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Abstract Biotin is an essential component of living organisms and an important cofactor for enzymes involved in carboxylation,
decarboxylation, and transcarboxylation reactions. Most of the current research on biotin has been focused on microorganisms and
animals, and relatively few studies have been conducted in plants, whereas biotin may play an important role in responding to abiotic
stresses in plants. Therefore, this paper reviews the development history of biotin and the research progress in plants, considering the
research progress in China and abroad. It provides new ideas for further research on the functions of biotin in plants and lays a
theoretical foundation for the in-depth interpretation of the molecular network mechanism of biotin in regulating the response to
abiotic stresses.
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Introduction
In the face of climate change, many plants may be forced to adapt to new and potentially challenging
environmental conditions (Lu et al., 2014; Fang and Xiong, 2015; Ding et al., 2019). Plants that face abiotic
stresses such as low temperatures, drought, and salinity during growth and development acquire mechanisms to
survive, through which they sense the stress and regulate their physiology accordingly. During this process,
there must be some changes of substances in the plant body, and biotin is one of them.

Biotin is a water-soluble vitamin that is an important cofactor for several carboxylases, decarboxylases, and
transcarboxylases in a variety of metabolic pathways in organisms (Knowles, 1989). Biotin is found in almost
all living cells. Bacteria, plants, some fungi, and a few animals synthesize biotin, which is essential for growth
and development (Prasad et al., 1998; Stolz et al., 1999). Previous studies have found that many vitamins are
essential for plant growth and development. For example, thiamine (Vitamin B1) is an essential factor for
several enzymes involved in central carbon metabolism (Settembre et al., 2003; Nosaka, 2006). Pyridoxol
(Vitamin B6) is a potent antioxidant, especially effective in removing mono-linear oxygen and superoxide
anions (Danon et al., 2005). Vitamin C can reduce stress-induced damage by eliminating reactive oxygen
species (Chen and Gallie, 2006; Paciolla et al., 2019). In addition, it has been reported that adding biotin to the
fermentation medium enhances the antioxidant activity of Pichia guilliermondii (Qi et al., 2015). Reactive
oxygen species (ROS) are products of aerobic metabolism in plants, and environmental stresses can lead to the
accumulation of large amounts of ROS in plant cells. The presence of a small amount of reactive oxygen
species can be used as a signaling molecule in the plant to induce the expression of key genes in the face of
adversity, thus enhancing the plant's ability to resist stress. However, when a large amount of ROS is generated
in the plant under stress conditions, many normal metabolic processes will be impeded and even lead to plant
death. Therefore, an effective reactive oxygen species scavenging mechanism will help plants maintain an
appropriate concentration of reactive oxygen species to enhance plant stress tolerance.

Here, we review the history of biotin development and the biotin synthesis pathway in plants. The research
progress of biotin in abiotic stresses in plants is described. A theoretical foundation is laid for further
investigation of the function of biotin in plants against abiotic stresses.
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1 Discovery and Naming of Biotin
Biotin (Vitamin B7 or Vitamin H) is a water-soluble vitamin essential for the normal metabolism of fats and
proteins. In 1901, Wildiers first discovered a factor in yeast that is essential for its growth and named it "biotin".
Bateman's team fed test animals an overdose of raw egg whites and found that this resulted in dermatitis and
hair loss, which disappeared when the raw egg whites were heated (Bateman, 1916). Boas (1927) described an
injury to the skin of rats caused by feeding them raw egg whites, and the appearance of a "protective factor X"
in various foods which prevented and cured this injury. Allison's team discovered a respiratory auxin whose
function was to promote the growth of rhizobial isolates and named it "auxin R" (Allison et al., 1933). At the
same time, Kuhn also discovered this factor and called it Vitamin H. In 1936, Kogl and Tonnis isolated a
substance in egg yolks that is essential for yeast growth and called it "biotin". In 1941, Du Vigneagud's team
identified coenzyme R and biotin as the same substance, formalized the molecular formula of biotin, and
isolated it from the liver (Du Vigneaud et al., 1940; György et al., 1940). The following year, Du Vigneaud's
team formalized the structure of biotin (Du Vigneaud, 1942).

