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Abstract

Background: Leaf color variation is a common trait in plants and widely distributed in many plants. In this study, a
leaf color mutation in Camellia japonica (cultivar named as Maguxianzi, M) was used as material, and the
mechanism of leaf color variation was revealed by physiological, cytological, transcriptome and microbiome
analyses.

Results: The yellowing C. japonica (M) exhibits lower pigment content than its parent (cultivar named as
Huafurong, H), especially chlorophyll (Chl) and carotenoid, and leaves of M have weaker photosynthesis.
Subsequently, the results of transmission electron microscopy(TEM) exhibited that M chloroplast was accompanied
by broken thylakoid membrane, degraded thylakoid grana, and filled with many vesicles. Furthermore, comparative
transcriptome sequencing identified 3,298 differentially expressed genes (DEGs). KEGG annotation analysis results
showed that 69 significantly enriched DEGs were involved in Chl biosynthesis, carotenoid biosynthesis,
photosynthesis, and plant-pathogen interaction. On this basis, we sequenced the microbial diversity of the H and M
leaves. The sequencing results suggested that the abundance of Didymella in the M leaves was significantly higher
than that in the H leaves, which meant that M leaves might be infected by Didymella.

Conclusions: Therefore, we speculated that Didymella infected M leaves while reduced Chl and carotenoid content
by damaging chloroplast structures, and altered the intensity of photosynthesis, thereby causing the leaf yellowing
phenomenon of C. japonica (M). This research will provide new insights into the leaf color variation mechanism and
lay a theoretical foundation for plant breeding and molecular markers.
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Background

Camellia (Camellia japonica L.) is an evergreen shrub of
the genus Camellia and is widely distributed worldwide.
C. japonica, as a woody oil plant, is primarily used as
raw material for edible oil processing [1]. Camellia
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extract is widely used in medicine and is often used as
an antioxidant [2], antitumor [3], antibacterial [4], and
antiviral drug [5, 6]. It maintains a normal cholesterol
level and protects the liver [7]. The camellia flower is
one of the top 10 national flowers in China, and thus,
camellia tree is often used in landscaping [8]. As an im-
portant ornamental species, C. japonica has a long his-
tory of artificial domestication and is often used as an
outdoor shrub and a family-potted plant. At present,
32,000 cultivated species of camellia are reported
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worldwide [8, 9]. In general, the ornamental value of
camellia is primarily attributed to its unique petal struc-
tures (simple, semidouble, and double flowers) [10, 11].
In addition, the leaves of camellia varieties are also used
for ornamental purposes.

In higher plants, green leaves are primarily caused by
the large accumulation of chlorophyll (Chl). Chl synthe-
sis in higher plants is controlled by several genes, and
the mutations of these genes result in various leaf color
mutants [12]. For example, the undeveloped thylakoid
membranes and yellow leaf phenotype of peas were
caused by virus-induced silencing of CHLI and CHLD
genes [13]. Over the past few decades, leaf yellowing
mutants, such as Cucumis sativus [14, 15], maize [16],
rice [17], wheat [18, 19], Camellia sinensis [20], Brassica
rapa [21], and Arabidopsis thaliana [22, 23], have been
identified in many plants. These mutants have been
widely used in basic research. For example, Chl mutants
have been used in analyzing gene functions, to reveal the
development mechanism and photosynthetic character-
istics of chloroplasts and the signaling pathway between
the chloroplasts and nuclei [24, 25].

With the development of breeding technology, green
trees are far from meeting the needs of landscape engin-
eering. Color-leafed tree species, such as Cercis Cana-
densis with purple leaves [26] and Lagerstroemia indica
with yellow leaves [27], are widely used in gardens to
improve the ornamental effect of gardens. Germplasm
resources with the colorful leaves of tree species actually
remain deficient; therefore, their breeding and exploit-
ation are an urgent problem to solve. As one of the main
sources of color-leafed trees, leaf color variation is crit-
ical for improving landscape ecological construction. For
example, the cultivar ‘Royalty’ of Malus crabapples has
remarkable purple leaves, which is different from many
varieties of ornamental crabapple. Thus, M. ‘Royalty’ is
frequently used as parent materials to breed color-leafed
descendants [28]. At the early stage of the present study,
a new C. japonica cultivar ‘Maguxianzi’ (M, the cultivar
certificate is shown in Additional file 1: Figure S1) with
yellow leaf was selected breeding from the parent C. ja-
ponica cultivar Hafurong (H). The leaves of M are mot-
tled golden or even yellow and have high ornamental
value, which will be expected to become a new color-
leafed garden tree (Fig. 1A). Given that this cultivar has
a visible trait, M is propitious for street greening, court-
yard adorning, park landscaping, and other attractions.
Predictably, M could possibly be extended as a scion for
C. japonica varieties of interest for fresh markets. More-
over, the application of M, as a novelty cultivar of C. ja-
ponica, will add competitiveness to the sector and
considerably increase the profit margin.

In this study, two cultivars of C. japonica (H and M)
were selected as the test materials by comparing the
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microstructures and ultrastructures of chloroplasts in
the leaves of the two cultivars and measuring physio-
logical indices, such as chloroplast pigment content,
photosynthesis parameters, and Chl fluorescence param-
eters. Furthermore, the differentially expressed genes
(DEGS) of H and M were identified through comparative
transcriptome analysis. On this basis, the microbial spe-
cies and their abundances were compared by microbial
diversity sequencing, and the candidate microorganisms
infecting the C. japonica leaves and causing the yellow
leaf phenotype are screened. This research result pro-
vides a theoretical basis for elucidating the physiological
and molecular variation mechanisms of leaf color in C.
japonica.

Results

Physiological changes in the yellow leaves

We compared the differences in photosynthesis parame-
ters, chlorophyll fluorescence parameters, Chl, and ca-
rotenoid content between the M and H leaves to explore
the differences in physiological and biochemical indices
between H and M leaves. The results show that the net
photosynthetic rate (Pn), stomatal conductance (Gs),
intercellular CO, concentration (Ci), transpiration rate
(Tr), and water use efficiency (WuE) of M are signifi-
cantly lower than those of H (Table 1). The comparative
analysis of chlorophyll fluorescence parameters between
the two cultivars shows that the maximum photochem-
ical efficiency (Fv/Fm) of the M leaves is significantly
lower than that of the H leaves (Table 1). Chl a, Chl b,
total Chl, and carotenoid contents in the M leaves are
significantly lower than those in the H leaves (Table 1).

