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Recently, there have been several transcriptome 
researches regard to the juice sac granulation of citrus. 
Yao et al. [3] reported that the changes in gene expres-
sions based on the transcriptome datasets in the metabo-
lism of sugar and organic acid might be related to juice 
sac granulation by modulating cell wall components in 
postharvest Ponkan (Citrus reticulata). Kang et al. [4] 
indicated that the accumulated cell wall components 
such as lignin, cellulose and protopectins were closely 
related to the juice sac granulation by comparing the 
transcriptome profiles and physiological properties in 
different juice sacs of Huyou fruit (Citrus changshanen-
sis). Furthermore, previous studies indicated that ROS 
and cell wall compositions are important intracellular 

Background
Pomelo is a citrus fruit, native to China and now widely 
grown around the world, with high nutritional value [1]. 
Juice sac granulation, one of the serious physiological 
disorders in citrus fruits, occurs during harvest and post-
harvest storage of the fruits. The occurrence of pomelo 
juice sac granulation degrades fruit quality [2].
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Abstract
Granulation of juice sacs is a physiological disorder, which affects pomelo fruit quality. Here, the transcriptome and 
ubiquitinome of the granulated juice sacs were analyzed in Guanxi pomelo. We found that lignin accumulation 
in the granulated juice sacs was regulated at transcription and protein modification levels. In transcriptome data, 
we found that the genes in lignin biosynthesis pathway and antioxidant enzyme system of the granulated juice 
sacs were significantly upregulated. However, in ubiquitinome data, we found that ubiquitinated antioxidant 
enzymes increased in abundance but the enzyme activities decreased after the modification, which gave rise to 
reactive oxygen species (ROS) contents in granulated juice sacs. This finding suggests that ubiquitination level 
of the antioxidant enzymes is negatively correlated with the enzyme activities. Increased H2O2 is considered to 
be a signaling molecule to activate the key gene expressions in lignin biosynthesis pathway, which leads to the 
lignification in granulated juice sacs of pomelo. This regulatory mechanism in juice sac granulation of pomelo was 
further confirmed through the verification experiment using tissue culture by adding H2O2 or dimethylthiourea 
(DMTU). Our findings suggest that scavenging H2O2 and other ROS are important for reducing lignin accumulation, 
alleviating juice sac granulation and improving pomelo fruit quality.
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factors affecting juice sac granulation of citrus fruit [5, 6]. 
ROS play a role in plant growth and development, acting 
both as crucial signal transduction molecules and on the 
other as toxic by-products that accumulate in cells under 
various stresses [7]. Superoxide dismutase (SOD), cata-
lase (CAT), glutathione-S-transferase (GST) and gluta-
thione peroxidase (GPX) are antioxidant enzymes acting 
as ROS scavengers. It has been reported that excessive 
ROS is scavenged via increasing the activities of SOD and 
CAT in postharvest Majia pomelo fruits coated with chi-
tosan, which delays the juice sac granulation [8]. More-
over, the increased cell wall components such as lignin, 
pectin, and cellulose are closely associated with juice sac 
granulation of citrus [9]. Among them, the lignin accu-
mulation is considered to be the most important factor 
causing juice sac granulation [10].

Ubiquitination is a crucial post-translational modifica-
tion (PTM) of protein, which is important for regulating 
protein localization, functions and interactions in biolog-
ical cells [11]. Previous proteomic investigations indicate 
that tens-of-thousands of ubiquitination sites on thou-
sands of proteins are identified. It appears that most pro-
teins will be ubiquitinated at some point in their cellular 
lifetime [12]. The increasing evidence shows that protein 
ubiquitination involves virtually all cellular processes and 
almost all events in the entire life cycle of plants [13]. Lu 
et al. [14] reported the ubiquitinome were changed in 
senescing rose petals, suggesting that ubiquitinated pro-
teins played important roles in the metabolisms of the 
petals during senescence. He et al. [15] found that pro-
tein ubiquitination played a widely regulating role in rice 
seed germination by analyzing the ubiquitinome pro-
files. Furthermore, Mo et al. [16] reported that numer-
ous enzymes such as sugar metabolism-related enzymes, 
1-aminocyclopropane-1-carboxylic acid oxidases, 

endochitinase and cell wall invertase were identified as 
DUPs, which significantly changed during papaya ripen-
ing process. Fan et al. [17] highlighted that multiple cel-
lular processes and diverse interactions were regulated by 
ubiquitinated proteins in the maize kernel development. 
However, protein ubiquitination related to fruit juice sac 
granulation has not been reported. Although many tran-
scriptome studies have been carried out in granulated 
juice sacs of citrus fruits, we are not very clear about the 
molecular regulation of ubiquitinated proteins regarding 
to fruit juice sac granulation. Therefore, it is necessary to 
screen genes and ubiquitinated proteins on a large scale 
by analyzing transcriptome and ubiquitinome profiles in 
order to reveal the molecular mechanism of the juice sac 
granulation in pomelo.

Results
Phenotypic characteristics and lignin content in granulated 
juice sacs of pomelo
Pomelo juice sac granulation obviously influences fruit 
quality. The results of the observation showed that the 
phenotypic characteristics of pomelo granulated juice 
sacs were markedly different from those of normal juice 
sacs in pomelo (Fig.  1A). The normal juice sacs were 
transparent and it was possible for the juice sacs to spill 
out after being cut. However, the granulated juice sacs 
became rough, hard, cloudy white or yellow. In addition, 
the lignin content was significantly increased by 2.48 
times in the granulated juice sacs compared with normal 
ones (Fig. 1B). These results indicate that the phenotype 
characteristics and quality of juice sacs has been changed 
in the granulated pomelo.