2 Synthesis of Biotin
Bacteria and plants can synthesize the required biotin by themselves (Prasad et al., 1998; Stolz et al., 1999).
The first relevant explorations of biotin synthesis were done in bacteria. Initially, the biotin synthesis pathway
starting from primeloyl CoA and alanine was elucidated in bacteria. And biotin biosynthesis in bacteria
involves a four-step reaction with the products being 7-keto-8-aminopelargonic acid (KAPA),
7,8-diaminopelargonic acid (DAPA), desulfotransfer biotin (DTB), and finally biotin. In Escherichia coli, these
enzymes (bioF, bioA, bioD, bioB) are encoded by four genes clustered into a single manipulator whose
structure and function have been elucidated in detail (Marquet et al., 2001).

Research on biotin synthesis in plants began with the model plant Arabidopsis thaliana. The biotin synthesis
pathway in plants is similar to that in bacteria, and the process is carried out by enzymes encoded by the BIO4,
BIO1-BIO3, BIO1-BIO3, and BIO2 genes, which are homologs of the bacterial bioF, bioA, bioD, and bioB
genes, respectively. The first step is catalyzed by KAPA synthase (BIO4) in the cytosol to produce KAPA. The
enzyme that catalyzes the second and third steps is composed of DAPA synthase (BIO1) and DTB synthase
(BIO3), a combined enzyme gene named BIO1-BIO3 (Muralla et al., 2008) that catalyzes KAPA to produce
DTB in mitochondria. The final step is catalyzed by biotin synthase (BIO2) to produce biotin in mitochondria.
The BIO2-catalysed step is considered to be the rate-limiting step in the biotin synthesis pathway. Unlike the
biotin synthesis pathway in bacteria, biotin in plants is synthesized at two different sites. The initial synthesis
product, KAPA, is synthesized in the cytosol while the final conversion of desulfated biotin to biotin occurs in
the mitochondria (Weaver et al., 1996; Picciocchi et al., 2003; Arnal et al., 2006). Metabolic enzymes that
require biotin as a cofactor are usually located in four different sites: chloroplasts, mitochondria, proteasomes,
and cytoplasm (Che et al., 2003). In recent years, it has been shown that peroxisomes exhibit involvement in
biotin biosynthesis in plants and fungi. In fungi, peroxisome protein-deficient mutants exhibit biotin deficiency
(Tanabe et al., 2011).

3 Advances in Plant Biotin Synthesis Genes
Since the discovery of the biotin synthesis pathway in Arabidopsis thaliana, many efforts have been devoted to
the study of biotin synthesis genes. AtBIO4 encodes a KAPA synthase, and the bio4-1 mutant accumulates
hydrogen peroxide in large quantities and increases the expression of several genes involved in defense against
reactive oxygen species signaling. genes involved in defense against reactive oxygen species signal
transduction. Studies on bio4 mutants have revealed that biotin deficiency leads to light-dependent spontaneous
cell death and regulates the expression of defensive genes (Li et al., 2012). In 1998, another biotin
nutrient-deficient mutant, bio2, was identified and it was experimentally demonstrated that the addition of
biotin resulted in normal growth of the bio2 mutant, but the addition of desulfurized biotin did not affect the
mutant, thus identifying AtBIO2 as being involved in the final step of biotin synthesis. Later studies revealed
that this catalytic reaction occurs in plant mitochondria and confirmed that AtBIO2 requires
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mitochondria-targeted activity to fulfill its role in biotin synthesis (Patton et al., 1998). AtBIO3 was earlier
thought to encode the gene encoding desulfurised biotin synthase in the biotin synthesis pathway and the bio3
mutant has a phenotype similar to that of and nutrient-deficient phenotype. However, in-depth studies have
revealed that BIO3 and BIO1 produce chimeric BIO3-BIO1 transcripts, and this study confirms that BIO3-BIO1
has a bifunctional site that catalyzes two sequential reactions in the same metabolic pathway (Muralla et al.,
2008). In all studies of mutants of biotin synthesis genes, it was confirmed that biotin is an essential vitamin for
plant growth and that plants cannot grow in the absence of biotin synthesis and without exogenous biotin
additions. In 2000, a yeast mutant lacking the vht1 gene (dvht1) was used to identify possible plant biotin
transport proteins, and after complementation of an Arabidopsis cDNA library was screened for a single clone
capable of growth in a medium containing low concentrations of biotin. This screen identified sequences with
high similarity to sucrose transporters (e.g, AtSUC1, AtSUC2). Functional analysis of the proteins showed that a
member of the Arabidopsis family of sucrose transporter proteins (named SUC5; At1g71890) was radiolabelled
also confirming that SUC5 can transport biotin (Ludwig et al., 2000). In biotin biosynthesis-deficient (bio1 and
bio2) embryos, SUC5 is an essential carrier for the delivery of biotin.

