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Abstract

Background and Objective: The SWEET (Sugars Will Eventually be Exported Transporter) proteins play important roles in modulating
the growth and development processes in plants. However, little information is available on the SWEET family in sugar beet
(Beta vulgaris). The objectives of this present study were to genome-wide identify and characterize the BvSWEET family in sugar beet.
Materials and Methods: Based on the available genome, proteome and transcriptome databases of sugar beet, various computational
tools have been used to analyze the nucleotide and full-length protein sequences of members of the BvSWEET family. Results: A total
of 16 members of the BYSWEET family has been identified in sugar beet at the genome-wide scale. Structural analysis indicated that the
BVSWEET family exhibited variable characteristics. Furthermore, the BYSWEET family in sugar beet could be categorized into four distinct
groups like in other plant species. Of our interest, we found that some BVSWEET genes exhibited strongly preferential expression in major
organs/tissues underadverse environmental stimuli. Conclusion: The results provided a comprehensive foundation for further functional
characterization of the BVSWEET gene family.
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INTRODUCTION

Sugar beet or red beetroot (Beta vulgaris) has been
known as one of the most essential dicotyledonous plants,
which is widely grown in the world. Supplying approximately
30% of the global sucrose, sugar beet was recognized as
the second-largest source of refined table sugar'. This
economically important edible beet is also daily used as a
source of a variety of natural pigments, like bioactive
molecules (such as betalains, pectic-oligosaccharides and
phenolics) and phytochemicals (such as flavonoid, carotenoid
and vitamin)?, which was reportedly related to numerous
health benefits®. Thus, the efficiency of cultivation of this
sugar-yielding crop has been  comprehensively
investigated.

To investigate and evaluate the molecular changes in
sugar beets under adverse environmental conditions, many
studies have been reported the roles of transporter protein
families in the facilitation of sucrose accumulation*. Among
them, one key sucrose transporter family has been known as
‘SWEET-s’ (Sugars Will Eventually be Exported Transporters).
Participating in sucrose translocation and storage®, the
SWEET family has been reportedly modulated many biological
processes during the growth and development of plants®.
Recently, the SWEET families have been comprehensively
identified and characterized in various crop species, like rice’,
tomato®, soybean®, oilseed rape'?, cucumber'’, banana'
Chinese white pear', cotton™, tea plant’, apple’s, litchi",
wheat'®, Medicago truncatul/a®® and walnut®. Unfortunately,
no report has been made to a genome-wide survey of this
critical gene family in sugar beet.

Thus, the purpose of this research was to
comprehensively identify and characterize the SWEET family
in sugar beet. Particularly, a genome-wide survey has been
performed to seek all putative members of the SWEET
family. We also analyzed their general characteristics, like
physic-chemical properties, subcellular localization, gene
structure, phylogenetic tree and transmembrane helices.
Furthermore, the expression patterns of the SWEET gene in
major tissues/organs of sugar beet were determined by
re-analyzing the previous transcriptome atlas.

MATERIALS AND METHODS

Study area: This study was carried out from March, 2021 to
January, 2022. All analyses were conducted at Hanoi City and
Vinh Phuc and Phu Tho provinces, Vietnam.
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Genome-wide survey of the SWEET family in sugar beet:
To comprehensively seek SWEET-s in sugar beet, the
well-characterized domain of plant’s SWEET > obtained from
the Pfam tool?' was applied to search against the latest
assembly  of sugar beet  (Accession  number:
GCF_000511025.2)22 in the NCBI (National Center for
Biotechnology Information) and Phytozome 12.0% portals. The
major annotated features of the identified SWEET-s, including
peptide sequence, coding DNA sequence (CDS), genomic
DNA sequence (gDNA), identifier code and chromosomal
distribution were consequently obtained for further analyses.

Analysis of protein properties of the SWEET family in sugar
beet: The physic-chemical characteristics of the SWEET
proteins, like length, molecular weight, iso-electric point,
aliphatic index, hydropathicity, were theoretically calculated
by the ExPASY Protparam tool* as previously guided®-¢

Prediction of the subcellular localization of the BvSWEET-s:
The subcellular localization of the SWEET proteins were
predicted by using the web-based YLOC tool”. The full-length
protein sequence of each member of the SWEET family in
sugar beet was used as a query for a search in the YLOC
system?’. Particularly, a total of 10 locations, including the
nucleus, cytoplasm, mitochondrion, plasma membrane,
extracellular space, endoplasmic reticulum, peroxisome, Golgi
apparatus, vacuole and chloroplast were predicted for the
plant model?.