Cytological changes in the yellow leaves

The comparative analysis of the microstructures shows
that the thicknesses of the wax layer and upper/lower
epidermis of the M leaves are significantly higher than
those in the H leaves (Fig. 1E, G, H). The ultrastructure
analysis results show that the chloroplasts in the meso-
phyll cells of the H leaves present normal structures,
and they contain small starch granules, typical thylakoid
membrane, and stromal lamellae (Fig. 2E, F). By con-
trast, in the M leaves, the thylakoid membranes of the
chloroplasts are broken and have no typical or lack
thylakoid grana and have several irregularly arranged
vesicles (Fig. 2B, C). In the M leaves, many vacuoles are
present in the chloroplasts, which indicates the vacuol-
ation of the chloroplast and degradation of the chloro-
plast structures (Fig. 2A, B). The sizes and number of
chloroplasts in the cells of the M leaves are significantly
lower than those in the cells of the H leaves (Figs. 1 F
and 2D, E).
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Fig. 1 Phenotypes and microstructure differences between H leaves and M leaves. A B Phenotype of the leaf in H. M; C D Material of
transmission electron microscope, the red-dashed box represents the sampling areas and the black font indicates the size of the material;

E Comparison of average leaf thickness of each leaf in M and H; F Comparison of average number of chloroplasts per cell in the H leaves and M
leaves; G Comparison of average upper epicuticular layer thickness of each leaf in M leaves and H leaves; H Comparison of average lower
epicuticular layer thickness of each leaf in M leaves and H leaves. All data were shown as mean + SE (n = 3). Means with different letters at each
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Overview of transcriptome sequencing

According to the changes in phenotype, ultrastructure,
and physiology mentioned above, the expression pat-
terns of the genes involved in chloroplast development
and pigment biosynthesis in the yellow leaves display pu-
tative changes. Therefore, comparative transcriptome
analysis was conducted on the M and H leaves in this
study. Six cDNA libraries (H1, H2, H3, M1, M2, M3)
were sequenced by Illumina HiSeq 2500 platform, and
286.49 million raw reads and 42.97 Gb of raw bases were
generated. After data filtering, 274.29 million clean reads

and 41.14 Gb of clean bases were obtained. The propor-
tion of the clean reads in all libraries exceeds 94 % of the
total reads (Additional file 2: Table S1), and the clean
reads were stored in NCBI sequence reading archive
(SRA accession number: PRJNA577010). Q30 in these li-
braries exceeds 94 %, and the GC content is in the range
of 45.44-47.42 % (Additional file 2: Table S1). HISAT
v2.0.4 software was used to map the clean reads to the
reference gene database of the C. sinensis [29]. The
matching rates of the cDNA libraries of the samples
range from 65.49 to 69.24 % (Additional file 3: Table S2).
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Table 1 Determination of physiological indexes in leaves
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Physiological indexes

H

M

Photosynthesis parameters Pn (umolm™ 25~ ")
Gs (molm™2s™")
Ci (umol-mol™")
Tr (mmolm™2s™ 1)

wuUE (mmol-mol™")

Chlorophyll fluorescence parameters Fv/Fm
Pigments Chla (mgg™ )
Chl b (mgg™ "

Carotenoid (mg-g~ ")

53413+09168 a
06167 +£0.0025 a
27354+ 54665 a
1.0480+0.1209 a
54775+0.1802 a
0.6390+0.0147 a
1.3383+0.1007 a
05222+00812 a
0.2488 +0.0279 a

3.2563 £0.9505 b
0.3333+£0.0041 b
2207259231 b
0.752+0.0325 b

43379+02823 b
0.5283+00182 b
0.1527 £0.0498 b
0.0534+0.0034 b
0.0666 +0.0012 b

The units of each parameter are shown in parentheses. Data were analyzed by SAS, followed by Duncan’s honestly significant difference test at p <0.05. All data

shown reflect the average mean of three biological replicates (n = 3)

More than 53 % of reads in these samples can be com-
pared with the exon region of the reference genome
(Additional file 4: Table S3). The correlation analysis of
the expression levels of various samples shows good re-
peatability (Additional file 5: Figure S2). Overall, the
quality of the high-throughput sequencing data by Illu-
mina is sufficiently high to satisfy the requirements of

the transcriptome data. Thus, these data can be used for
further DEG analysis.

Functional annotation and classification of DEGs

A total of 3,298 DEGs were obtained from the H and M
leaves. Among these DEGs, 1,812 DEGs are upregulated,
and 1,486 DEGs are downregulated (Additional file 6:

-

A

wall, V vacuole, T thylakoid grana, G granulose, and GL grana lamella

Fig. 2 Ultrastructure analysis of chloroplast between H leaves and M leaves. A B C The ultrastructures suggest the typical structures of chloroplast
and thylakoid in H leaves. D E F The ultrastructures suggest destroyed structures of chloroplast, degraded thylakoid, and filled with various sized
vesicles in the chloroplast stroma in M leaves. E F Traces of abnormal degradation of thylakoids in abnormal chloroplasts. CH chloroplast, CW cell
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Figure S3 and Additional file 7: Figure S4). According to
the expression of DEGs in each sample, K-means cluster
analysis shows that DEGs are divided into six clusters
(Additional file 8: Figure S5).

COG, GO, and KEGG annotation was conducted for
the prediction of the functions and classification of all
DEGs. A total of 3,298 DEGs were annotated function-
ally and classified in 24 COG categories, including cell
structure, biochemical metabolism, signal transduction,
and so on (Fig. 3A). Among these categories, the group
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of general function prediction contains the largest num-
ber of DEGs (245, 7.43 %), followed by carbohydrate
transport (137, 4.15%); transcription (119, 3.61%); repli-
cation, recombination and repair (113, 3.43%) as well as
posttranslational modification, protein turnover, chaper-
ones (108, 3.27%).

GO annotation result indicates that 3,298 DEGs are
primarily assigned to 48 function items (Fig. 3B). In cel-
lular components, DEGs are primarily concentrated in
the cell part (1,968, 59.67 %), organelle (1,035, 31.38%),
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and membrane (848, 25.71%). In biological processes,
most of the DEGs are involved in cellular process (1,509,
45.76%), metabolic process (1,305, 39.57%), and stress to
stimulus (698, 21.16%). In molecular function, most
DEGs are concentrated in binding (1,545, 46.85%) and
catalytic activities (1,544, 46.82%).

KEGG annotation reveals that 3,298 DEGs are
enriched in 123 KEGG pathways. In these pathways,
DEGs are most significantly enriched in plant-pathogen
interaction and carotenoid biosynthesis pathways
(Fig. 3C). According to the KEGG annotation result, we
selected five KEGG pathways with significantly enriched
DEG for subsequent analysis, namely, porphyrin and Chl
metabolism  (map00860), carotenoid biosynthesis
(map00906), photosynthesis-antenna proteins
(map00196), photosynthesis (map00195) and plant-
pathogen interaction (map04626).

DEGs related to pigment synthesis in the leaves

In the transcriptome data, we analyzed the DEGs in the
porphyrin and Chl metabolism pathways, which controls
Chl biosynthesis. KEGG annotation results show that
three DEGs are involved in Chl synthesis (Fig. 4A).
Among these DEGs, the expression levels of the gluta-
myl-tRNA  reductase (HemA) and heme oxygenase
(HMOX) significantly increase, whereas the expression
of chlorophyllase (CLH) decreases significantly in M
compared with that in H.