4 Progress in the Study of Plant Biotinases
Many enzymes in plants catalyze carboxylation, decarboxylation, and transcarboxylation reactions with biotin
as an essential cofactor (Nikolau et al., 2003). Carboxylases typically use bicarbonate ions as the carboxyl
donor and organic molecules as the acceptor; decarboxylases typically use organic molecules as the donor and
water as the carboxyl acceptor; and transcarboxylases typically use organic molecules as the carboxyl donor
and organic molecules as the carboxyl acceptor (Knowles, 1989). Four carboxylases with biotin as a cofactor
have been identified, and these carboxylases catalyse the following two-step reaction, with A representing the
carboxylated receptor substrate:

HCO3− + ATP + Enzyme-biotin → Enzyme-biotin-CO2− + ADP + Pi
Enzyme-biotin-CO2− + A → Enzyme-biotin + A-CO2−

Acetyl coenzyme A carboxylase (ACCase) first received attention as an important component of the fatty acid
biosynthesis pathway, catalyzing the first rate-limiting step of fatty acid synthesis in the presence of ATP and
bicarbonate with biotin as a cofactor (Salie and Thelen, 2016). In prokaryotes, green algae, and most plants, this
enzyme is a heterologous complex, and its activity is dependent on four distinct subunits, biotin carboxylase
(BC), biotin carboxyl carrier protein (BCCP), and α- and β-carboxyltransferases (CT) (Elborough et al., 1996).
Embryo-specific overexpression of biotin carboxyl carrier protein 2 (BCCP2) in mature Arabidopsis thaliana
seeds inhibits ACCase activity in plastids, thereby altering oil, protein, and carbohydrate composition (Chen et
al., 2009). A novel family of proteins in Arabidopsis thaliana, named biotin/lipoic acid-binding structural
domain-containing protein family (BADC), was identified in in vivo immunoprecipitation using
subunit-specific antibodies. Immunoprecipitation methods demonstrated that this newly identified protein
interacts with acetyl coenzyme A carboxylase. Meanwhile, the yeast two-hybrid technique demonstrated that
the three protein isoforms of BADC interact with each of the two protein isoforms of BCCP, and this
interaction is not biotin-dependent (Salie et al., 2016). Another carboxylase identified with biotin as a cofactor
is 3-methylcrotonamide acetyl coenzyme A (MCCase) (Nikolau et al., 2003). MCCase is a complex consisting
of the biotin subunit MCCA and the non-biotin subunit MCCB. It catalyzes the ATP-dependent process from
3-methylcrotonamide acetyl coenzyme A (MC-CoA) to 3-methyl glutamyl acetyl coenzyme A (MG-CoA)
(McKean et al., 2000). When Arabidopsis was used as the study material, it was found that the catabolism of
leucine in the mitochondria was inhibited in the mutant material of MCCA and MCCB, resulting in a significant
increase in leucine accumulation in the plant. In addition, the mutant materials of MCCA and MCCB exhibited
abnormal flower and cilia development and a significant decrease in mutant seed germination, phenotypes that
were attributed to the blocked leucine metabolism (Ding et al., 2012). In the study of Arabidopsis MCCase, it
was also found that MCCase is inhibited by exogenous carbohydrates, especially sucrose, a phenomenon that
may predict that one of the major physiological roles of MCCase is the maintenance of carbon homeostasis in
plants (Che et al., 2002).
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5 Advances in the Study of Biotin in Abiotic Stresses in Plants
Because plants grow solidly, they cannot move to escape from adversity, so abiotic stress (such as extreme
temperature, salt stress, drought or light stress, etc.) will accompany the entire development process of plants,