Analysis of the membrane-bound SWEET proteinsinsugar
beet: To predict the transmembrane helices in SWEET
proteins in sugar beet, the TMHMM 2.0 tool® was used. The
full-length protein sequences of the SWEET family in sugar
beet were used as seed sequences for seeking the
transmembrane helices®,

Construction of phylogenetic tree of the SWEET family in
sugar beet: To construct the phylogenetic tree of the SWEET
family, the full-length protein sequences of all members of the
SWEET family in sugar beet were collected as raw material for
the MEGA (Molecular Evolutionary Genetics Analysis) 7.0
software?. The Maximum Likelihood estimation with 1,000
bootstrapped replications was used as the statistical model for
generating the phylogenetic tree. Additionally, also collected
the full-length protein sequences of the SWEET families from
Arabidopsis thaliana®, rice’ and cassava in the Phytozome?
to analyze the categorization of the SWEET families.
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Analysis of gene structures of the SWEET family in sugar
beet: The number of exons and introns of genes encoding the
SWEET family in sugar beet was analyzed by using the GSDS
(Gene Structure Display Server) 2.0 website®'. The order of
members of the SWEET gene family was arranged based on
the Maximum-Likelihood-based phylogenetic tree?®. The result
was then illustrated by using Adobe lllustrator?2,

Analysis of the expression patterns of the SWEET family in
sugar beet: To investigate the expression patterns of the
SWEETgene family in sugar beet, we re-analyzed the previous
transcriptome databases by searching against the NCBI GEO
(NCBI Gene expression omnibus)®?, like GSE135555%,
GSE138039%, GSE1076273> and GSE114968%, Particularly, the
first microarray database (GSE135555) provided expression
data of fifteen-day-old roots of the sugar beet plants treated
with a beet cyst nematode, namely Heterodera schachtii®,
while  the  second dataset (GSE138039) contained
expression data of leaves on five-week-old sugar beet plants
inoculated with a fungal pathogen, namely  Sclerotinia
sclerotiorum?.  Additionally, we also downloaded two
datasets, GSE107627% and GSE114968%, which provided two
expression data of leaf tissues from alkaline-treated seedlings
and root tissues from salinity-treated seedlings, respectively.
Differentially expressed gene was assigned by a fold-change
cut-off ([fold-change|>2.0). The cluster heatmap of the SWEET
genes in sugar beet was then visualized in R software with the
g plots.

RESULTS AND DISCUSSION

Identification, annotation and chromosome localization of
the SWEET family in sugar beet: First of all, we seek the
SWEET family in sugar beet by Blast-ing a conserved domain

Table 1: BvSWEET family in sugar beet

of SWEET molecules, namely ‘PF03083" against the available
sugar beet's assembly?? from Phytozome® and NCBI
databases. As a result, a total of 16 putative members of the
SWEET family has been found and validated in sugar beet in
Table 1.

As compared with the SWEET families in other plant
species, we found that the amount of members from this
important family is critically variable®. For example, 21
putative members have been identified and characterized in
rice’. In the cucumber and tea plant, 17 and 13 members of
the SWEET family have been reported recently,
respectively' %, while 25 SWEET-s were found in Medicago's
assembly™. In four cotton species, 22,31, 55 and 60 members
of the SWEET family have been listed in Gossypium arboreum,
G. raimondji; G. hirsutum and G. barbadense, respectively™.
The number of members of the SWEET family could also reach
52 and 108 in soybean and wheat, respectively®’. Quite
recently, a total of 25 members of the SWEET family has been
studied in walnut?’. Here, our genome-wide survey indicated
that the number of SWEET family in sugar beet (16) is more
than in tea plant (13)' but less than many plant species, like
cucumber (17)", rice (21)?, G. arboreum(22)'*, Medicago (25)",
walnut (25)%, G. raimondii (31)", soybean (52)°, two other
cotton species (55 and 60 in G. Airsutum and G. barbadense,
respectively)* and wheat (108)8.

