carcinogenesis. J. Nutr. 2002, 132, 2413S–2418S. [Google Scholar]

	73. 
Taki, K.; Takayama, F.; Niwa, T. Beneficial effects of Bifidobacteria in a gastroresistant seamless capsule on hyperhomocysteinemia in hemodialysis patients. J. Ren. Nutr. 2005, 15, 77–80. [Google Scholar]





© 2011 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/).







nav.xhtml


  nutrients-03-00118


  
    		
      nutrients-03-00118
    


  




  





media/file3.png
Chorismate PABA DHPPP THF-polyglu
3 3 Y

§ 5§55 £ 8§ % S 8
RERSE LR IR F =2 558¢%
Strain and Origin * R A A RRE BRE R EN 24
b W= e Boa = b=
B o= 9 = o = D oW = =W

& S % = & 5 & b P

3
B. adolescentis ATCC 15703 hO ®" ®o0 O® OO0 »m0O00®"'®" ® OO
B. animalis subsp. lactis ADO11 hO ®" ® O oe O o [ele]
B. animalis subsp. lactis BI-04 hO ®" ® O oe®e O [0) o O
B. animalis subsp. lactis DSMZ 10140 f O ®* ® O o e® O [} [ele]
B. dentium Bd1 hO ®" ® O O® OO0 ®# 0O ® O o
B. longum DJO10A hO ®" ® O o e o [ ] o ® O o
B. longum NCC2705 hO ® ® O o ® O [ ] o] ® OO
B. longum subsp. infantis ATCC 15697 h O ®* ® O oe O ® oo ® O o
B. longum subsp. longum JDM301 pO ® ® O o e® O ® 0O ® O O






media/file0.png
R atP
l ecasate
A
S ororor
N 4 7,8-dihydroneopterin
o triphosphate
ecatan
l EC361.-
o on
NYT\M
Ld b 7 aanyaroneopterin
l ecarazs
o
SR
o 7.8-dihydropterin
l ec2763
S DHPPP
ecastis
o
ey "\j/\mOcoo DHP
S

-

HaN N

N
;

:
2

Lgiutamate

Lglutamate

Eceazre

EC63217

), o0
Ho—t
o+ e
ec2s15
ECa3as vl
843110
23RS
coo
o @\1 shikimate
o0
c27171 e
25110 e
£ciz3s ¥
coo
o
chorismate
ec2618s
v
coo
0L
i
4-amino-4-deoxychorismate
Ecaramn
v
coo
pABA
t
coo’
DHF

THE
THF polyglutamate

DHF polyglutamate





media/file1.png





media/file2.png
Chorismate PABA DHPPP THF-polyglu
Strain and Origin * Bl et e M [l <o N =
2352 F8 278 0* a8 “

S
Lactococcus lactis sbp. cremorisMG1363 f O ® O @ ® @ ®@ 0 o' OO0 o 0° e e o
Streptococcus thermophilus CNRZ1066 f O ® ® ® ® ®® 66 o OOo o ® ®0 O
Lactobacillus acidophilus NCFM f o O
Lactobacillus brevis ATCC 367 v o O
Lactobacillus casei ATCC 334 f [e] o O
Lactobacillus casei BL23 p [e] o O
Lactobacillus casei Zhang f [e] o O
Lactobacillus crispatus ST1 a o O
Lactobacillus delbrueckii ATCC 11842 f [ & ® o0 O
Lactobacillus delbrueckii ATCC BAA-365  f [ & ® ®0 O
Lactobacillus fermentum IFO 3956 v o0 0 ° ® o0 O
Lactobacillus gasseri ATCC 33323 h o O
Lactobacillus helveticus DPC 4571 f [ & LN ® e0 o
Lactobacillus johnsonii F 19785 a o O
Lactobacillus johnsonii NCC 533 h o O
Lactobacillus plantarum JDM1 p @O0 OGO OGO ° ° ® o0 O
Lactobacillus plantarum WCFS 1 heeoeeee ° L] ® o0 O
Lactobacillus reuteri DSMZ 20016 h [ ] [ ] ® e0 o
Lactobacillus reuteri JCM 1112 h [ ] [ ] ® e0 o
Lactobacillus rhamnosus GG h [e] o O
Lactobacillus rhamnosus Le 705 f o O
Lactobacillus sakei 23K feoeoeoeo ®o LN ] ® e0 o
Lactobacillus salivarius UCC 118 h [ X ] [e] o O