severely stressing their distribution, growth, quality and yield, and even survival. Plants can only adapt to the
environment by changing their own morphology and structure as well as physiological and biochemical
reactions, or by releasing chemicals to influence the growth and development of other plants in the
neighbourhood, in order to change the microenvironment and make the environment more suitable for their own
growth. Biotin is a cofactor in the first reaction step of the fatty acid biosynthesis pathway and also a
rate-limiting step in the fatty acid biosynthesis pathway. Previously, biotin was also found to be involved in
plant response to abiotic stresses. In 1996, Patton reported that the expression of the plant BIO2 was regulated
by cellular biotin concentration (Patton et al., 1996). They also showed that BIO2 expression changes during the
light/dark cycle and that this trend is reproducible, consistent with the regulation of light or circadian rhythms
(Patton et al., 1996). In 2016, Shin Kamiyama found that different cultivation conditions have an effect on
biotin content in green vegetables, especially in pea sprouts (Pisum sativum). The biotin content was reduced
under low temperature or short light conditions. The expression of BIO2 gene also changed similarly to biotin
content (Kamiyama et al., 2016). In 2020, Wang Yao found that the gene encoding biotin synthase, AtBIO2,
was significantly up-regulated under carbonate stress, and AtBIO2 overexpression plants had significantly
higher biotin content than wild-type Arabidopsis thaliana and were more resistant to carbonate stress. This
demonstrates that the exogenous addition of biotin can enhance the ability of Arabidopsis thaliana to resist
carbonate stress (Wang et al., 2020).

6 Future Prospects
Previous studies on plant biotin have mainly examined fatty acid biosynthesis and accumulation (Chen et al.,
2009; Jang et al., 2015). Earlier studies on biotin biosynthesis genes were related to potential bioherbicides
(Hwang et al., 2010; Hahn et al., 2015). Currently, relatively few studies have been conducted on biotin's ability
to protect plants from specific abiotic stresses. Therefore, in the future, it is necessary to further validate the
relationship between biotin and plant resistance to abiotic stresses, and to explore the mechanism of biotin's
action under specific abiotic stress conditions.

In addition, the factors that regulate biotin synthesis in plants are unknown. Biotin synthesis requires energy
inputs from ATP, SAM and other reducing equivalents (e.g. nicotinamide adenine dinucleotide phosphate). To
date, the source of sulfhydryl coenzyme a, the precursor of biotin synthesis, remains unclear. Plants may utilize
aminobutyric acid as a carbon source for biotin, but genes associated with aminobutyric acid coenzyme a
synthase have not yet been identified in plants. In bacteria, the genes involved in biotin synthesis form a cluster
of genes whose transcription is regulated by a biotin manipulator that is sensitive to both intracellular biotin
concentration and the level of homologous proteins that require biotin (Chakravartty and Cronan, 2012). In
Arabidopsis, genomic loci for genes involved in biotin synthesis are dispersed, although the bio1 and bio3
genes have a bifunctional locus and produce a fusion protein that catalyzes two sequential reactions in the
biotin synthesis pathway (Muralla et al., 2008). However, the details of elucidating how genes involved in
biotin synthesis are regulated in plants have not yet been reported, so in the future, we further explored the
regulatory mechanisms of biotin synthesis and metabolism under abiotic stress conditions.