Next, the chromosomal locations of all 16 members of the
SWEET gene family were manually retrieved from the NCBI
database. According to the chromosomal localization of
SWEET genes in Fig. 1, we named 16 annotated genes, from
BvSWEETO] to 716 by their order of occurrence on the
chromosomes. It was noted that 16 BVSWEET genes were
located on the sugar beet genome with an even ratio.
Particularly, the chromosomes 2, 6 and 7 harboured only one
BvSWEET gene each, while two chromosomes, like 3 and 5

Gene name Locus name Length Mass pl Al GRAVY SL TMH
BVvSWEETO] EL10Ac1900932 234 26.39 9.27 115.30 0.70 PM 7
BvSWEETO2 EL10Ac1g01460 255 27.95 9.50 116.59 0.59 PM 7
BVvSWEETO3 EL10Ac2902891 162 18.71 8.71 121.42 0.81 PM 4
BvSWEET04 EL10Ac3905343 251 27.86 8.89 113.03 0.49 PM 7
BvSWEETO5 EL10Ac3906628 246 27.22 835 121.99 0.68 PM 6
BvSWEET06 EL10Ac3g06631 241 26.47 7.70 109.13 0.53 PM 7
BvSWEETO7 - 162 18.61 8.47 122.04 0.79 PM 5
BVvSWEETO8 EL10Ac4908428 234 26.03 6.25 112.48 0.81 PM 7
BvSWEET09 EL10Ac4909802 262 29.42 8.93 117.14 0.59 PM 7
BvSWEETT0 EL10Ac4909898 223 24.49 8.93 130.67 0.89 PM 7
BVSWEETTT EL10Ac5910774 234 26.74 9.22 122.35 0.72 PM 6
BvSWEET12 EL10Ac5g11351 324 36.27 6.52 105.49 0.34 PM 7
BvSWEET13 EL10Ac5912959 257 28.22 9.59 123.62 0.77 PM 7
BvSWEET14 EL10Ac5912960 273 3036 8.99 114.62 0.58 PM 7
BVSWEETT5 EL10Ac6913562 258 28.86 9.25 123.49 0.65 PM 7
BVvSWEETT6 EL10Ac7g17402 335 37.62 8.19 108.81 0.30 PM 7

pl:Iso-electric point, Al: Aliphaticindex, GRAVY: Grand average of hydropathicity, SL: Sub-cellular localization, TMH: Transmembrane helices and PM: Plasma membrane
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Fig. 1: Chromosomal distribution of the SWEET gene family in sugar beet genome

contained the highest number of BVSWEET genes (four each)
(Fig. 1). We also found that two and three BVvSWEET genes
were mapped on chromosomes 1 and 4, respectively (Fig. 1).
However, no BVSWEET gene was found on chromosomes 8
and 9.

Interestingly, two BVSWEET genes, like BVSWEETT3 and
74 were mapped on the sub-telomeric areas of
chromosome 5. This trend was also reported in the SWEET
gene families in other plant species, like rice’, soybean®,
cucumber', tea plant', four cotton species', Medicago' and
wheat'®. We hypothesized that genes on the sub-telomeric
region of the chromosome, like two BVSWEET genes in this
study, may act in the chromosome pairing and recognition
during the meiosis process in sugar beet, as previously
reported in other plant species™®.

Investigation on the physic-chemical properties of the
SWEET familyin sugar beet: To getinsight into the BvSWEET
family in sugar beet, the physic-chemical characteristics of
each BvSWEET’s member were analyzed by the online ExPASy
Protparam tool?*. Particularly, five parameters, including
protein length, mass, iso-electric point, aliphatic index and
hydropathicity were explored by applying the full-length
protein sequences to tool*. All features of the BVSWEET
family were then provided in Table 1.

