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Single‑molecule real‑time 
sequencing of the full‑length 
transcriptome of Halophila beccarii
Siting Chen* & Guanglong Qiu*

Ecologically, Halophila beccarii Asch. is considered as a colonizing or a pioneer seagrass species and a 
“tiny but mighty” seagrass species, since it may recover quickly from disturbance generally. The use 
of transcriptome technology can provide a better understanding of the physiological processes of 
seagrasses. To date, little is known about the genome and transcriptome information of H. beccarii. In 
this study, we used single molecule real‑time (SMRT) sequencing to obtain full‑length transcriptome 
data and characterize the transcriptome structure. A total of 11,773 of the 15,348 transcripts were 
successfully annotated in seven databases. In addition, 1573 long non‑coding RNAs, 8402 simple 
sequence repeats and 2567 transcription factors were predicted in all the transcripts. A GO analysis 
showed that 5843 transcripts were divided into three categories, including biological process (BP), 
cellular component (CC) and molecular function (MF). In these three categories, metabolic process 
(1603 transcripts), protein‑containing complex (515 transcripts) and binding (3233 transcripts) were 
the primary terms in BP, CC, and MF, respectively. The major types of transcription factors were 
involved in MYB‑related and NF‑YB families. To the best of our knowledge, this is the first report of the 
transcriptome of H. beccarii using SMRT sequencing technology.

Seagrasses are flowering monocotyledonous plants that have fully adapted to the lifecycle of being completely 
submerged in the  ocean1. In evolutionary history, four independent seagrass lineages evolved from terrestrial 
species to living in the marine environment, forming independent but often convergent adaptation  strategies2,3. 
Seagrass meadows are one of the most widely distributed coastal ecosystems on  earth2, and they have important 
ecosystem service functions. For example, seagrass meadows provide important food sources and habitats for 
marine animals, such as green turtles and  dugongs4,5. Simultaneously, seagrass meadows are key places for carbon 
storage in the  biosphere6.

However, seagrass meadow ecosystems are facing multiple threats, including eutrophication, sediment cover, 
species invasion, human fishery activities, pathogen invasion, global warming, ocean acidification, and typhoons, 
and the area of seagrass meadows has declined  sharply7,8. Research on the mechanism of degradation and the 
protection of seagrass meadows has become an internationally recognized research hotspot. Seagrass conserva-
tion is urgent. Thus, we used RNA-Seq to obtain the full-length transcriptome to provide some genetic resources 
for the conservation of seagrasses.

Halophila beccarii Asch. is a typical intertidal seagrass. It belongs to one of the two oldest lineages of all the 
seagrasses and is known as the "living dinosaur"9. Biologically, it has the characteristics of "old age," including 
a small shape, quick growth, monoecious status, pistils that ripen first, low genetic diversity, and the coexist-
ence of annual and perennial life  histories10. Ecologically, it is considered as a colonizing or a pioneer seagrass 
species and a “tiny but mighty” seagrass species, since it may recover quickly from disturbance  generally9. H. 
beccarii is one of 10 current species of seagrass that are at risk for  extinction11. Owing to its limited distribution 
range, quick population turnover, small shape, and tendency to easily be covered by sediments, H. beccarii and 
its importance are not well  known12. Although it has high research and ecological value as an important species, 
there is a dearth of genomic and transcriptome information.

Currently, the transcriptome research of seagrass primarily depends on technologies, such as RNA-Seq, 
expression sequence tags (EST), and DNA microarrays. Revealing the mechanism of sexual reproductive of sea-
grass and the differences in transcriptome between different tissues at the molecular level will help to understand 
the reproductive, life history characteristics and genetic basis of seagrass, but there are currently few studies 
in this field. A comparative study of the differential gene expression between the leaves and male and female 
flower tissues of Posidonia oceanica showed that the genes related to photosynthesis and metabolic processes 
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were upregulated in the leaves, while the genes related to cell wall tissue, growth, and external capsule structure 
were significantly upregulated in the flowers. In addition, the genes that are enriched in the female flower tissues 
are related to photosynthesis, protein chromophore connection and chlorophyll biosynthesis, indicating their 
contribution to sexual  reproduction13. In addition to P. oceanica, the molecular mechanism of sexual reproduc-
tion and the differences of transcriptome between the tissues of other seagrasses also merit urgent study. Simul-
taneously, the biological functions of non-coding RNA (ncRNA), which has biological functions, such as gene 
splicing, RNA modification, protein transport and  housekeeping14 merit further study. How seagrass responds 
to light stress through the regulation of gene expression is one of the research hotspots in  transcriptomics15–18. 
Similarly, temperature stress is also one of the research  hotspots19–21. In addition, the regulatory mechanism of 
gene expression in seagrass in response to high  salinity22–24, heavy  metals25,26, and  CO2  stress27 has also been 
reported. Studies have shown that different genotypes of seagrass populations have varying responses to stress 
and recovery to the same environmental  stress28–31.