Authors’ Contributions
FDL drafted the manuscript and compiled the literatures. BYY was the director of the project and revised the manuscript. LSK
supervised and critically revised the manuscript. All authors read and approved the final manuscript.

Acknowledgments
This work was supported by the Program for Changjiang Scholars and Innovative Research Team at the University (grant number:
No. IRT17R99), the Fundamental Research Funds for the Central Universities (No. 2572022DX11), and Heilongjiang Province
Government Postdoctoral Science Foundation (grant number: LBH-Q18008).



Molecular Soil Biology 2024, Vol.15, No.1, 1-7
http://bioscipublisher.com/index.php/msb

5

References
Allison F.E., Hoover S.R., and Burk D., 1933, A respiration coenzyme, Science, 78(2019): 217-218.

https://doi.org/10.1126/science.78.2019.217
Arnal N., Alban C., Quadrado M., Grandjean O., and Mireau H., 2006, The Arabidopsis Bio2 protein requires mitochondrial targeting for activity. Plant Mol.

Biol., 62(3): 471-479.
https://doi.org/10.1007/s11103-006-9034-x

Bateman W.G., 1916, The digestibility and utilization of egg proteins, J.B.C., 26(1): 263-291.
https://doi.org/10.1016/S0021-9258(18)87458-0

Boas M.A., 1927, The effect of desiccation upon the nutritive properties of egg-white, Biochem. J., 21(3): 712-724.1.
https://doi.org/10.1042/bj0210712

Chakravartty V., and Cronan J.E., 2012, Altered regulation of Escherichia coli biotin biosynthesis in BirA superrepressor mutant strains, J. Bacteriol., 194(5):
1113-1126.
https://doi.org/10.1128/JB.06549-11

Che P., Weaver L.M., Wurtele E.S., and Nikolau B.J., 2003, The role of biotin in regulating 3-methylcrotonyl-coenzyme A carboxylase expression in
Arabidopsis. Plant Physiol., 131(3):1479-1486.
https://doi.org/10.1104/pp.013243

Che P., Wurtele E.S., and Nikolau B.J., 2002 Metabolic and environmental regulation of 3-methylcrotonyl-coenzyme A carboxylase expression in Arabidopsis,
Plant Physiol., 129(2): 625-637.
https://doi.org/10.1104/pp.001842

Chen M., Mooney B.P., Hajduch M., Joshi T., Zhou M., Xu D., and Thelen J.J., 2009, System analysis of an Arabidopsis mutant altered in de novo fatty acid
synthesis reveals diverse changes in seed composition and metabolism, Plant Physiol., 150(1): 27-41.
https://doi.org/10.1104/pp.108.134882

Chen Z., and Gallie D.R., 2006, Dehydroascorbate reductase affects leaf growth, development, and function, Plant Physiol., 142(2): 775-787.
https://doi.org/10.1104/pp.106.085506

Danon A., Miersch O., Felix G., Camp R.G.L., and Apel K., 2005, Concurrent activation of cell death-regulating signaling pathways by singlet oxygen in
Arabidopsis thaliana, Plant J., 41(1): 68-80.
https://doi.org/10.1111/j.1365-313X.2004.02276.x

Ding G., Che P., Ilarslan H., Wurtele E.S., and Nikolau B.J., 2012, Genetic dissection of methylcrotonyl CoA carboxylase indicates a complex role for
mitochondrial leucine catabolism during seed development and germination, Plant J., 70(4): 562-577.
https://doi.org/10.1111/j.1365-313X.2011.04893.x

Ding Y., Shi Y., and Yang S., 2019, Advances and challenges in uncovering cold tolerance regulatory mechanisms in plants, New Phytol., 222(4): 1690-1704.
https://doi.org/10.1111/nph.15696