The results revealed that the lengths of gDNA SWEET-s
varied from 489 (BvSWEETO3 and 0/) to 15046 bp
(BvSWEETT5), whereas, the protein lengths ranged from 162
(BvSWEET03 and 07) to 335 amino acid residues (BvSWEET16)
(Table 1). Moreover, the molecular weights of the BvSWEET
family were changed from 18.61 (BvSWEET07) to 37.62 kDa
(BVSWEET16) (Table 1). A majority of the BvSWEET proteins
(15 out of 16) had alkaline properties (the plvalues were more
than 7.0), whereas, only BvSWEET08 had acidic property
(the pl value was less than 7.0) (Table 1). Interestingly, /n silico
analysis indicated that all members of the BvSWEET family are
hydrophilic with positive GRAVY values (Table 1), while all
these molecules contained a large amount of aliphatic amino
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acid residues, with the aliphatic index ranging from 105.49
(BvSWEET12) to 130.67 (BvSWEET10) (Table 1). Findings
suggested that the variable features of the BvSWEET family
may be related to their potential roles during the growth and
development of sugar beet plants'.

Previously, great efforts have been recorded to
investigate the physic-chemical properties of the SWEET
families in other plant species. For example, the SWEET family
from tomato, oilseed rape, banana, apple and litchi were
varied from 233-308, 56-303, 171-333 (with relative molecular
weight between 19.1-37.4 kDa), 215-340 and 229-300
(with relative molecular weight between 25.6-33.6 kDa) amino
acid residues, respectively®10121617 Recently, the walnut
SWEET proteins have been reported to vary from 154-301
amino acid residues in size, their molecular weights ranged
from 16.63-33.24 kDa%. Moreover, a majority of the members
(22 out of 25) of the SWEET family from banana had basic
properties (iso-electric points ranging from 7.56-9.83)'?, while
all 16 members of the SWEET family in litchi also exhibited
alkaline properties'. The pl values of 21 (out of 25) members
of the SWEET family in walnut had also basic properties®.

Sub-cellular localization and membrane-bound analysis of
the SWEET family in sugar beet: It is thought that the
subcellular localization of proteins may be strongly related to
their specific function*. Thus, the study carried out a
prediction of the sub-cellular distribution of BvSWEET proteins
in sugar beet by using the YLOC portal?. As expected, we
found that all 16 BvSWEET proteins may be localized on the
plasma membrane (Table 1). Findings were also confirmed in
the SWEET proteins in other plant species, like tomato?,
walnut®. For example, five members of the SWEET family in
tomato were predicted to distribute on the plasma
membrane?, while 22 (out of 25) SWEET proteins from walnut
were also localized on the plasma membrane?. Moreover, the
prediction of subcellular localization in a previous study
showed that all 168 SWEET proteins from four cotton species
were located in the plasma membrane™.
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Fig. 2: Phylogenetic tree diagram of SWEET families from sugar beet, Arabidopsis thaliana, rice and cassava

Next, the presence of transmembrane helices was then
investigated on the full-length protein sequences of the
BvSWEET family in sugar beet. The predicted result was
provided in Table 1. We found that a majority of members
(12 out of 16) of the BVSWEET family contained seven
transmembrane helices (Table 1). Two members, including
BvSWEETO5 and 11, were noted to contain six transmembrane
helices, while BvSWEET07 and 03 harboured five and four
transmembrane helices, respectively (Table 1). Previously,
SWEET families in litchi'” and some other plant species® were
recognized to contain seven transmembrane helices®.
Taken together, suggested that BvSWEET proteins, with the
presence of these transmembrane helices, may function as
membrane receptors*.
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Phylogenetic analysis of the SWEET family in sugar beet:
To categorize the BvSWEET family in sugar beet, a
maximum-likelihood-based phylogenetic tree of full-length
SWEET proteins from sugar beet, A. thaliana®, rice’ and
cassava has been successfully constructed in Fig. 2. As
provided in Fig. 2, all members of the BvSWEET family from
sugar beet could be classified into four distinct groups. Six
members, including BvSWEETO01, 03, 07, 11, 13 and 14 have
been fall into group |, while three (BvSWEET02, 04 and 08) and
three (BvSWEET05, 06 and 10) members were categorized into
group lland Ill, respectively (Fig. 2). Finally, group IV contained
four remaining members, like BvSWEET09, 12, 15, 16 (Fig. 2).
Here, we realized that proteins in the same branch shared
similar characteristics (Fig. 2, Table 1). For example,
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Fig. 3: Gene organizations of the BvSWEET gene family in sugar beet

BvSWEET03 and 07 were localized in the same clade of group
[ (Fig. 2), they shared similar protein sizes, molecular weights,
iso-electric points, aliphatic index and average grand of
hydropathy). Thus, we suggested that these same-clade-
SWEET proteins may share similar functions.