Identification and functional annotation of differentially 
expressed genes (DEGs) in granulated juice sacs of pomelo
The transcriptome data showed that at least 23,247 
genes were detected in one sample, of which 5,990 
DEGs were identified (Table S1). Gene Ontology (GO) 
enrichment showed that the entries related to antioxi-
dant enzymes such as oxidoreductase activity, hydrogen 
peroxide catabolic process and oxidoreductase activ-
ity were significantly enriched (Fig.  2A and Table S2). 
Kyoto Encyclopedia of Genes and Genomes (KEGG) 
enrichment showed that DEGs was enriched to 22 path-
ways (P < 0.05), among which phenylpropanoid biosyn-
thesis pathway is the most significant one (Fig.  2B and 
Table  S3). Furthermore, the genes encoding antioxidant 
enzymes including SOD[Fe], SOD[Mn], CAT, GSTs and 
GPX were also identified (Table  S4), which were notably 
upregulated in granulated juice sacs. In addition, the lig-
nin biosynthesis genes PALs, 4CL, HCT, CCoAMTs, CCR, 
CADs and PODs in phenylpropanoid pathway were iden-
tified (Table  S4), among which PALs, 4CL, CADs and 
PODs were significantly upregulated in granulated juice 

Fig. 1  Changes of phenotype characteristics and lignin content of pom-
elo granulated juice sacs. Phenotype characteristics of normal and granu-
lated juice sacs (A), lignin content (B) were shown. Control, normal juice 
sacs; Granulation, granulated juice sacs. The asterisks represented a signifi-
cant difference at p < 0.05 level by Student’s t-test
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sacs that was consistent with the data of lignin contents 
(Fig. 1B). Above results indicate that antioxidant enzymes 
and lignin biosynthesis genes are closely related to the 
physiological changes in granulated juice sacs of pom-
elo. To verify the validation of transcriptome data, we 
selected 10 genes in antioxidant enzyme genes and lignin 
biosynthesis genes as candidate genes for quantitative 
real-time PCR (qRT-PCR) validation. The results con-
firmed the gene expression trends were consistent with 
DEGs data (Figure S1), showing that our transcriptome 
result is true and reliable.

Identification and functional annotation of differentially 
ubiquitinated proteins (DUPs) in granulated juice sacs of 
pomelo
Table S5 showed that 505 ubiquitination sites in 314 
DUPs were identified in granulated juice sacs. The DUPs 
were annotated by GO enrichment analysis and divided 
into three categories including biological processes, cel-
lular components and molecular functions (Fig.  3 and 
Table S6). In the biological processes, the DUPs were 
found to be involved in a large number of processes, such 
as purine ribonucleoside metabolic, purine nucleoside 
biosynthetic, adenosine metabolic, tricarboxylic acid 
metabolic and citrate metabolic processes (Fig.  3A). In 
the cellular components, most DUPs were enriched in 
the cytosol, symplast, plasmodesma, and cell-cell junc-
tion, which showed that ubiquitinated proteins played 
an important role in these cellular structures (Fig. 3B). In 
the molecular functions, including the glutathione trans-
ferase activity, antioxidant activity and glutathione perox-
idase activity were most significantly enriched (Fig. 3C). 

Furthermore, the pathway related to glutathione metab-
olism was enriched using the KEGG functional analysis 
(Fig. 3D and Table S7). Above data suggest that protein 
lysine ubiquitination is involved in antioxidant enzyme 
system, which appears to associate with the occurrence 
of pomelo juice sac granulation.

Analysis of ubiquitinated antioxidant enzymes and ROS 
contents in granulated juice sacs of pomelo
Our results showed that antioxidant enzymes, including 
SOD, CAT, GST and GPX, were significantly increased 
at ubiquitination level in granulated juice sacs of pom-
elo (Fig. 4A; Table 1). However, the activities of the four 
enzymes were decreased in granulated juice sacs of pom-
elo (Fig.  4B). In addition, two key antioxidants reduced 
glutathione (GSH) and ascorbic acid (AsA) in the GSH-
AsA cycle were determined. The results showed that 
GSH and AsA contents decreased (Fig. 4C). Furthermore, 
the results of ROS data demonstrated that superoxide 
anion (O2

−•  ) and H2O2 contents increased obviously, and 
hydroxyl radical ( •OH) scavenging capacity decreased 
in granulated juice sacs (Fig.  4D). Above results indi-
cate that the decreased antioxidant enzyme activities are 
regulated by the enzyme ubiquitination, which lead to 
overall decreasing ROS scavenging abilities in granulated 
juice sacs of pomelo.

Lignin accumulation in response to H2O2 and DMTU 
treatments in granulated juice sacs of pomelo
We found through ROS data analysis that increased 
H2O2 may be correlated with the juice sac granulation of 
pomelo due to its signaling role. This raises the question 