In the M leaves, 12 DEGs are significantly enriched in
the carotenoid biosynthesis pathway. Five of these DEGs
are downregulated, namely, Z-ISO, CYP450-BCH, ZEP,
NCED3, and NCED4 (Fig. 4B). This finding is consistent
with the result that carotenoid content in the M leaves
is significantly lower than that in the H leaves.

DEGs related to photosynthesis in the leaves

In the photosynthesis-antenna protein pathway, the ex-
pression levels of two DEGs (LHCA2 and LHCB3) in the
M leaves are significantly higher than those in the H
leaves. By contrast, the expression levels of two DEGs
(PsaO and PsbY) are significantly downregulated in the
M leaves compared with those in the H leaves in the
photosynthetic pathway (Fig. 4C).

DEGs related to plant-pathogen interaction in the leaves

KEGG annotation result shows that 50 DEGs are
enriched in the plant-pathogen interaction pathway
(Figs. 5A and 3B). Among these DEGs, 19 are upregu-
lated in the M leaves, primarily including RPM1, RIN4,
CPK, BAKI, PTII and PRI, and 31 are downregulated.
The further function analysis of 50 DEGs shows that the
expression levels of the specific recognition receptors lo-
cated on the cell membranes (i.e., BAKI and FLS2) in
the M leaves significantly increase compared with those
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in the H leaves. Additionally, the expression level of the
plant resistance gene PRI in M is significantly upregu-
lated (Fig. 5A and B).

Richness and diversity of microbial community in the
leaves

Transcription annotation results show the highest sig-
nificant difference in DEG in the plant-pathogen inter-
action pathway. Therefore, the yellow leaf of M may be
caused by the endogenous microorganisms in the leaves.
Thus, we sequenced the 16 S and ITS diversity of the
leaves of both groups, compared the species and abun-
dances of prokaryotic and eukaryotic microorganisms in
H and M leaves, and screened the candidate microor-
ganisms involved in M leaf color variation. The sequen-
cing result shows that 224,313 and 214,939 effective
sequence reads are obtained by 16 S rRNA and ITS di-
versity sequencing, respectively. In prokaryotes, the total
number of OTUs is 670, and 441 shared OTUs can be
detected in the two groups (Fig. 6A). In eukaryotes, the
total number of detected OTUs is 1,278, of which 318
OTUs are shared by the two groups (Fig. 6B).

For prokaryotes, the differences in community classifi-
cation and abundance between the M and H leaves are
nonsignificant (Fig. 6C). However, for eukaryotes, the
classification result shows that OTUs belonging to 159
genera under eight phyla are found. Further comparative
analysis on the abundance of these eukaryotes reveals
that the average abundance of Didymella in the M leaves
(24-5.2%) is significantly higher than that in the H
leaves (0.0-2.4 %) (Fig. 6D). The LEfSe difference analysis
of the relative abundance of fungal communities be-
tween the two groups of samples through the Galaxy on-
line analysis platform (http://huttenhower.sph.harvard.
edu/galaxy/). The results showed that the abundance of
the fungal communities of taxa such as Dothideomycetes,
Pleosporales, Didymellaceae, and Didymella are higher
in M than in H (Fig. 7A). Furthermore, a diagram of the
classification unit based on the classification hierarchical
tree is constructed to find candidate fungal caused yel-
low leaf, and the results indicated that the abundance of
fungal community in the family, order, and class where
Didymella belongs was higher in M than that in H. The
above results showed that Didymella may be closely re-
lated to the yellow leaf of C. japonica (Fig. 7B).

Validation DEGs by qRT-PCR

We verified the expression of 20 DEGs that were ran-
domly selected in the two groups of samples by qRT-
PCR to confirm the reliability of the RNA-seq data
(Fig. 8A). Log,foldchange was used to calculate the cor-
relation between the RNA-Seq and qRT-PCR results
(2744Y of 20 DEGs. The result shows that the qRT-
PCR result of the 20 DEGs is positively correlated to the
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(See figure on previous page.)

Fig. 5 Plant-pathogen interaction pathway in two samples and expression profiles of DEGs. A Schematic diagram of the plant-pathogen
interaction pathway in the leaves of H and M [30], DEGs are marked in red. B The expression profiles of DEGs of plant-pathogen interaction
pathway in the leaves of C. japonica. The expression trend of DEGs in different samples indicated by a color change in square, and the color
change from blue to yellow suggests an increase in expression level of genes

RNA-seq result, which means the RNA-seq data are reli-
able and accurate (Fig. 8B).

Discussion

Obstructed chlorophyll synthesis as an important factor
for the yellowing of M leaves

Leaf color is an important commercial feature of orna-
mental plants. The color of a plant leaf primarily de-
pends on the content and distribution of Chl,
carotenoid, and anthocyanin [31]. In general, green
leaves are primarily caused by high Chl concentration,
whereas colorful leaves are primarily caused by changes
in carotenoid and anthocyanin contents. The M shows
yellow leaf phenotype varied from the green leaf of H.
The measured pigment content indicates that Chl con-
tent in the M leaves is significantly decreased. Transcrip-
tome KEGG annotation result shows that three DEGs,
namely, HemA, HMOX and CLH, are involved in Chl
biosynthesis (Fig. 9). In contrast to the decline in Chl
content, the two key genes, namely, HemA and HMOX,
which control the Chl biosynthesis, are significantly up-
regulated in M compared with those in H [32]. More-
over, the CLH gene plays an important role in the
degradation and metabolism of Chl, and its expression
level in the M leaves is lower than that in H [33].

In nature, leaf color is the result of plant evolution.
The leaf lacking Chl may lead to decreased biomass, fe-
cundity, and adaptability to adversity of plants [34, 35].
Thus, plants have a series of feedback regulation mecha-
nisms to weaken or eliminate this influence [36]. The
expression levels of the three DEGs involved in Chl syn-
thesis in the M and H leaves are the opposite to the
change in Chl content. This result may be due to the
change in expression level. This change is further medi-
ated by the cell nuclei that receive the reverse signals of
plastids transferring chloroplast development and func-
tional status after the M leaves show Chl deficiency. As
Chl is an important photosynthetic pigment, Chl defi-
ciency in the M leaves results in decreased Pn. Mean-
while, the expression levels of DEGs in the
photosynthesis pathway change accordingly.