Du Vigneaud V., 1942, The structure of biotin, Science, 96(2499): 455-461.
https://doi.org/10.1126/science.96.2499.455

Du Vigneaud V., Melville D.B., Gyorgy P., and Rose C.S., 1940, On the identity of vitamin H with biotin, Science, 92(2377): 62-63.
https://doi.org/10.1126/science.92.2377.62

Elborough K.M., Winz R., Deka R.K., Markham J.E., White A.J., Rawsthorne S., and Slabas A.R., 1996, Biotin carboxyl carrier protein and carboxyltransferase
subunits of the multi-subunit form of acetyl-CoA carboxylase from Brassica napus: cloning and analysis of expression during oilseed rape embryogenesis,
Biochem. J., 315(Pt1): 103-112.
https://doi.org/10.1042/bj3150103

Fang Y., and Xiong L., 2015, General mechanisms of drought response and their application in drought resistance improvement in plants, Cell. Mol. Life Sci.,
72(4): 673-689.
https://doi.org/10.1007/s00018-014-1767-0

György P., Melville D.B., Burk D., and Du Vigneaud V., 1940, The possible identity of vitamin H with biotin and coenzyme R. Science, 91(2358): 243-245.
https://doi.org/10.1126/science.91.2358.243

Hahn H.G., Choi J.S., Lim H.K., Lee K.I., and Hwang I.T., 2015, Triazolyl phenyl disulfides: 8-Amino-7-oxononanoate synthase inhibitors as potential
herbicides, Pestic. Biochem. Physiol., 125: 78-83.
https://doi.org/10.1016/j.pestbp.2015.05.006

Hwang I.T., Choi J.S., Song H.Y., Cho S.J., Lim H.K., Park N.J., and Lee D.H., 2010, Validation of 7-keto-8-aminopelargonic acid synthase as a potential
herbicide target with lead compound triphenyltin acetate, Pestic. Biochem. Physiol., 97(1): 24-31.
https://doi.org/10.1016/j.pestbp.2009.11.010

Jang Y.E., Kim M.Y., Shim S., Lee J., and Lee S.H., 2015, Gene expression profiling for seed protein and oil synthesis during early seed development in
soybean, Genes & Genomics, 37(4):409-418.
https://doi.org/10.1007/s13258-015-0269-2

Kamiyama S., Ohnuki R., Moriki A., Abe M., Ishiguro M., and Sone H., 2016, The effects of light and temperature on biotin synthesis in pea sprouts. J. Nutr.
Sci. Vitaminol., 62(1): 19-25.
https://doi.org/10.3177/jnsv.62.19

https://doi.org/10.1126/science.78.2019.217
https://doi.org/10.1007/s11103-006-9034-x
https://doi.org/10.1016/S0021-9258(18)87458-0
https://doi.org/10.1042/bj0210712
https://doi.org/10.1128/JB.06549-11
https://doi.org/10.1104/pp.013243
https://doi.org/10.1104/pp.001842
https://doi.org/10.1104/pp.108.134882
https://doi.org/10.1104/pp.106.085506
https://doi.org/10.1111/j.1365-313X.2004.02276.x
https://doi.org/10.1111/j.1365-313X.2011.04893.x
https://doi.org/10.1111/nph.15696
https://doi.org/10.1126/science.96.2499.455
https://doi.org/10.1126/science.92.2377.62
https://doi.org/10.1042/bj3150103
https://doi.org/10.1007/s00018-014-1767-0
https://doi.org/10.1126/science.91.2358.243
https://doi.org/10.1016/j.pestbp.2015.05.006
https://doi.org/10.1016/j.pestbp.2009.11.010
https://doi.org/10.1007/s13258-015-0269-2
https://doi.org/10.3177/jnsv.62.19


Molecular Soil Biology 2024, Vol.15, No.1, 1-7
http://bioscipublisher.com/index.php/msb