Fig. 2  Functional enrichment analysis of genes in the transcriptome of pomelo juice sacs. GO enrichment analysis (A), KEGG enrichment analysis (B) 
were shown
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of how H2O2 affects the juice sac granulation. To verify 
H2O2 activating the key gene expressions in lignin bio-
synthesis pathway, the juice sacs of pomelo treated with 
H2O2 and DMTU were continuously cultured on the cul-
ture medium for 60 days. The degree of juice sac granula-
tion increased obviously after H2O2 treatment compared 
with control, and the juice sacs became rough, cloudy 
and yellow. However, there was no distinct granulation 
observed in the juice sacs treated with DMTU, and the 
juice sacs showed transparent (Fig. 5A). In addition, the 
contents of H2O2 and lignin in the juice sacs increased 
after H2O2 treatment, and inhibited by DMTU treatment 
(Fig. 5B). qRT-PCR results indicated that the expressions 
of key genes CsPAL, Cs4CL, CsCAD and CsPOD in lig-
nin biosynthesis of the juice sacs treated with H2O2 were 
significantly upregulated, while the gene expressions 
of the juice sacs treated with DMTU were downregu-
lated (Fig.  5C). Similarly, the activities of phenylalanine 
ammonia-lyase (PAL), 4-coumarate: CoA ligase (4CL), 
cinnamyl alcohol dehydrogenase (CAD) and peroxidase 
(POD) in juice sacs treated with H2O2 increased, while 
the enzyme activities in juice sacs treated with DMTU 
decreased (Fig. 5D). These results confirm that H2O2 can 
induce the increases of the relative enzyme activities by 

up-regulating the expression of the key genes in lignin 
synthesis pathway, promoting the accumulation of lignin 
and finally leading to the pomelo juice sac granulation.

Discussion
In recent years, juice sac granulation, an important physi-
ological disorder affecting the quality of citrus fruits, 
has been wildly concerned. Previous studies reported 
that the contents of cell wall components in granulated 
juice sacs had been changed, in which lignin was specifi-
cally accumulated [10, 18]. Lignin is a phenolic polymer 
deposited in plant secondary cell walls. The change of 
lignin contents is connected with the expressions of the 
genes related to lignin biosynthesis pathway such as PAL, 
C4H, 4CL, CCR, CAD and POD, which plays a vital role 
in the process of lignin biosynthesis in fruits [2, 19]. In 
the present study, we identified the genes of PALs, 4CL, 
HCT, COMTs, CCoAMTs, CCR, CADs and PODs in lig-
nin biosynthesis pathway, and the expression levels of the 
most genes were significantly upregulated in granulated 
juice sacs. These results were consistent with the change 
of lignin content in this study, indicating that the genes 
regulate the lignin biosynthesis in granulated juice sacs of 
pomelo. Therefore, lignin accumulation is an important 

Fig. 3  Functional enrichment analysis of proteins in the ubiquitinome of pomelo juice sacs. GO enrichment analysis of biological processes (A), GO en-
richment analysis of cellular components (B), GO enrichment analysis of molecular functions (C), KEGG enrichment analysis (D) were shown
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cause of juice sac granulation, which declines pomelo 
fruit quality [20].

To our knowledge, investigations of ubiquitinome 
in response to physiological disorders have not been 
reported in any fruit plants. Protein ubiquitination has 
been shown to play important roles in diverse biologi-
cal processes including gene expression, protein activ-
ity, salt and drought stress, carotenoid and anthocyanin 
metabolism in plants [21, 22]. In the present study, 5,361 
ubiquitination sites were identified on 1,990 proteins in 
pomelo juice sacs, and the ubiquitination sites and pro-
teins in pomelo juice sacs are more than those of most 

Table 1  Differentially ubiquitinated antioxidant enzymes in 
granulated juice sacs of pomelo
Protein accession Granulation/

Control Ratio
P value Regulat-

ed Type
KEGG 
Gene

XP-006471806.1 2.270 0.01869 Up SOD
XP-006473789.1 1.688 0.03944 Up CAT
XP-006479908.1 1.901 0.00574 Up GST
XP-006480546.1 2.976 0.00510 Up GST
XP-006483268.1 1.798 0.04714 Up GST
XP-006484982.1 1.786 0.02446 Up GST
XP-006476598.1 2.456 0.00759 Up GPX
XP-006494185.1 2.550 0.01281 Up GPX
Note Control: normal juice sacs, Granulation: granulated juice sacs

Fig. 4  Changes of antioxidant enzyme activities, antioxidant contents and ROS indexes in granulated juice sacs of pomelo. Abundances of ubiquitinated 
antioxidant enzymes in pomelo juice sacs (A), SOD, CAT, GST and GPX activities (B), GSH and AsA contents (C), O2

−•  and H2O2 and scavenging capacity of 
•OH (D) were shown. Different asterisks represented a significant difference at p < 0.05 level by Student’s t-test. Control, normal juice sacs; Granulation, 
granulated juice sacs
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reported plants such as tea and maize [23–25], indicating 
an essential role of ubiquitinated proteins in pomelo juice 
sacs. Furthermore, 314 proteins in the granulated juice 
sacs were defined as DUPs, 96.49% of which were upreg-
ulated, indicating that these upregulated DUPs might be 
related to the granulation of juice sacs. Moreover, GO 
and KEGG analyses showed that the upregulated DUPs 
such as antioxidant enzymes were significantly enriched 
in the glutathione transferase activity, antioxidant activ-
ity, glutathione peroxidase activity and glutathione 
metabolism, implying an essential role in the granulated 
juice sacs of pomelo.