In the previous study, a phylogenetic analysis of the
SWEET families in tomato and two other plant species, like
rice and A. thaliana has been performed®. As expected, the
SWEET family in three targeted plant species could be
categorized into four classes®. Furthermore, a comprehensive
phylogenetic tree of 173 SWEET proteins from 13 plant
species, including four dicots, two monocots, two bryophytes
and five algae has been well-described®. As expected again,
four distinct clades were perceived®. Taken together, findings
revealed that the SWEET family in sugar beet, perhaps in
plant species, could be categorized into four major groups.

Gene structure of the SWEET family in sugar beet: To
investigate the structure of the gene encoding BvSWEET
proteins, we analyzed the exon/intron organization of each
member of the BVSWEET gene family by using the GSDS
tool'. The gene organizations of all BVSWEET genes were
then generated and provided in Fig. 3. We found that most
members (14 out of 16) of the BvSWEET gene family
contained introns in their genomic sequences, whereas,
two genes, including BVSWEETO3 and 07 were noted to be
intronless. Next, three genes, like BVSWEET]3, 74 and 76
contained five exons, while the remaining BVSWEET gene
family members (11 out of 16) harboured six exons (Fig. 3).
Significantly, such a similar phenomenon of six exons in
the BVSWEET gene family was also confirmed in the SWEET
families from many crop species. In tomatoes, some SWEET
genes (23 out of 29) contained six exons and five introns®.
Also, 51 (out of 68), 12 (out of 17), 12 (out of 18) members of
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the SWEET families from oilseed rape, cucumber, Chinese
white pear, respectively'®'* contained six exons. Recently,
many members of the SWEET gene families in the tea
(11 out of 13) and litchi (14 out of 16) have been reported to
harbour six exons™'. Taken together, our comparisons
strongly indicated that the majority of the SWEET gene
families in plant species might have the conserved motif of six
exons and five introns.

Expression patterns of the SWEET family during the
growth and development of sugar beet: As the main part of
this study, the expression patterns of the BVSWEET gene
family members were explored by re-analyzing four available
RNA-Seq datasets®33¢ in the NCBI GEO*2. A heatmap was then
generated and provided in Fig. 4. Noted that two genes,
including BVSWEETO3 and 07 not expressed in all datasets.
The expression of all remaining members of the BvSWEET
genefamily displayed spatial variation in major organs/tissues
of sugar beet plants.

Under the alkaline stress®, only three genes, like
BvSWEETO4, 10 and 77 exhibited a significantly different
expression in root tissues (Fig. 4). Among them, BvSWEETT0
and 77 were noted to strongly induce and reduce in
alkaline-treated roots, respectively (Fig. 4). Under the salt
stress®, eight genes, like BVSWEETOT, 02, 06, 09, 12, 14, 15and
76 were differentially expressed in leaves from alkaline-
treated seedlings. Interestingly, one (BvSWEETT2) and two
(BVSWEETT4 and 75) genes were highly up-regulated and
down-regulated in leaf tissues under the alkaline treatment,
respectively. Next, under the infection of a fungal pathogen4,
Six (BVSWEET04, 05, 06, 09, 72and 74) and one (BVSWEETT0)
genes were highly reduced and induced in leaf tissues,
respectively (Fig. 4). Finally, under the inoculation of
H. schachtii®®, only two genes, BVSWEETT0 and 74 were
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Fig. 4: Expression patterns of the BvSWEET gene family during the growth and development of sugar beet plants

noted to be up-regulated and down-regulated in root tissues
(Fig. 4). Previously, various efforts have been recorded to
investigate the role of SWEET genes in response to abiotic
stress(es) in higher plants, such as banana'?, cotton',
P. equestris and D. officinale®? and M. truncatula®. Taken
together, our re-analysis suggested that the BVSWEET gene
family is differentially expressed in various organs/tissues
under numerous abiotic/biotic stress conditions, which may
suggest their potential functions during growth and
development processes and perhaps in responses to adverse
environmental conditions.