Carotenoids comprise a series of pigments from yellow
to red, which are involved in light capture in photosyn-
thesis and are essential to the protection of plants ex-
posed to excessive light [37, 38]. Therefore, impaired
carotenoid biosynthesis can lead to a color mutant
phenotype [39, 40]. Leaf color mutation in many plants
is related to the synthesis and degradation of carotenoids

[41, 42]. In the present study, DEGs are significantly
enriched in the carotenoid biosynthesis pathway. The
qRT-PCR result shows that five DEGs, namely, Z-ISO,
CYP450-BCH, ZEP, NCED3, and NCED4 are downregu-
lated in the M leaves, and the rate of carotenoid biosyn-
thesis in the M leaves decreases significantly (Fig. 9).
Finally, the M leaves turn yellow.

Destruction of chloroplast structure leads to yellowing of
the M leaves

The development of chloroplast is the main affecting
factor of the formation of leaf color in higher plants.
Various leaf color mutants caused by chloroplast dyspla-
sia have been reported in many species, such as L. indica
[27], tea tree [43], and Ginkgo biloba [44, 45]. In general,
the leaves in mutants with abnormal chloroplast func-
tion show Chl deficiency. The number and development
of abnormal chloroplasts may lead to impaired thylakoid
membranes and reduced accumulation of light trapping
proteins in photosystems I and II [13]. Therefore, change
in leaf color may reflect the abnormal development and
function of chloroplasts. In view of the significantly de-
creased chloroplast pigment in the M leaves, the ultra-
structures of the chloroplasts in the H and M leaves
were explored through transmission electron micros-
copy. The result shows that the number of chloroplasts
in the M leaves is significantly lower than that in the H
leaves. The chloroplast structures are incomplete and re-
placed by many bubbles of different sizes, and dense
thylakoid grana are nearly absent. Thylakoids play an
important role in plant photosynthesis. Photosynthetic
pigment synthesis and photosynthetic electron transfer
occur around thylakoids and their surfaces [46]. Mean-
while, Chl is embedded in the thylakoid membrane of a
chloroplast. The ultrastructure analysis result indicates
that the significantly decreased Chl content in the M
leaves is caused by the destruction of the chloroplast
structures and results in yellow leaf phenotype.

Didymella causes yellowing leaves in M by destroying the
chloroplast structures

Comparative transcriptome analysis result suggests that
the DEGs in the H and M leaves are significantly
enriched in the plant-pathogen interaction pathway (50
DEGs). Furthermore, the expression levels of the pattern
recognition receptor, LRR receptor-like serine/threo-
nine-protein kinase (FLS2), and brassinosteroid insensi-
tive 1-associated receptor kinase 1 (BAKI) are
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Fig. 7 Comparative analysis of fungal community abundance between H samples and M samples. A LEfSe difference analysis of the relative
abundance of fungal communities between H leaves and M leaves. The length of the column indicates the significant degree of the difference in
the taxa, and the different colors of the bar graph indicate the higher abundance sample groups corresponding to the taxa. C: Class; O: Order; F:
Family; G: Genus. B Diagram of the classification unit based on the classification hierarchical tree. The classification hierarchy tree shows the
hierarchical relationship of all taxa from the phylum to the genus (arranged from the inner circle to the outer circle) in the sample fungal
community. The size of the node corresponds to the average relative abundance of the taxa. Green indicates that the taxa has a higher
abundance in H, while red indicates that the taxa has a higher abundance in M. The names of all taxa with significant differences are listed on

the right

significantly upregulated in the M leaves (Fig. 9). These
enzymes form a complex with bacterial flagella flg22 to
activate plant defense signal as resistance to pathogen
invasion [47, 48]. The expression levels of the CML and
CPK genes encoding Ca”* signal channel-related pro-
teins or protein kinases in the M leaves are significantly
increased compared with those in the H leaves. Ca**
channel-related genes play key roles in plant resistance
to biotic stress [49]. Changing Ca®" concentrations in
cell solutes is the main response of plant organisms to
biotic and abiotic stresses [50]. The expression levels of
Ca®* channel-related genes significantly increase in the
M leaves. These genes can activate respiratory burst oxi-
dase, and mediate the production of reactive oxygen spe-
cies, and they are involved in the immune response of
plants [51, 52].

Plants control the activation of innate immune re-
sponse through process involving mitogen-activated pro-
tein kinases and salicylic acid. These immune defenses
include the deposition of lignin and callose in the cell
wall, transcription of related disease-resistant genes, and
production of antibacterial compounds and reactive oxy-
gen species [53]. The wax layer and upper/lower epider-
mis in the M leaves are thicker than those in the H
leaves. This result is due to the effect of lignin depos-
ition in the epidermal cells of the M leaves. After the M
leaves show a Chl-deficiency phenotype, the plant in-
creases its resistance to pathogens by increasing the
thickness of leaf epidermis and wax layer.

Many studies have reported that various plant patho-
gens promote pathogenesis by injecting their different
type III effectors (T3E) into plant cells [54]. T3E, which
is commonly found in Pseudomonas syringae, has a pu-
tative chloroplast targeting sequence and a ] domain,
which can activate 70 kDa heat shock protein and thus
promote the remodeling of chloroplast thylakoid struc-
tures and inhibit of salicylic acid accumulation [55, 56].
In this study, the KEGG annotation result shows that
the plant-pathogen interaction pathway is a DEG-
enriched pathway with the most significant difference.
At the same time, the results of microbial diversity se-
quencing show that the abundance of Didymella genus
in M leaves is significantly higher than that in the H
leaves. Therefore, the eukaryotes of genus Didymella is

closely related to the yellow leaf phenotype of M. The
Didymella may also have similar functions to P. syringae,
as previously reported. It may specifically target the
chloroplast of the plant cells and act on the thylakoid,
thereby resulting in the degradation of the thylakoid
grana and then causing the loss of Chl biosynthesis and
yellow leaf phenotype in M (Fig. 9).

Conclusions

In the yellow leaves of C. japonica (M), Chl and caroten-
oid content decreased, chloroplast ultrastructure was ab-
normal, the photosynthesis and photosynthetic product
biosynthesis were affected. A total of 3,298 DEGs were
identified by comparative transcriptome sequencing ana-
lysis. These DEGs are primarily involved in the plant—
pathogen interaction, carotenoid biosynthesis, photosyn-
thesis, and Chl biosynthesis. Moreover, microbial diver-
sity analysis showed that the abundance of Didymella
genus in M leaves is significantly higher than that in the
H leaves. Overall, our data showed that the yellow-leaf
phenotype of M is closed related to the decreased Chl
content, destroyed chloroplast structure, and Didymella
invasion. Conclusively, we speculate that Didymella in
the M leaves may target chloroplasts and destroy the
structures of thylakoids, and thus degrade thylakoid
grana; this degradation reduces the Chl and carotenoid
contents, and leads to yellow leaf phenotype of C. japon-
ica (M).