Increasing evidences show that antioxidant enzymes 
play crucial role in the regulation of ROS metabolism in 
plant cells. The enzymes are essential for scavenging ROS, 
maintaining the dynamic balance of ROS in the cells [26]. 
Antioxidants such as AsA and GSH are also effective in 
preventing ROS generation and accumulation in plants 
[27]. We notice that numerous protein/enzyme activities 
can be negatively regulated by ubiquitination. For exam-
ple, increasing the level of ubiquitination of Nrf2 inhibits 
the activity of ARE, leading to the accumulation of intra-
cellular ROS [28]. Many receptor tyrosine kinases (RTKs) 
are negatively regulated by ubiquitination [29]. In the 
present study, we found that the genes expression levels 
of SOD, CAT, GST and GPX mined from transcriptome 
were significantly upregulated, and the relative enzymes 
screened from ubiquitinome were obviously increased in 
abundance while the enzyme activity were significantly 
reduced in granulated juice sacs. These results suggest 

that the enzyme activities are negatively affected by ubiq-
uitination modification, resulting in a decrement of the 
enzyme activities in granulated juice sacs of pomelo. 
However, there is no instance where the ubiquitination 
levels of antioxidant enzymes have been directly related 
to the enzyme activities, which needs further study. Fur-
thermore, we found that antioxidant GSH and AsA con-
tents decreased in the granulated juice sacs. Additionally, 
O2

−•  production rate and H2O2 content increased, and •
OH scavenging capacity were also found to be decreased 
in the granulated juice sacs. Taken together, these results 
suggest that the total ROS scavenging ability is reduced, 
leading to the increase of ROS in the granulated juice 
sacs. Although ROS are highly toxic substances, many 
investigations have verified that ROS such as H2O2 and 
O2

−•  are vital signaling messengers and playing an essen-
cial role in controlling a variety of biological processes 
within plant cells [30]. These results suggest that ROS 
levels are increased in the granulated juice sacs of pomelo 
due to the decreased activities of antioxidant enzymes, 
which are regulated by the enzyme ubiquitination.

Lignin is a phenolic polymer synthesized within cell 
walls of plants [31]. Peroxidases and/or laccases located 
in cell walls activate lignin monomer to form the lig-
nin polymers [30]. In addition, many previous studies 
reported that ROS signaling might be important in the 
plant lignification [32, 33]. H2O2 is fairly stable compared 
to other ROS in plant cells, and is thus considered as the 
dominant ROS involved in both cellular signaling and 
the lignification process [34]. Previous studies indicate 

Fig. 5  Juice sac granulation can be affected by H2O2and DMTU treatments through the regulation of lignin contents in pomelo fruits. Phenotype charac-
teristics after H2O2 and DMTU treatments in pomelo juice sacs (A), the contents of H2O2 and lignin (B), the expression levels of lignin biosynthesis pathway 
genes (C), PAL, 4CL, CAD and POD activities (D) were shown. Different letters in different treatments represented a significant difference at p < 0.05 level 
by Duncan’s test
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that H2O2 is necessary for lignin biosynthesis in post-
harvest bamboo shoots. The endogenous H2O2 acts as a 
crucial signaling molecule activating the enzyme activi-
ties of PAL, C4H, and 4CL, which promotes the lignin 
biosynthesis [35]. Moreover, the PuPOD2 and PuLAC2 
response to H2O2 is modulated at the gene transcription 
level, which induces the expressions of these two genes 
regulating lignin biosynthesis in pear calli [36]. Similarly, 
in the present study, the endogenous H2O2 content was 
found to be accumulated in the granulated juice sacs of 
pomelo, and the key gene expressions levels of CsPAL, 
Cs4CL, CsCAD and CsPOD in lignin biosynthesis path-
way was remarkably higher compared with normal juice 
sacs. Additionally, we found that the change trend of 
H2O2 contents was consistent with lignin accumulation 
in pomelo juice sacs. Notably, the signaling role of H2O2 
on regulating these gene expressions leaded to lignin 
accumulation in the granulated juice sacs, which was ver-
ified using tissue culture by adding exogenous H2O2 and 
DMTU. This result indicates that the expressions of lig-
nin synthesis genes CsPAL, Cs4CL, CsCAD and CsPOD 
are upregulated by H2O2 signalling, and the activities of 
the relative enzymes are increased, which contributes to 
lignin accumulation in the granulated juice sacs of pom-
elo fruits. As an inhibitor of H2O2 production, DMTU 
can reduce granulation process in the juice sacs. This 
result was consistent with the previous report [37]. Taken 
together, we suggest that increased H2O2 activates the 
gene expressions and enzyme activities in lignin synthe-
sis pathway, which eventually leads to lignification in the 
granulated juice sacs of pomelo.

Conclusions
The present study is the first report focusing on the 
molecular basis at the level of transcriptome and ubiqui-
tinome regarding to the juice sac granulation of pomelo. 
We found there were two ways of molecular regulation 
on the lignification in the granulated juice sacs of pom-
elo. Firstly, the lignification is modulated by upregulated 
gene expressions in lignin biosynthesis pathway, which 
leads to lignin accumulation and induces the juice sac 
granulation. Secondly, the lignification is also regulated 
by deceased activities of antioxidant enzymes due to 
ubiquitination modification, which results in the increase 
of endogenous H2O2 content in the granulated juice sacs. 
H2O2 might act as a signaling molecule to activate the 
gene expressions and enzyme activities in the lignin bio-
synthesis pathway, promoting lignin accumulation and 
inducing juice sac granulation of pomelo. These results 
suggest that antioxidant enzyme ubiquitination may be 
associated with juice sac granulation of the fruit. Our 
findings provide new leads for further pomelo produc-
tion in mitigating juice sac granulation and improving 
fruit quality.

Materials and methods
Plant materials
Guanxi pomelo (Citrus grandis L. Osbeck) fruits were 
collected at maturity (about 215 days after anthesis) in an 
orchard of Pinghe County, Fujian Province, China. The 
juice sacs were divided into control group (normal juice 
sacs) and granulation group (granulated juice sacs). Juice 
sacs from the samples of control and granulation in each 
fruit were collected and frozen using liquid nitrogen, 
and stored at -80  °C for RNA extraction, transcriptome 
sequencing, ubiquitinome analysis, lignin content deter-
mination and enzyme activity assay. Three biological rep-
licates were used for all the above experiments.