CONCLUSION

In this present study, a comprehensive analysis of 16
members of the BvSWEET family has been investigated in
sugar beet. Various information of the BvSWEET family, like
chromosomal  locations,  physic-chemical properties,
subcellular  localizations,  exon/intron  organizations,
phylogenetic trees, gene structures has been analyzed by
using computational tools. We  re-analyzed  four
transcriptome datasets to explore the expression profiles of
the BvSWEET gene family in major organs/tissues during the
growth and development processes. To sum up, the data
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provide valuable information for further functional

characterization of sugar beet BVSWEET genes.
SIGNIFICANCE STATEMENT

Thefeaturesand expression analyses of sugar beet SWEET
geneswereoriginally presented in this paper. The findings laid
the groundwork for future functional studies, especially those
involving the BVSWEET gene in these important crops.

REFERENCES

Zhang, Y., J. Nan and B. Yu, 2016. OMICS technologies
and applications in sugar beet. Front. Plant Sci.,, Vol. 7.
10.3389/fpls.2016.00900.

2. Chhikara, N., K. Kushwaha, P. Sharma, Y. Gat and A. Panghal,
2018. Bioactive compounds of beetroot and utilization in
food processing industry: A critical review. Food Chem.,
272:192-200.

3. de Oliveira, S.P.A., HIM.A. do Nascimento, K.B. Sampaio and

E.L.deSouza,2021. Areview on bioactive compounds of beet
(Beta vulgaris L. subsp. vulgaris) with special emphasis on
their beneficial effects on gut microbiota and gastrointestinal
health. Crit. Rev. Food Sci. Nutr., 61: 2022-2033.



10.

11.

12.

13.

14.

15.

16.

Pak. J. Biol. 5ci, 25 (5): 387-395, 2022

Jung, B., F. Ludewig, A. Schulz, G. MeilBner and
N. Wostefeld et a/, 2015. Identification of the transporter
responsible for sucrose accumulation in sugar beet taproots.
Nat. Plants, Vol. 1. 10.1038/nplants.2014.1.

Julius, B.T., KA. Leach, T.M. Tran, R.A. Mertz and D.M. Braun,
2017. Sugar transporters in plants: New insights and
discoveries. Plant Cell Physiol., 58: 1442-1460.

Chen, L.Q., 2014. SWEET sugar transporters for phloem
transport and pathogen nutrition. New Phytol.,
201:1150-1155.

Yuan, M. and S. Wang, 2013. Rice MtN3/Saliva/SWEET family
genes and their homologs in cellular organisms. Mol. Plant,
6: 665-674.

Feng, C.Y., J.X.Han, X.X.Hanand J. Jiang, 2015. Genome-wide
identification, phylogeny, and expression analysis of the
SWEET gene family in tomato. Gene, 573: 261-272.

Patil, G, B. Valliyodan, R. Deshmukh, S. Prince and
B. Nicander et a/, 2015. Soybean (Glycine max) SWEET gene
family:  Insights  through  comparative  genomics,
transcriptome profiling and whole genome re-sequence
analysis.BMC Genomics, Vol. 16.10.1186/512864-015-1730-y.
Jian, H., K. Lu, B. Yang, T. Wang and L. Zhang et a/, 2016.
Genome-wide analysis and expression profiling of the
SUC and SWEET gene families of sucrose transporters in
oilseed rape (Brassica napus L.) Front. Plant Sci., Vol. 7.
10.3389/fpls.2016.01464.

Hu, L.P., F. Zhang, S.H. Song, XW.Tang and H. Xu et a/, 2017.
Genome-wide identification, characterization, and expression
analysis of the SWEET gene family in cucumber. J. Integr.
Agric., 16: 1486-1501.

Miao, H., P. Sun, Q. Liu, Y. Miao and J. Liu et a/, 2017.
Genome-wide analyses of SWEET family proteins reveal
involvement in fruit development and abiotic/biotic
stress responses in  banana. Sci Rep., Vol. 7.
10.1038/541598-017-03872-w.

Li, J, M. Qin, X. Qiao, Y. Cheng, X. Li, H. Zhang and J. Wu 2017.
A new insight into the evolution and functional
divergence of SWEET transporters in Chinese white pear
(Pyrus bretschneider)). Plant Cell Physiol., 58: 839-850.
Zhao, L., J. Yao, W. Chen, Y. Li and Y. Lu et a/, 2018. A
genome-wide analysis of SWEET gene family in cotton and
their expressions under different stresses. J. Cotton Res.,
Vol. 1.10.1186/542397-018-0007-9.