Methods

Plant materials

The cultivars of C. japonica used in this study were
planted in Wunao Mountain National Forest Park
(31°13"'44''N, 114°59'17"'E) in Macheng, Hubei Prov-
ince, China. All samples of C. japonica leaves were col-
lected with the permission of the head of Wunao
Mountain National Forest Park in Macheng. The certifi-
cation of all C. japonica varieties is completed by the
Camellia Branch of China Flower Association, and the
certification of M is shown in Figure S1. In November
2017, leaves of similar sizes were collected from 15-year-
old M and parent H plants with similar genetic back-
grounds. The control was H, and the treatment was M
(Fig. 1A - D). Three biological replicates were set for
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each cultivar. and 30 leaves were used in each round of
transcriptome sequencing, microbial diversity sequen-
cing, and physiological index determination. All samples
were stored in -80 °C after quick freezing in liquid
nitrogen.

Measurements of Chl, carotenoid, photosynthesis
parameters, and chlorophyll fluorescence parameters

The 15-year-old M and parent H plants with similar
genetic backgrounds were selected, and the photosyn-
thesis and chlorophyll fluorescence parameters of the
leaves were determined with an LI-6400XT portable
photosynthesis measurement system and portable
chlorophyll fluorescence meter PAM-2500, respectively.
Yellow leaves from M and green leaves H were selected,
and Chl a, Chl b, and carotenoid contents were extracted
and determined according to the method of Lichtentha-
ler et al. [57]. Each treatment was set up with three rep-
licates, and 30 leaves from six trees were selected for
each repetition.

Transmission electron microscopy and optical microscopy
observation

The leaves were first soaked in a mixture of 2.5 % glutar-
aldehyde and 2 % paraformaldehyde and then fixed with
1% osmium tetroxide (Fig. 1C and D). Subsequently, the
specimens were dehydrated, embedded, sectioned,
stained, and observed [58]. For the observation of the
microstructure, a 0.5 mm thick slice was cut with a Leica
RM2265 semi-thin microtome, and leaf cells were ob-
served and photographed with a Leica DVM6 digital
microscope. Ten locations were randomly selected for
the upper and lower epidermis of the leaves, and the
thicknesses of the upper and lower epidermis and the

waxy layer of the leaves under different treatments were
measured with AutoCAD. For the observation of ultra-
structures, the leaves were cut into 70 nm thick slices
with a Leica EM UC7 ultra-thin slicing machine (Leica
Microsystems GmbH, Wetzlar, Germany) and then
stained with 3% uranium acetate and 6 % lead citrate.
Leaf cell structures and photographs were observed
using Tecnai G2 Spirit Bio TWIN. Ultrastructural im-
ages were used in counting the chloroplasts in 10 ran-
domly selected cells, and the average number of
chloroplasts in each cell was calculated.

RNA extraction and cDNA library preparation

Total RNA in C. japonica leaves was extracted according
to the instructions of the TaKaRa MiniBEST Plant RNA
extraction kit, and the purity and concentration of RNA
were detected through agarose gel electrophoresis and
with  a NanoDrop 2000 microspectrophotometer
(IMPLEN, CA, USA), respectively. The construction and
sequencing of the cDNA library were completed by the
Annoroad Gene Technology Corporation (Beijing,
China). In this study, two sets of samples were con-
structed, and each set has three replicates and 30 leaves.
Six ¢cDNA libraries (H1, H2, H3, M1, M2, M3) were
constructed, and each has 30 leaves. These cDNA librar-
ies were sequenced using the Illumina HiSeq 2500 se-
quencing platform.

lllumina deep sequencing and data analysis

Clean reads filtered from the raw reads were mapped to
the tea tree reference genome database (Tea plant Gen-
ome Database http://www.plantkingdomgdb.com/tea_
tree/) by using HISAT v2.0.4 [29]. All raw reads data
were stored in the NCBI sequence read archive (SRA
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accession number: PRJNA577010) and transcriptome se-
quences were annotated with Trinotate. Functional an-
notations were mainly performed using databases,
including PFAM, Nr, Swissprot, GO, COG, and KEGG.

Identification and functional analysis of DEGs

The FPKM of RNA-Seq was used in estimating gene ex-
pression abundance [59]. The DESeq242 package [60]
was used to identify DEGs in M and H, which used for
GO and KEGG enrichment analysis [61, 62]. DEG
enriched in the KEGG pathway was calculated using
KOBAS [63].

gRT-PCR analysis

DEGs were selected from the transcriptome for qRT-
PCR analysis, and specific primers were designed using
Primer 5.0 (Additional file 9: Table S4). The 18 S was se-
lected as the internal reference gene [64], and qRT-PCR
of DEG was performed by LineGene 9600 Plus real-time
fluorescent PCR instrument (Bio-er, Hangzhou) and
SYBR Green BioEasy Master Mix kit [65]. All reactions
were performed in three biological replicates (30 leaves
each repetition), and the relative expression levels of
genes were calculated through the 27A8Ct method [66].

Microbial diversity sequencing and analysis in leaves
Total genomic DNA was extracted using the Omega
mag-bind Soil DNA kit (Noraville, GA, USA), and the
concentration and quality of the extracted DNA were
measured with a NanoDrop nd-1000 spectrophotometer
(Thermo Fisher Scientific, Waltham, MA, USA) and
through agglutinin gel electrophoresis, respectively. A
microbial diversity library was constructed using univer-
sal primers (Additional file 10: Table S5). The construc-
tion and sequencing of the diversity library were
performed using the Illumina MiSeq platform (PE300,
CA, USA) from Personalbio (Shanghai, China). In this
study, eight bacterial diversity libraries and eight fungal
diversity libraries were constructed from two groups of
samples. Each group had four replicates with 30 leaves
each. For raw sequencing data, the representative OTU
classification of each sample was obtained using the
QIIME (v1.8.0) and R package (v3.2.0) [67]. All microbial
diversity sequencing raw data were stored in the NCBI
sequence read archive (SRA accession number: bacterial,
PRJNA598468; fungal, PRJNA598022).

Statistical analysis of data

Data were analyzed by Excel and SAS for ANOVA, and
then SAS (SAS Institute Inc., Cary, NC, USA) was used
for Duncan test (p < 0.05) for significant difference.

Page 15 of 17

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/512870-021-03198-w.

Additional file 1: Figure S1. Cultivar registration certificate of
‘Maguxianzi'.

Additional file 2: Table S1. Quality inspectionof sample sequencing
data.

Additional file 3: Table S2. Evalution of sample alignment rate.
Additional file 4: Table S3. Detectionof sample alignment area.

Additional file 5: Figure S2. Correlation coefficient between FPKM of
genes of samples.

Additional file 6: Figure S3. The number of total DEGs in M vs H.
Compared with H, the DEGs up-regulated in M were represented by yel-
low, whereas the cyan represented the down-regulated DEGs in M.

Additional file 7: Figure S4. Clustering expression heatmap of DEGs in
different samples. Different samples are marked in black front at the
bottom of the figure. The expression level of genes in different samples
indicated by a change of color, and the color change from blue to
yellow suggest an increase of expression level of genes.