Lignin content determination
As described by Shi et al. [38], 8  g juice sacs were 
ground to powder and homogenized in 15 ml wash buf-
fer (100mM K2HPO4/KH2PO4, 0.5% Triton X-100, 0.5% 
PVP-K30; pH 7.8), and then washed on a shaker for 
15 min at room temperature. Subsequently, the mixture 
was centrifuged at 15,000  g for 15  min at 4  °C and the 
supernatant was discarded (Eppendorf, Germany). The 
washing process was repeated three times. Then the pre-
cipitates were washed three times with ddH2O and dried 
in a vacuum at 60  °C overnight. The dried powder was 
resuspended in 2 ml of 1.0 M NaOH and centrifuged at 
15,000 g for 20 min at 4 °C. 0.1 ml HCl was added to the 
supernatant (500  µl), incubated to precipitate the lignin 
thioglycolic acid and centrifugated at 15,000 g for 15 min 
at 4  °C. The precipitate was then dissolved in 1.0  M 
NaOH (1:100  ml v/v) and was measured at 280  nm by 
ultraviolet spectrophotometry (U-T3C, China).

RNA extraction, cDNA library construction and RNA 
sequencing
Total RNA was extracted according to the manufac-
turer’s instructions (TianGen, China) from pomelo juice 
sacs. The cDNA library construction and RNA sequenc-
ing were performed by APTBIO (Shanghai, China). To 
obtain a clear raw read, the Illumina HiSeq sequencing 
platform was used to sequence the libraries. After being 
filtered by HISAT2, all of the clean reads have been 
mapped to the Citrus sinensis reference genome. The fea-
tureCounts software is then used to calculate expression 
values of FPKM for the genes in each sample.

Quantitative real-time PCR
As the manufacturer’s instructions (TianGen, China), 
total RNA was extracted from pomelo juice sacs, and the 
RNA was synthesized into cDNA by the commercial kit 
(Vazyme, China). The qRT-PCR was carried out using 
qRT-PCR kit (Vazyme, China) with a light cycler 96 sys-
tem (Roche, Switzerland). The actin gene has been used 
as an internal standard, and the 2−ΔΔCt method has been 
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applied for qRT-PCR data analysis [39]. Table S8 listed all 
primer sequences. For each sample, a total of three sepa-
rate biological replications were carried out.

Protein extraction
Proteins of pomelo juice sacs were extracted according to 
previous descriptions [40]. Pomelo juice sacs (0.5 g) were 
ground to powder using liquid nitrogen and resuspended 
in lysis buffer (10 mM dithiothreitol, 1% protease inhibi-
tor cocktail, 50 µM PR-619, 3 µM TSA, 50 mM NAM), 
and then sonicated on ice for 3 times with a high-inten-
sity ultrasonic processor (Scientz, China). Subsequently, 
an equal volume of Tris-saturated phenol (pH 8.0) was 
added, and the supernatant was collected by centrifuga-
tion at 20,000 g for 15 min at 4 °C. Next, the supernatant 
was precipitated overnight by adding 0.1 M ammonium 
acetate/methanol. Then, the precipitates were washed 3 
times with cold acetone, then discarded the supernatant 
after centrifugation at 15,000  g for 20  min at 4  °C. The 
precipitates were resuspended in urea and the protein 
concentration was determined using the BCA kit (Beyo-
time, China) according to manufacturer’s instructions.

Trypsin digestion of proteins
Tryptic digestion for the protein samples of pomelo juice 
sacs was performed as described previously [41]. The 
protein solution was reduced with 5 mM dithiothrei-
tol (DTT) for 30 min at 56 °C and alkylated with 11 mM 
iodoacetamide (IAM) for 15 min at room temperature in 
darkness. Then 200 mM TEAB was added to dilute the 
protein. Trypsin was added, and the mass ratio of tryp-
sin to protein was 1:50 and 1:100, respectively. The first 
digestion was done overnight, and the second one for 4 h. 
Three biological replicates were performed.

Affinity enrichment of ubiquitinated proteins
Ubiquitinated proteins of pomelo juice sacs were 
enriched as described previously [41]. For enrichment of 
lysine-ubiquitinated peptides, the tryptic peptides were 
dissolved in IP buffer (100 mM NaCl, 1 mM EDTA, 50 
mM Tris-HCl, 0.5% NP-40, pH 8.0) and incubated with 
prewashed anti-K-ε-GG antibody beads (Jingjie, China) 
overnight at 4  °C with moderate oscillation. Subse-
quently, the beads were washed with IP buffer 4 times 
and with ddH2O twice. The beads were eluted three times 
with 0.1% trifluoroacetic acid (w/v). The eluted fractions 
were collected and dried in a vacuum overnight. Follow-
ing the manufacturer’s instructions, the resulting pep-
tides were cleaned using C18 ZipTips (Millipore).

LC-MS/MS analysis
For LC-MS/MS analysis, ubiquitinated peptides of pom-
elo juice sacs were conducted as previously studied [42]. 
The ubiquitinated peptides dissolved into solvent A (0.1% 

formic acid, 2% acetonitrile) and the peptides were sepa-
rated by gradient in 8 − 80% solvent B (0.1% formic acid, 
90% acetonitrile). The peptides were then separated by 
an EASYnLC 1200 UPLC system (Thermo Scientific) and 
injected into the NSI Ion Source for ionisation and then 
analyzed by mass spectrometry on an Orbitrap Exploris™ 
480 (Thermo Fisher Scientific).