6

Knowles J.R., 1989, The mechanism of biotin-dependent enzymes, Annu. Rev. Biochem., 58: 195-221.
https://doi.org/10.1146/annurev.bi.58.070189.001211

Li J., Brader G., Helenius E., Kariola T., and Palva E.T., 2012, Biotin deficiency causes spontaneous cell death and activation of defense signaling, Plant J.,
70(2): 315-326.
https://doi.org/10.1111/j.1365-313X.2011.04871.x

Lu W., Guo C., Li X., Duan W., Ma C., Zhao M., Gu J., Du X., Liu Z., and Xiao K., 2014, Overexpression of TaNHX3, a vacuolar Na+/H+ antiporter gene
antiporter gene in wheat, enhances salt stress tolerance in tobacco by improving related physiological processes, Plant Physiol. Biochem., 76: 17-28.
https://doi.org/10.1016/j.plaphy.2013.12.013

Ludwig A., Stolz J., and Sauer N., 2000, Plant sucrose-H+ symporters mediate the transport of vitamin H, Plant J., 24(4): 503-509.
https://doi.org/10.1046/j.1365-313x.2000.00900.x

Marquet A., Bui B.T., and Florentin D., 2001, Biosynthesis of biotin and lipoic acid. Vitam. Horm., 61: 51-101.
https://doi.org/10.1016/S0083-6729(01)61002-1

McKean A.L., Ke J., Song J., Che P., Achenbach S., Nikolau B.J., and Wurtele E.S., 2000, Molecular characterization of the non-biotin-containing subunit of
3-methylcrotonyl-CoA carboxylase, J. Biol. Chem. 275(8): 5582-5590.
https://doi.org/10.1074/jbc.275.8.5582

Muralla R., Chen E., Sweeney C., Gray J.A., Dickerman A., Nikolau B.J., and Meinke D., 2008, A bifunctional locus (BIO3-BIO1) required for biotin
biosynthesis in Arabidopsis, Plant Physiol., 146(1): 60-73.
https://doi.org/10.1104/pp.107.107409

Nikolau B.J., Ohlrogge J.B., and Wurtele E.S., 2003, Plant biotin-containing carboxylases, Arch. Biochem. Biophys., 414(2): 211-222.
https://doi.org/10.1016/S0003-9861(03)00156-5

Nosaka K., 2006, Recent progress in understanding thiamin biosynthesis and its genetic regulation in Saccharomyces cerevisiae, Appl. Microbiol. Biotechnol.,
72(1): 30-40.
https://doi.org/10.1007/s00253-006-0464-9

Paciolla C., Fortunato S., Dipierro N., Paradiso A., De Leonardis S., Mastropasqua L., and De Pinto M.C., 2019, Vitamin C in plants: from functions to
biofortification, Antioxidants, 8(11): 519.
https://doi.org/10.3390/antiox8110519

Patton D.A., Schetter A.L., Franzmann L.H., Nelson K., Ward E.R., and Meinke D.W., 1998, An embryo-defective mutant of arabidopsis disrupted in the final
step of biotin synthesis, Plant Physiol., 116(3):935-946.
https://doi.org/10.1104/pp.116.3.935

Patton D.A., Johnson M., and Ward E.R., 1996, Biotin synthase from Arabidopsis thaliana. cDNA isolation and characterization of gene expression, Plant
Physiol., 112(1): 371-378.
https://doi.org/10.1104/pp.112.1.371

Picciocchi A., Douce R., and Alban C., 2003, The plant biotin synthase reaction. Identification and characterization of essential mitochondrial accessory protein
components, J. Biol. Chem., 278(27): 24966-24975.
https://doi.org/10.1074/jbc.M302154200

Prasad P.D., Wang H., Kekuda R., Fujita T., Fei Y.J., Devoe L.D., Leibach F.H., and Ganapathy V., 1998, Cloning and functional expression of a cDNA
encoding a mammalian sodium-dependent vitamin transporter mediating the uptake of pantothenate, biotin, and lipoate, J. Biol. Chem., 273(13):
7501-7506.
https://doi.org/10.1074/jbc.273.13.7501