Additional file 8: Figure S5. The expression pattern clustering of DEGs
in different samples. All DEGs were divided into 6 subclasses.

Additional file 9: Table S4. Primers used in qRT-PCR.

Additional file 10: Table S5. Universal primer used in microbial
diversity sequencing.

Acknowledgements

We thank the staff of Wunao Mountain National Forest Park in Macheng for
their help during the field experiments. And we would like to thank the
head of Wunao Mountain National Forest Park in Macheng for our
permission to collect all samples in this experiment. We thank for assistance
from Shaohua Zeng, Xinlan Xu and Rufang Deng from South China Botanical
Garden, Chinese Academy of Sciences during the transmission electron
microscope experiment process.

Authors' contributions

FX and MYF conceived, designed research and wrote the manuscript; MYF,
XY, JRZ, XRH, and JBY accomplished the experiment involved in this paper.
LW and JBY completed data analysis, ZCZ, ZBL, WWZ, and YLL offered the
key idea and scientific guidance for this research. FX revised the manuscript
critically for important intellectual content, and MYF sorted out and analyzed
all materials in this research. All authors listed in here contributed and
approved the manuscript.

Funding

This study was funded by the Demonstration Project of Forestry Science and
Technology funded by the Central Government of China (The Plan of
Forestry Department of Hubei Province, Grant No. [2017]TGO08). The funding
bodies did not play any role in the design of the study and collection,
analysis, and interpretation of data and in writing the manuscript.

Availability of data and materials

All raw data reported in this paper have been deposited in the National
Center for Biotechnology Information sequence read archive (RNA-sequcing
accession SRA accession number: PRINA577010; Microbial diversity
sequencing SRA accession number: bacterial, PRINA598468; fungal,
PRINA598022). The database generated and the materials used during the
current study are available from the corresponding and first authors on
reasonable request (xufeng198@126.com; fumingyuel214@163.com).

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.


https://doi.org/10.1186/s12870-021-03198-w
https://doi.org/10.1186/s12870-021-03198-w

Fu et al. BMC Plant Biology

(2021) 21:416

Competing interests
The authors declare that they have no competing interests.

Author details

'College of Horticulture and Gardening, Yangtze University, 434025 Jingzhov,
Hubei, China. “Department of Forestry Ecology, Hubei Ecology Polytechnic
College, 430070 Wuhan, China. *School of Horticulture and Landscape,
Wuhan University of Bioengineering, 430415 Wuhan, China.

Received: 9 September 2020 Accepted: 31 August 2021
Published online: 10 September 2021

References

1.

Salinero C, Feds X, Mansilla JP, Seijas JA, Vézquez-Tato MP, Vela P, Sainz
MJ. "H-nuclear magnetic resonance analysis of the triacylglyceride
composition of cold-pressed oil from Camellia japonica. Molecules.
2012,17(6):6716-27.

Onodera K, Hanashiro K, Yasumoto T. Camellianoside, a novel antioxidant
glycoside from the leaves of Camellia japonica. Biosci Biotechnol Biochem.
2006;70(8):1995-8.

Thao NTP, Hung TM, Lee MK, Kim JC, Min BS, Bae K. Triterpenoids from
Camellia japonica and their cytotoxic activity. Chem Pharm Bull. 2010;58(1):
121-4.

Akihisa T, Tokuda H, Ukiya M, Suzuki T, Enjo F, Koike K, Nikaido T, Nishino H.
3-epicabraleahydroxylactone and other triterpenoids from camellia oil and
their inhibitory effects on Epstein-Barr virus activation. Chem Pharm Bull.
2004;52(1):153-6.

Zhang S, Li X. Hypoglycemic activity in vitro of polysaccharides from
Camellia oleifera Abel. seed cake. Int J Biol Macromol. 2018;115:811-9.

Zhou L, Ma P, Shuai M, Huang J, Sun C, Yao X, Chen Z, Min X, Zhang T.
Analysis of the water-soluble polysaccharides from Camellia japonica pollen
and their inhibitory effects on galectin-3 function. Int J Biol Macromol. 2020;
159:455-60.

Lee C, Shih P, Hsu C, Yen G. Hepatoprotection of tea seed oil (Camellia
oleifera Abel) against CCl4-induced oxidative damage in rats. Food Chem
Toxicol. 2007;45(6):888-95.

Vela P, Salinero C, Sainz MJ. Phenological growth stages of. Camellia
japonica. 2013;162(2):182-90.

Lee SY, Jung MY, Yoon SH. Optimization of the refining process of camellia
seed oil for edible purposes. Food Sci Biotechnol. 2014;23(1):65-73.

Sun'Y, Fan Z, Li X, Li J, Yin H. The emopenAPETALATemclose and
emopenFRUITFULemclose homologs in emopenCamellia japonicaemclose
and their roles in double flower domestication. Mol Breeding. 2014;33(4):
821-34.

Li X, Li J, Fan Z, Liu Z, Tanaka T, Yin H. Global gene expression defines faded
whorl specification of double flower domestication in Camellia. Sci Rep.
2017;7(1):3197.

Zhu X, Guo S, Wang Z, Du Q, Xing Y, Zhang T, Shen W, Sang X, Ling Y, He
G. Map-based cloning and functional analysis of YGL8, which controls leaf
colour in rice (Oryza sativa). BMC Plant Biol. 2016;16(1):134.

Luo T, Luo S, Aratjo WL, Schlicke H, Rothbart M, Yu J, Fan T, Fernie AR,
Grimm B, Luo M. Virus-induced gene silencing of pea CHL/ and CHLD affects
tetrapyrrole biosynthesis, chloroplast development and the primary
metabolic network. Plant Physiol Biochem. 2013;65:17-26.

Song M, Wei Q, Wang J, Fu W, Qin X, Lu X, Cheng F, Yang K, Zhang L, Yu X,
et al. Fine mapping of, conferring virescent leaf through the regulation of
chloroplast development in Cucumber. Front Plant Sci. 2018;9:432.

Ding Y, Yang W, Su C, Ma H, Pan Y, Zhang X, Li J. Tandem 13-lipoxygenase
genes in a cluster confers yellow-green leaf in Cucumber. Int J Mol Sci. 2019;
20(12):3102.

Roth R, Sawers RJ, Munn HL, Langdale JA. Plastids undifferentiated, a
nuclear mutation that disrupts plastid differentiation in Zea mays L. Planta.
2001;213(4):647-58.

LiuW, FuY, Hu G, Si H, Zhu L, Wu C, Sun Z. Identification and fine mapping
of a thermo-sensitive chlorophyll deficient mutant in rice (Oryza sativa L.).
Planta. 2007;226(3):785-95.