Database search and bioinformatic analysis
The levels of gene expressions were calculated by FPKM 
(Fragments Per Kilobase of exon model per Million 
mapped fragments). Using a threshold of p < 0.05 and 
|fold-change| >1.5 or |fold-change| < 1/1.5, the DEGs 
in pomelo juice sacs were identified. The ubiquitinated 
proteins and sites have been identified using Andromeda 
search engine on Max Quant (v.1.5.2.8). The obtained 
MS/MS data was searched against the Citrus sinen-
sis uniprot database sequences concatenated with the 
reverse decoy database. The DUPs or modified Kub sites 
in pomelo juice sacs were identified with a threshold of 
p < 0.05 and |fold-change| >1.5 or |fold-change| < 1/1.5. 
GO and KEGG public databases were used to annotate 
all the transcripts and ubiquitinated proteins.

Determination of the indexes related to ROS metabolism
By manufacturer’s instructions, the antioxidant enzyme 
activities were measured with SOD, CAT, GST and GPX 
commercial assay kits (Solarbio, China), and the absor-
bance were determined at 560 nm, 240 nm, 412 nm and 
340 nm, respectively.

The antioxidant contents were detected using GSH 
and AsA commercial assay kits (Solarbio, China), and 
the absorbance was determined at 265 nm and 412 nm, 
respectively.

The O2
−•  production rate, H2O2 content, and hydroxyl 

radical •OH scavenging capacity were detected using 
commercial assay kits (Solarbio, China), and the absor-
bance was determined at 530 nm, 415 nm and 536 nm, 
respectively.

Pomelo juice sacs with H2O2 and DMTU treatments
The juice sacs of the Guanxi pomelo were collected at 150 
days after anthesis in 2023 and cultured on murashige 
and skoog medium with concentration of 100 µ mol L− 1 
H2O2 (Xilongs, China) and DMTU (a scavenger of H2O2; 
Macklin, China). After being cultured for 60 days on the 
media, the samples were used to evaluate H2O2 and lig-
nin contents, lignin biosynthesis gene expressions and 
enzyme activities.

Determination of enzyme activities related to lignin 
biosynthesis
PAL, 4CL, CAD and POD activities were measured 
by commercial assay kits (Solarbio, China), and the 
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absorbance was determined at 290 nm, 333 nm, 340 nm 
and 470 nm, respectively.

Statistical analysis
Gene expression and ubiquitinated protein profiles were 
processed with Excel, SPSS 26.0 and GraphPad Prism 8.0. 
Duncan’s multiple comparison test or Student’s t-test is 
used to calculate the statistical significance of the differ-
ence, and P < 0.05 is considered to be significant.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12870-024-05095-4.

Supplementary Material 1

Supplementary Material 2

Acknowledgements
We thank Prof. Dr. Wei Chen (Fujian Agriculture and Forestry University, China) 
for critical review of the manuscript.

Author contributions
LL: conceptualization; YC, WW and QC: writing - original draft; ZT: 
methodology; JH, RH, JZ and XD: performed some of the experiments; MZ: 
provided experimental materials; PW: funding acquisition.

Funding
This work was funded by the earmarked fund for China Agriculture Research 
System (CARS-26).

Data availability
Sequence data that support the findings of this study have been deposited 
in the European Nucleotide Archive with the primary accession code 
PRJNA1077242.

Declarations

Ethics approval and consent to participate
We declare that the Guanxi pomelo (Citrus grandis L. Osbeck) fruits bureau of 
agriculture and rural affairs of Pinghe County gave permission for sampling on 
this land.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 15 February 2024 / Accepted: 2 May 2024

References
1.	 Xiang N, Zhao Y, Zhang B, Gu Q, Chen W, Guo X. Volatiles accumulation 

during young pomelo (Citrus maxima (Burm.) Merr.) Fruits development. Int J 
Mol Sci. 2022;23(10):5665.

2.	 Jia N, Liu J, Sun Y, Tan P, Cao H, Xie Y, Wen B, Gu T, Liu J, Li M, Huang Y, Lu J, Jin 
N, Sun L, Xin F, Fan B. Citrus sinensis MYB transcription factors CsMYB330 and 
CsMYB308 regulate fruit juice sac lignification through fine-tuning expression 
of the Cs4CL1 gene. Plant Sci. 2018;277:334–43.

3.	 Yao S, Cao Q, Xie J, Deng L, Zeng K. Alteration of sugar and organic acid 
metabolism in postharvest granulation of ponkan fruit revealed by transcrip-
tome profiling. Postharvest Biol Technol. 2018;139:2–11.

4.	 Kang C, Jiang A, Yang H, Zheng G, Wang Y, Cao J, Sun C. Integrated physio-
chemical, hormonal, and transcriptomic analysis revealed the underlying 
mechanisms for granulation in Huyou (Citrus changshanensis) fruit. Front 
Plant Sci. 2022;13:923443.

5.	 Huang Q, Huang LL, Chen JY, Zhang YJ, Kai WB, Chen CY. Maintenance of 
postharvest storability and overall quality of ‘Jinshayou’ pummelo fruit by 
salicylic acid treatment. Front Plant Sci. 2023;13:1086375.

6.	 Li Q, Yao S, Deng L, Zeng K. Changes in biochemical properties and pectin 
nanostructures of juice sacs during the granulation process of pomelo fruit 
(Citrus grandis). Food Chem. 2022;376:131876.

7.	 Choudhury FK, Rivero RM, Blumwald E, Mittler R. Reactive oxygen species, 
abiotic stress and stress combination. Plant J. 2017;90(5):856–67.