Wang, L., L. Yao, X. Hao, N. Li and W. Qian et a/, 2018. Tea
plant SWEET transporters: Expression profiling, sugar
transport, and the involvement of CsSSWEET16 in modifying
cold tolerance in Arabidopsis. Plant Mol. Biol., 96: 577-592.
Zhen, Q. T.Fang,Q.Peng, L.Liao, L. Zhao, A. Owiti and Y. Han,
2018. Developing gene-tagged molecular markers for
evaluation of genetic association of apple SWEET genes
with fruit sugar accumulation. Hortic. Res., Vol. 5.
10.1038/541438-018-0024-3.

394

17.

20.

21.

22.

23.

24.

25.

26.

27.

28.

Xie, H, D. Wang, Y. Qin, A. Ma and J. Fu et al/, 2019.
Genome-wide identification and expression analysis of
SWEET gene family in Litchi chinensis reveal the
involvement of LcSWEET2a/3b in early seed development.
BMC Plant Biol., Vol. 19. 10.1186/512870-019-2120-4.
Gautam, T., G. Saripalli, V. Gahlaut, A. Kumar, P.K. Sharma,
H.S. Balyan and P.K. Gupta, 2019. Further studies on sugar
transporter (SWEET) genes in wheat ( 7riticum aestivum L.).
Mol. Biol. Rep., 46: 2327-2353.

Hu, B., H. Wu, W. Huang, J. Song, Y. Zhou and Y. Lin, 2019.
SWEET gene family in Medlicago truncatula. Genome-wide
identification, expression and substrate specificity analysis.
Plants, Vol. 8. 10.3390/plants8090338.

Jiang, S., B. Balan, R. de AB. Assis, CH.D. Sagawa and
X.Wan et al, 2020. Genome-wide profiling and phylogenetic
analysis of the SWEET sugar transporter gene family in
walnut and their lack of responsiveness to Xanthomonas
arboricola pv. juglandis infection. Int. J. Mol. Sci., Vol. 21.
10.3390/ijms21041251.

El-Gebali, S, J. Mistry, A. Bateman, S.R. Eddy and
A. Luciani et a/, 2019. The Pfam protein families database in
2019. Nucleic Acids Res., 47: D427-D432.

Dohm, J.C,, A.E. Minoche, D. Holtgrawe, S. Capella-Gutiérrez
and F. Zakrzewski et a/, 2014. The genome of the recently
domesticated crop plant sugar beet (Beta vulgaris). Nature,
505: 546-549.

Goodstein, D.M., S. Shu, R. Howson, R. Neupane and
R.D. Hayes et al, 2012. Phytozome: A comparative
platform for green plant genomics. Nucleic Acids Res.,
40:D1178-D1186.

Gasteiger, E., A. Gattiker, C.Hoogland, I. Ivanyi, R.D. Appel and
A.Bairoch, 2003. ExPASy: The proteomics server for in-depth
protein knowledge and analysis. Nucleic Acids Res.,
31:3784-3788.

Chu, H., K. Nguyen, Y. Watanabe, D. Le, T. Pham, K. Mochida
and L.S. Tran, 2018. Identification, structural characterization
and gene expression analysis of members of the nuclear
factor-Y family in chickpea (Cicer arietinum L.) under
dehydration and abscisic acid treatments. Int. J. Mol. Sci.,
Vol. 19.10.3390/ijms19113290.

Niu, L. H.D. Chu, C.D. Tran, K.H. Nguyen and H.X. Pham et al,
2020. The GATA gene family in chickpea: Structure
analysis and transcriptional responses to abscisic acid and
dehydration treatments revealed potential genesinvolvedin
drought adaptation. J. Plant Growth Regul., 39: 1647-1660.
Briesemeister, S., J. Rahnenfuhrer and O. Kohlbacher, 2010.
YLoc-an interpretable web server for predicting subcellular
localization. Nucleic Acids Res., 38: W497-W502.
Chaturvedi, N., S. Shanker, VK. Singh, D. Sinha and
P.N. Pandey, 2011. Hidden markov model for the prediction
of transmembrane proteins using MATLAB. Bioinformation,
7:418-421.