Wu H, Shi N, An X, Liu C, Fu H, Cao L, Feng Y, Sun D, Zhang L. Candidate
genes for yellow leaf color in common wheat (Triticum aestivum L.) and
major related metabolic pathways according to transcriptome profiling. Int J
Mol Sci. 2018;19(6):1594.

20.

22.

23.

24.

25.

26.

27.

28.

29.

30.

32.
33.
34.

35.

36.

37.

38.

39.

40.

41.

9.

Page 16 of 17

Rong W, Wang X, Wang X, Massart S, Zhang Z. Molecular and Ultrastructural
Mechanisms Underlying Yellow Dwarf Symptom Formation in Wheat after
Infection of Barley Yellow Dwarf Virus. Int J Mol Sci. 2018;19(4):1594.

Fan'Y, Zhao X, Wang H, Tian Y, Zhang L. Effects of light intensity on
metabolism of light-harvesting pigment and photosynthetic system in
Camellia sinensis L. cultivar "Huangjinya’. Environ Exp Bot. 2019;166:103796.
Zhang K, Mu Y, Li W, Shan X, Wang N, Feng H. Identification of two
recessive etiolation genes (py1, py2) in pakchoi (Brassica rapa L. ssp.
chinensis). BMC Plant Biol. 2020,20(1):68.

Nagata N, Tanaka R, Satoh S, Tanaka A. Identification of a vinyl
reductase gene for chlorophyll synthesis in Arabidopsis thaliana and
implications for the evolution of Prochlorococcus species. Plant Cell.
2005;17(1):233-40.

Rissler HM, Collakova E, DellaPenna D, Whelan J, Pogson BJ. Chlorophyll
biosynthesis. Expression of a second CHLI gene of magnesium chelatase in
Arabidopsis supports only limited chlorophyll synthesis. Plant Physiol. 2002;
128(2):770-9.

Zhang XP, Rhodes BB, Baird WV, Skorupska HT, Bridges WC. Development of
Genic Male-sterile Watermelon Lines with Delayed-green Seedling Marker.
HortSciences. 1996;31(1):123-6.

Zhao Y, Wang ML, Zhang YZ, Du LF, Pan T. A chlorophyll-reduced seedling
mutant in oilseed rape, Brassica napus, for utilization in F1 hybrid
production. Plant Breeding. 2010;119(2):131-5.

Roberts DJ, Werner DJ, Wadl PA, Trigiano RN. Inheritance and allelism of
morphological traits in eastern redbud (Cercis canadensis L.). Hortic Res.
2015;2:15049.

Li'Y, Zhang Z, Wang P, Wang S, Ma L, Li L, Yang R, Ma Y, Wang Q.
Comprehensive transcriptome analysis discovers novel candidate genes
related to leaf color in a Lagerstroemia indica yellow leaf mutant. Genes
Genom. 2015;37(10):851-63.

Li W, Zhang Z, Tian J, Zhang J, Lu Y, Qin X, Hu Y, Yao Y. A Purple and
Double-flowered Crabapple Cultivar: ‘Double-flowered Prince’. HortScience.
2021; 56(8):973-8.

Xia EH, Zhang HB, Sheng J, Li K, Zhang QJ, Kim C, Zhang Y, Liu Y, Zhu T, Li
W, et al. The Tea Tree Genome Provides Insights into Tea Flavor and
Independent Evolution of Caffeine Biosynthesis. Mol Plant. 2017;10(6):866—
77.

Boller T, He SY. Innate immunity in plants: an arms race between pattern
recognition receptors in plants and effectors in microbial pathogens.
Science. 2009;324(5928):742-4.

Carlson JE, Holsinger KE. Natural selection on inflorescence color
polymorphisms in wild Protea populations: the role of pollinators, seed
predators, and intertrait correlations. Am J Bot. 2010,97(6):934-44.

Eckhardt U, Grimm B, Hortensteiner S. Recent advances in chlorophyll
biosynthesis and breakdown in higher plants. Plant Mol Biol. 2004;56(1):1-14.
Beale SI. Green genes gleaned. Trends Plant Sci. 2005;10(7):309-12.

Liu J, Wang J, Yao X, Zhang Y, Li J, Wang X, Xu Z, Chen W. Characterization
and fine mapping of thermo-sensitive chlorophyll deficit mutant1 in rice
(Oryza sativa L.). Breed Sci. 2015;65(2):161-9.

Gayen D, Barua P, Lande NV, Varshney S, Sengupta S, Chakraborty S,
Chakraborty N. Dehydration-responsive alterations in the chloroplast
proteome and cell metabolomic profile of rice reveals key stress adaptation
responses. Environ Exp Bot. 2019;160:12-24.

Koussevitzky S, Nott A, Mockler TC, Hong F, Sachetto-Martins G, Surpin M,
Lim J, Mittler R, Chory J. Signals from chloroplasts converge to regulate
nuclear gene expression. Science. 2007;316(5825):715-9.

Cazzonelli CI, Pogson BJ. Source to sink: regulation of carotenoid
biosynthesis in plants. Trends Plant Sci. 2010;15(5):266-74.

Song L, Ma Q, Zou Z, Sun K, Yao Y, Tao J, Kaleri NA, Li X. Molecular link
between leaf coloration and gene expression of flavonoid and carotenoid
biosynthesis in Cultivar ‘Huangjinya.’ Front Plant Sci. 2017;8:803.

Dong H, Deng Y, Mu J, Lu Q, Wang Y, Xu Y, Chu C, Chong K, Lu C, Zuo J.
The Arabidopsis Spontaneous Cell Death1 gene, encoding a zeta-carotene
desaturase essential for carotenoid biosynthesis, is involved in chloroplast
development, photoprotection and retrograde signalling. Cell Res. 2007;
17(5):458-70.

Yuan H, Zhang J, Nageswaran D, Li L. Carotenoid metabolism and
regulation in horticultural crops. Hortic Res. 2015;2:15036.

Wang G, Du X, Ji J, Guan C, Li Z, Josine TL. De novo characterization of the
Lycium chinense Mill. leaf transcriptome and analysis of candidate genes
involved in carotenoid biosynthesis. Gene. 2015;555(2):458-63.



Fu et al. BMC Plant Biology

42.

43.

44,

45,

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

(2021) 21:416

Wu Q, Chen Z, Sun W, Deng T, Chen M. De novo sequencing of the leaf
transcriptome reveals complex light-responsive regulatory networks in
Camellia sinensis cv. Baijiguan. Front Plant Sci. 2016;7:332.

Wang L, Yue C, Cao H, Zhou Y, Zeng J, Yang Y, Wang X. Biochemical and
transcriptome analyses of a novel chlorophyll-deficient chlorina tea plant
cultivar. BMC Plant Biol. 2014;14:352.

Liu X, Yu W, Wang G, Cao F, Cai J, Wang H. Comparative Proteomic and
Physiological Analysis Reveals the Variation Mechanisms of Leaf Coloration
and Carbon Fixation in a Xantha Mutant of Ginkgo biloba L. Int J Mol Sci.
2016;17(11):1794.