8.	 Nie Z, Huang Q, Chen C, Wan C, Chen J. Chitosan coating alleviates posthar-
vest juice sac granulation by mitigating ROS accumulation in harvested pum-
melo (Citrus grandis L. Osbeck) during room temperature storage. Postharvest 
Biol Technol. 2020;169:111309.

9.	 Chen C, Nie Z, Wan C, Gan Z, Chen J. Suppression on postharvest juice sac 
granulation and cell wall modification by chitosan treatment in harvested 
pummelo (Citrus grandis L. Osbeck) stored at room temperature. Food Chem. 
2021;336:127636.

10.	 Zhang J, Wang M, Cheng F, Dai C, Sun Y, Lu J, Huang Y, Li M, He Y, Wang F, 
Fan B. Identification of microRNAs correlated with citrus granulation based 
on bioinformatics and molecular biology analysis. Postharvest Biol Technol. 
2016;118:59–67.

11.	 Lee JM, Hammaren HM, Savitski MM, Baek SH. Control of protein stability by 
post-translational modifications. Nat Commun. 2023;14(1):201.

12.	 Wang Y, Kong L, Wang W, Qin G. Global ubiquitinome analysis reveals the 
role of E3 ubiquitin ligase FaBRIZ in strawberry fruit ripening. J Exp Bot. 
202;74(1):214–32.

13.	 Grabbe C, Husnjak K, Dikic I. The spatial and temporal organization of ubiqui-
tin networks. Nat Rev Mol Cell Biol. 2021;12(5):295–307.

14.	 Lu J, Xu Y, Fan Y, Wang Y, Zhang G, Liang Y, Liang Y, Jiang C, Hong B, Gao J, Ma 
C. Proteome and ubiquitome changes during rose petal senescence. Int J 
Mol Sci. 2019;20(24):6108.

15.	 He D, Li M, Damaris RN, Bu C, Xue J, Yang P. Quantitative ubiquitylomics 
approach for characterizing the dynamic change and extensive modulation 
of ubiquitylation in rice seed germination. Plant J. 2020;101(6):1430–47.

16.	 Mo Y, Jiang B, Huo J, Lu J, Zeng X, Zhou Y, Zhang T, Yang M, Wei Y, Liu K. 
Quantitative ubiquitylomic analysis of the dynamic changes and extensive 
modulation of Ubiquitylation in Papaya during the Fruit ripening process. 
Front Plant Sci. 2022;13:890581.

17.	 Fan W, Zheng H, Wang G. Proteomic analysis of ubiquitinated proteins in 
maize immature kernels. J Proteom. 2021;243:104261.

18.	 Liu Z, Yang Q, Cao L, Li S, Zeng X, Zhou W, Zhang C. Synthesis and application 
of porous carbon nanomaterials from pomelo peels: a review. Molecules. 
2023;28(11):4429.

19.	 Wang Y, Teng R, Wang W, Wang Y, Shen W, Zhuang J. Identification of genes 
revealed differential expression profiles and lignin accumulation during leaf 
and stem development in tea plant (Camellia sinensis (L.) O. Kuntze). Proto-
plasma. 2019;256(2):359–70.

20.	 Shomer I, Chalutz E, Vasiliver R, Lomaniec E, Berman M. Scierification of juice 
sacs in pummelo (Citrus grandis) fruit. Can J Bot. 1989;67:625–32.

21.	 Akhter D, Zhang Y, Hu J, Pan R. Protein ubiquitination in plant peroxisomes. J 
Integr Plant Biol. 2023;65(2):371–80.

22.	 Spielmann J, Vert G. The many facets of protein ubiquitination and degrada-
tion in plant root iron-deficiency responses. J Exp Bot. 2021;72(6):2071–82.

23.	 Fan W, Zheng HJ, Wang G. Proteomic analysis of ubiquitinated proteins in 
maize immature kernels. J Proteomic. 2021;243(11):104261.

24.	 Jiang C, Zu C, Lu D, Zheng Q, Shen J, Wang H, Li D. Effect of exogenous 
selenium supply on photosynthesis, Na+ accumulation and antioxidative 
capacity of maize (Zea mays L.) under salinity stress. Sci Rep. 2017;7:42039.

25.	 Xie H, Wang Y, Ding Y, Qiu C, Sun L, Gai Z, Gu H, Ding Z. Global ubiquitome 
profiling revealed the roles of ubiquitinated proteins in metabolic pathways 
of tea leaves in responding to drought stress. Sci Rep. 2019;9:4286.

26.	 Wani KI, Naeem M, Castroverde CDM, Kalaji HM, Albaqami M, Aftab T. 
Molecular mechanisms of nitric oxide (NO) signaling and reactive oxygen 
species (ROS) homeostasis during Abiotic stresses in plants. Int J Mol Sci. 
2021;22(17):96256.

27.	 Hasanuzzaman M, Bhuyan MHMB, Parvin K, Bhuiyan TF, Anee TI, Nahar K, 
Hossen MS, Zulfiqar F, Alam MM, Fujita M. Regulation of ROS metabolism in 
plants under environmental stress: a review of recent experimental evidence. 
Int J Mol Sci. 2020;21(22):8695.

https://doi.org/10.1186/s12870-024-05095-4
https://doi.org/10.1186/s12870-024-05095-4


Page 10 of 10Liu et al. BMC Plant Biology          (2024) 24:390 

28.	 Liu JZ, Hu YL, Feng Y, Jiang Y, Guo YB, Liu YF, Chen X, Yang JL, Chen YY, 
Mao QS, Xue WJ. BDH2 triggers ROS-induced cell death and autophagy 
by promoting Nrf2 ubiquitination in gastric cancer. J Exp Clin Cancer Res. 
2020;39(1):123.