29.

30.

31.

32.

33.

34.

35.

36.

Pak. J. Biol. 5ci, 25 (5): 387-395, 2022

Kumar, S., G. Stecher and K. Tamura, 2016. MEGA7: Molecular
Evolutionary Genetics Analysis version 7.0 for bigger datasets.
Mol. Biol. Evol., 33: 1870-1874.

Durand, M., D. Mainson, B. Porcheron, L. Maurousset,
R. Lemoine and N. Pourtau, 2018. Carbon source-sink
relationship in Arabidopsis thaliana. The role of sucrose
transporters. Planta, 247: 587-611.

Hu, B., J. Jin, AY. Guo, H. Zhang, J. Luo and G. Gao, 2015.
GSDS 2.0: An upgraded gene feature visualization server.
Bioinformatics, 31: 1296-1297.

Barrett, T, S.E. Wilhite, P. Ledoux, C. Evangelista and
I.F. Kim et a/, 2013. NCBI GEO: Archive for functional
genomics data sets-update. Nucleic Acids Res.,
41:D991-D995.

Ghaemi, R, E. Pourjam, N. Safaie, B. Verstraeten and
S.B. Mahmoudi et a/, 2020. Molecular insights into the
compatible and incompatible interactions between sugar
beet and the beet cyst nematode. BMC Plant Biol., Vol. 20.
10.1186/512870-020-02706-8.

Sucher, J.,, M. Mbengue, A. Dresen, M. Barascud, M. Didelon,
A. Barbacci and S. Raffaele, 2020. Phylotranscriptomics of
the pentapetalae reveals frequent regulatory variation in
plant local responses to the fungal pathogen Sclerotinia
sclerotiorum. Plant Cell, 32: 1820-1844.

Zou, C, Y.Wang, B. Wang, D. Liu, L. Liu, Z. Gai and C. Li, 2020.
Long non-coding RNAs in the alkaline stress response in
sugar beet (Beta vulgaris L). BMC Plant Biol.,, Vol. 20.
10.1186/512870-020-02437-w.

Liu, L, B. Wang, D. Liu, C. Zou and P. Wu et al, 2020.
Transcriptomic  and  metabolomic  analyses  reveal
mechanisms of adaptation to salinity in which carbon and
nitrogen metabolismis altered in sugar beet roots. BMC Plant
Biol., Vol. 20. 10.1186/512870-020-02349-9.

395

37.

38.

39.

40.

41.

42.

Liao, Y., G.K.Smyth and W.Shi, 2019. The R package Rsubread
is easier, faster, cheaper and better for alignment and
quantification of RNA sequencing reads. Nucleic Acids Res.,
47:e47-e47.

Jia, B, X.F. Zhu, Z.J. Pu, Y.X. Duan and L.J. Hao et a/, 2017.
Integrative view of the diversity and evolution of SWEET and
SemiSWEET sugar transporters. Front. Plant Sci., Vol. 8.
10.3389/fpls.2017.02178.

del Carmen Calderén, M., M.D. Rey, A. Cabrera and P. Prieto,
2014. The subtelomeric region is important for chromosome
recognition and pairing during meiosis. Sci. Rep., Vol. 4.
10.1038/srep06488.

Goodin, M.M., 2018. Chapter Six-Protein Localization and
Interaction Studies in Plants: Toward Defining Complete
Proteomes by Visualization. In: Advances in Virus Research,
Kielian, M., T.C. Mettenleiterand M.J. Roossinck (Eds.), Elsevier,
Netherlands, pp: 117-114.

Xuan, Y.H., Y.B. Hu, L.Q. Chen, D. Sosso, D.C. Ducat, B.H. Hou
and W.B. Frommer, 2013. Functional role of oligomerization
for bacterial and plant SWEET sugar transporter family.
PNAS, 110: E3685-E3694.

Wang, T., Z. Song, W.L. Meng and L.B. Li, 2018. Identification,
characterization, and expression of the SWEET gene family
in  Phalaenopsis equestris and Dendrobium officinale.
Biol. Plant., 62: 24-32.