LiW, Yang S, Lu Z He Z, Ye Y, Zhao B, Wang L, Jin B. Cytological,
physiological, and transcriptomic analyses of golden leaf coloration in
Ginkgo biloba L. Hortic Res. 2018;5:12.

Ye J, Mao D, Cheng S, Zhang X, Xu F. Comparative transcriptome analysis
reveals the potential stimulatory mechanism of terpene trilactone
biosynthesis by exogenous salicylic acid in Ginkgo biloba. Ind Crop Prod.
2020;145:112104-.

Sun Y, Li L, Macho AP, Han Z, Hu Z, Zipfel C, Zhou J-M, Chai J. Structural
basis for flg22-induced activation of the Arabidopsis FLS2-BAK1 immune
complex. Science. 2013,342(6158):624-8.

GOmez-Gomez L, Bauer Z, Boller T. Both the extracellular leucine-rich repeat

domain and the kinase activity of FSL2 are required for flagellin binding
and signaling in Arabidopsis. Plant Cell. 2001;13(5):1155-63.

Chen J, Pang W, Chen B, Zhang C, Piao Z. Transcriptome analysis of Brassica

rapa near-isogenic lines carrying clubroot-resistant and -susceptible alleles
in response to Plasmodiophora brassicae during early infection. Front Plant
Sci. 2015;6:1183.

Rudd JJ, Franklin-Tong VE. Unravelling response-specificity in Ca signalling
pathways in plant cells. New Phytol. 2001;151(1):7-33.

Martin ML, Busconi L. A rice membrane-bound calcium-dependent protein
kinase is activated in response to low temperature. Plant Physiol. 2001;
125(3):1442-9.

Kurusu T, Kuchitsu K, Tada Y. Plant signaling networks involving Ca** and
Rboh/Nox-mediated ROS production under salinity stress. Front Plant Sci.
2015,6:427.

Loake G, Grant M. Salicylic acid in plant defence-the players and
protagonists. Curr Opin Plant Biol. 2007;10(5):466-72.

Greenberg JT, Vinatzer BA. Identifying type Il effectors of plant pathogens
and analyzing their interaction with plant cells. Curr Opin Microbiol. 2003;
6(1):20-8.

Chiu C, Chen L, Su P, Li H. Evolution of chloroplast J proteins. PLoS One.
2013;8(7):270384.

Jelenska J, Yao N, Vinatzer BA, Wright CM, Brodsky JL, Greenberg JT.
A J domain virulence effector of Pseudomonas syringae remodels
host chloroplasts and suppresses defenses. Curr Biol. 2007;17(6):499—
508.

LH K R. WA. Determinations of total carotenoids and chlorophylls a
and b of leaf extracts in different solvents. Biochm Soc Trans. 1983;
11(5):591-2.

Wang P, Gao J, Wan C, Zhang F, Xu Z, Huang X, Sun X, Deng X. Divinyl
chlorophyll(ide) a can be converted to monovinyl chlorophyll(ide) a by a
divinyl reductase in rice. Plant Physiol. 2010;153(3):994-1003.

Trapnell C, Williams BA, Pertea G, Mortazavi A, Kwan G, van Baren MJ,
Salzberg SL, Wold BJ, Pachter L. Transcript assembly and quantification by
RNA-Seq reveals unannotated transcripts and isoform switching during cell
differentiation. Nat Biotechnol. 2010;28(5):511-5.

Wang L, Feng Z, Wang X, Wang X, Zhang X. DEGseq;: an R package for

identifying differentially expressed genes from RNA-seq data. Bioinformatics.

2010;26(1):136-8.

Young MD, Wakefield MJ, Smyth GK, Oshlack A. Gene ontology analysis for
RNA-seq: accounting for selection bias. Genome Biol. 2010;11(2):R14.
Kanehisa M, Araki M, Goto S, Hattori M, Hirakawa M, Itoh M, Katayama T,
Kawashima S, Okuda S, Tokimatsu T, et al. KEGG for linking genomes to life
and the environment. Nucleic Acids Res. 2008,36:D480-4.

Mao X, Cai T, Olyarchuk JG, Wei L. Automated genome annotation and
pathway identification using the KEGG Orthology (KO) as a controlled
vocabulary. Bioinformatics. 2005;21(19):3787-93.

Zhou XW, Fan ZQ, Chen Y, Zhu YL, Li JY, Yin HF. Functional analyses of a
flavonol synthase-like gene from Camellia nitidissima reveal its roles in
flavonoid metabolism during floral pigmentation. J Biosci. 2013;38(3):593—
604.

Page 17 of 17

65. YeJ, Cheng S, Zhou X, Chen Z, Zhu YJIC. Products. A global survey of full-
length transcriptome of Ginkgo biloba reveals transcript variants involved in
flavonoid biosynthesis. Ind Crop Prod. 2019;139:111547.

66. Schmittgen TD, Livak KJ. Analyzing real-time PCR data by the comparative
C(T) method. Nat Protoc. 2008;3(6):1101-8.

67. Edgar RC. Search and clustering orders of magnitude faster than BLAST.
Bioinformatics. 2010;26(19):2460-1.

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

Ready to submit your research? Choose BMC and benefit from:

e fast, convenient online submission

o thorough peer review by experienced researchers in your field

 rapid publication on acceptance

o support for research data, including large and complex data types

e gold Open Access which fosters wider collaboration and increased citations
e maximum visibility for your research: over 100M website views per year

K BMC

At BMC, research is always in progress.

Learn more biomedcentral.com/submissions



	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	Physiological changes in the yellow leaves
	Cytological changes in the yellow leaves
	Overview of transcriptome sequencing
	Functional annotation and classification of DEGs
	DEGs related to pigment synthesis in the leaves
	DEGs related to photosynthesis in the leaves
	DEGs related to plant-pathogen interaction in the leaves
	Richness and diversity of microbial community in the leaves
	Validation DEGs by qRT-PCR

	Discussion
	Obstructed chlorophyll synthesis as an important factor for the yellowing of M leaves
	Destruction of chloroplast structure leads to yellowing of the M leaves
	Didymella causes yellowing leaves in M by destroying the chloroplast structures

	Conclusions
	Methods
	Plant materials
	Measurements of Chl, carotenoid, photosynthesis parameters, and chlorophyll fluorescence parameters
	Transmission electron microscopy and optical microscopy observation
	RNA extraction and cDNA library preparation
	Illumina deep sequencing and data analysis
	Identification and functional analysis of DEGs
	qRT-PCR analysis
	Microbial diversity sequencing and analysis in leaves
	Statistical analysis of data

	Supplementary Information
	Acknowledgements
	Authors' contributions
	Funding
	Availability of data and materials
	Declarations
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