29.	 Liyasova MS, Ma K, Voeller D, Ryan PE, Chen J, Klevit RE, Lipkowitz S. Cbl inter-
acts with multiple E2s in vitro and in cells. PLoS ONE. 2019;14(5):e0216967.

30.	 Karkonen A, Kuchitsu K. Reactive oxygen species in cell wall metabolism and 
development in plants. Phytochemistry. 2015;112:22–32.

31.	 Perkins M, Smith RA, Samuels L. The transport of monomers during lignifica-
tion in plants: anything goes but how? Curr Opin Biotechnol. 2019;56:69–74.

32.	 Cheng X, Li GH, Manzoor MA, Wang H, Abdullah M, Su XQ, Zhang JY, Jiang TS, 
Jin Q, Cai YP, Lin Y. In silico genome-wide analysis of Respiratory Burst Oxidase 
Homolog (RBOH) family genes in five fruit-producing trees, and potential 
functional analysis on lignification of stone cells in Chinese white pear. 
2019;Cells:8(6), 21.

33.	 Fujita S, De Bellis D, Edel KH, Koester P, Andersen TG, Schmid-Siegert E, 
Tendon VD, Pfister A, Marhavy P, Ursache R, Doblas VG, Barberon M, Daraspe 
J, Creff A, Ingram G, Kudla J, Geldner N. SCHENGEN receptor module 
drives localized ROS production and lignification in plant roots. EMBO J. 
2020;39(9):e103894.

34.	 Mhamdi A, Van Breusegem F. Reactive oxygen species in plant development. 
Development. 2018;145(15):dev164376.

35.	 Li Z, Xu X. Post-translational modifications of the mini-chromosome mainte-
nance proteins in DNA replication. Genes (Basel). 2019;10(5):dev164376.

36.	 Wang X, Liu S, Sun H, Liu C, Li X, Liu Y, Lyu D, Du G. Production of reactive 
oxygen species by PuRBOHF is critical for stone cell development in pear fruit. 
Hor Res. 2021;8(1):249.

37.	 Liu W, Jiang Y, Jin Y, Wang C, Qi H. Drought-induced ABA, H2O2 and JA posi-
tively regulate CmCAD genes and lignin synthesis in melon stems. BMC Plant 
Biol. 2021;21(1).

38.	 Shi M, Liu X, Zhang H, He Z, Yang H, Chen J, Feng J, Yang W, Jiang Y, Yao JL, 
Deng CH, Xu J. The IAA- and ABA-responsive transcription factor CgMYB58 
upregulates lignin biosynthesis and triggers juice sac granulation in pum-
melo. Hortic Res. 2020;7(1):139.

39.	 Li X, Huang H, Rizwan HM, Wang N, Jiang J, She W, Zheng G, Pan H, Guo 
Z, Pan D, Pan T. Transcriptome analysis reveals candidate lignin-related 
genes and transcription factors during fruit development in pomelo (Citrus 
maxima). Genes (Basel). 2022;13(5):845.

40.	 Lin W, Li Y, Luo C, Huang G, Hu G, He X. Proteomic analysis of ubiquitinated 
proteins in ‘Xiangshui’ lemon Citrus limon (L.) pistils after self- and cross-
pollination. J Proteom. 2022;264.

41.	 Zhu LY, Cheng H, Peng GQ, Wang SS, Zhang ZG, Ni ED, Fu XD, Zhuang CX, 
Liu ZX, Zhou H. Ubiquitinome profiling reveals the landscape of ubiq-
uitination regulation in rice young panicles. Ge Nomics Proteom Bioinf. 
2020;18(3):305–20.

42.	 Berger N, Demolombe V, Hem S, Rofidal V, Steinmann L, Krouk G, Crabos A, 
Nacry P, Verdoucq L, Santoni V. Root membrane ubiquitinome under short-
term osmotic stress. Int J Mol Sci. 2022;23(4):17.

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


	﻿A multilevel investigation to reveal the regulatory mechanism of lignin accumulation in juice sac granulation of pomelo
	﻿Abstract
	﻿Background
	﻿Results
	﻿Phenotypic characteristics and lignin content in granulated juice sacs of pomelo
	﻿Identification and functional annotation of differentially expressed genes (DEGs) in granulated juice sacs of pomelo
	﻿Identification and functional annotation of differentially ubiquitinated proteins (DUPs) in granulated juice sacs of pomelo
	﻿Analysis of ubiquitinated antioxidant enzymes and ROS contents in granulated juice sacs of pomelo
	﻿Lignin accumulation in response to H﻿2﻿O﻿2﻿ and DMTU treatments in granulated juice sacs of pomelo

	﻿Discussion
	﻿Conclusions
	﻿Materials and methods
	﻿Plant materials
	﻿Lignin content determination
	﻿RNA extraction, cDNA library construction and RNA sequencing
	﻿Quantitative real-time PCR
	﻿Protein extraction
	﻿Trypsin digestion of proteins
	﻿Affinity enrichment of ubiquitinated proteins
	﻿LC-MS/MS analysis
	﻿Database search and bioinformatic analysis
	﻿Determination of the indexes related to ROS metabolism
	﻿Pomelo juice sacs with H﻿2﻿O﻿2﻿ and DMTU treatments
	﻿Determination of enzyme activities related to lignin biosynthesis
	﻿Statistical analysis

	﻿References