Qi K., Xia X.X., and Zhong J.J., 2015, Enhanced anti-oxidative activity and lignocellulosic ethanol production by biotin addition to medium in Pichia
guilliermondii fermentation, Bioresour. Technol., 189: 36-43.
https://doi.org/10.1016/j.biortech.2015.02.089

Salie M.J., and Thelen J.J., 2016, Regulation and structure of the heteromeric acetyl-CoA carboxylase, Biochim. Biophys. Acta., 1861(9Pt B): 1207-1213.
https://doi.org/10.1016/j.bbalip.2016.04.004

Salie M.J., Zhang N., Lancikova V., Xu D., and Thelen J.J., 2016, A family of negative regulators targets the committed step of de novo fatty acid biosynthesis,
Plant Cell, 28(9): 2312-2325.
https://doi.org/10.1105/tpc.16.00317

Settembre E., Begley T.P., and Ealick S.E., 2003, Structural biology of enzymes of the thiamin biosynthesis pathway, Curr. Opin. Struct. Biol., 13(6): 739-747.
https://doi.org/10.1016/j.sbi.2003.10.006

Stolz J., Hoja U., Meier S., Sauer N., and Schweizer E., 1999, Identification of the plasma membrane H+-biotin symporter of Saccharomyces cerevisiae by
rescue of a fatty acid-auxotrophic mutant, J. Biol. Chem., 274(26): 18741-18746.
https://doi.org/10.1074/jbc.274.26.18741

Tanabe Y., Maruyama J.I., Yamaoka S., Yahagi D., Matsuo I., Tsutsumi N., and Kitamoto K., 2011, Peroxisomes are involved in biotin biosynthesis in
Aspergillus and Arabidopsis, J. Biol. Chem., 286(35): 30455-30461.
https://doi.org/10.1074/jbc.M111.247338

https://doi.org/10.1146/annurev.bi.58.070189.001211
https://doi.org/10.1111/j.1365-313X.2011.04871.x
https://doi.org/10.1016/j.plaphy.2013.12.013
https://doi.org/10.1046/j.1365-313x.2000.00900.x
https://doi.org/10.1016/S0083-6729(01)61002-1
https://doi.org/10.1074/jbc.275.8.5582
https://doi.org/10.1104/pp.107.107409
https://doi.org/10.1016/S0003-9861(03)00156-5
https://doi.org/10.1007/s00253-006-0464-9
https://doi.org/10.3390/antiox8110519
https://doi.org/10.1104/pp.116.3.935
https://doi.org/10.1104/pp.112.1.371
https://doi.org/10.1074/jbc.M302154200
https://doi.org/10.1074/jbc.273.13.7501
https://doi.org/10.1016/j.biortech.2015.02.089
https://doi.org/10.1016/j.bbalip.2016.04.004
https://doi.org/10.1105/tpc.16.00317
https://doi.org/10.1016/j.sbi.2003.10.006
https://doi.org/10.1074/jbc.274.26.18741
https://doi.org/10.1074/jbc.M111.247338


Molecular Soil Biology 2024, Vol.15, No.1, 1-7
http://bioscipublisher.com/index.php/msb

7

Wang Y., Wang M., Ye X., Liu H., Takano T., Tsugama D., Liu S., and Bu Y., 2020, Biotin plays an important role in Arabidopsis thaliana seedlings under
carbonate stress, Plant Sci., 300: 110639.
https://doi.org/10.1016/j.plantsci.2020.110639

Weaver L.M., Yu F., Wurtele E.S., and Nikolau B.J., 1996, Characterization of the cDNA and gene coding for the biotin synthase of Arabidopsis thaliana, Plant
Physiol., 110(3): 1021-1028.
https://doi.org/10.1104/pp.110.3.1021

https://doi.org/10.1016/j.plantsci.2020.110639
https://doi.org/10.1104/pp.110.3.1021