RNA sequencing (RNA-Seq) has become a powerful method to generate most sequence data and cDNA 
sequences. It can provide new and comprehensive information for gene  research32. For decades, many studies on 
RNA-Seq have been utilized to understand gene expression and potential molecular mechanisms, particularly 
for non-model species that lack reference  genome33–36. RNA-Seq helps to study mRNA splicing, gene expression, 
and candidate gene screening, but it provides limited information on gene structure and full-length  sequences37. 
In addition, the extent of alternative splicing (AS) and transcriptome diversity remains largely unknown because 
of its short read  length38. Recently, single molecule real-time (SMRT) sequencing technology has completely 
changed the limitations of short reading sequences without fragmentation and post sequencing assembly. In addi-
tion, it provides accurate full-length transcripts with an average sequence reading of up to 50  kb39,40. Therefore, 
SMRT sequencing, as an effective tool, has been widely and successfully used in the annotation and analysis of 
full-length transcripts of plants, such as sugar beet (Beta vulgaris)40, Zostera japonica41and Z. muelleri26.

In this study, SMRT sequencing was used to produce full-length transcripts of H. beccarii. The transcriptome 
annotation and structure were then analyzed. The simple sequence repeats (SSRs) of H. beccarii were obtained 
by our SMRT sequencing. The results of this study will provide a valuable and comprehensive genetic resource 
for further study on the gene function and biological regulatory mechanism of H. beccarii. The intraspecific 
genetic diversity of H. beccarii with the characteristics of "colonizing species" was relatively  low42,43. The SSRs 
obtained by our SMRT sequencing can be used to further analyze the genetic diversity of H. beccarii, which is 
an endangered species. H. beccarii is often described as a "colonizing species" because it can rapidly expand its 
population with the help of asexual reproduction, i.e., the horizontal growth of rhizomes, and it can also establish 
a new population through sexual reproduction, i.e., the diffusion of  seeds44,45. We analyzed differences in the 
transcriptome in the leaves and rhizomes of H. beccarii. These data can provide a molecular basis for further 
study on the physiology and the conditions that result in the endangered status of H. beccarii.

Results
Full‑length transcript data output. The plant materials of H. beccarii were collected in Shajing, Qin-
zhou, Guangxi, China. The sampling site, outside mangrove forests, was covered by dense H. beccarii (Fig. S1). 
A total of 325 Mb read bases of circular consensus sequences (CCSs) were obtained. A total of 272,028 CCSs 
were acquired with a mean length of 1194 bp (Table 1). A subsequent analysis revealed that 213,301 full-length 
non-concatemer sequence (FLNC) reads were identified (Fig. 1). After clustering, consensus isoforms were gen-
erated with an average read length of 1011 bp, which resulted in 21,264 polished high-quality isoforms (Table 1). 
Finally, 16,303 non-redundant transcripts were generated.

ORF and transcription factors (TFs) prediction. A total of 15,348 open reading frames (ORFs) were 
identified. As shown in Fig. 2a, CDS < 1 kb was dominant (12,204, 79.52%). A total of 2567 TFs were detected, 
and the major types were involved in MYB-related and NF-YB families (Fig. 2b).

Functional annotation of transcripts. A total of 15,348 identified transcripts were scanned against 
seven databases (Table S1). The annotation rate was 5843 (38%) in Gene Ontology (GO), 5517 (35%) in the 
Kyoto Encyclopedia of Genes and Genomes (KEGG), 6951 (45%) in EuKaryotic Orthologous Groups (KOG), 
11,632 (75%) in RefSeq non-redundant proteins (nr), 9865 (64%) in Pfam, 9612 (62%) in SWISS-PROT and 

Table 1.  Summary of PacBio SMRT sequencing in Halophila beccarii Asch. CCS circular consensus; SMRT 
single nucleotide real-time.

Category Dataset

Read bases of CCS 325,064,946

Number of CCS 272,028

Mean Read Length of CCS 1194

Number of full-length non-chimeric reads 213,301

Full-length non-chimeric percentage (FLNC%) 78.41%

Average consensus isoforms read length 1011

Number of polished high-quality isoforms 21,264



3

Vol.:(0123456789)

Scientific Reports |        (2022) 12:16444  | https://doi.org/10.1038/s41598-022-20988-w

www.nature.com/scientificreports/

Figure 1.  FLNC length distribution. FNLC, full-length non-concatemer.

Figure 2.  (a) Length distribution of CDS and (b) Type distribution of TFs. CDS, coding sequence; TFs, 
transcription factors.
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11,652 (75%) in TrEMBL. A total of 15,348 identified transcripts of H. beccarii were BLASTed with the protein 
sequences of seagrass species Z. muelleri, and approximately 10,000 transcripts can be aligned to the protein 
sequence of Z. muelleri. The high similarity of annotation with Z. muelleri shows that our assembly quality was 
sufficient.

To understand the biological function of the H. beccarii transcriptome, a KEGG pathway analysis was con-
ducted. The results showed that 5517 (35%) transcripts were enriched in 271 signaling pathways. The primary 
pathways were protein processing in endoplasmic reticulum (468, 8.48%) and ribosome (433, 7.85%), followed 
by carbon metabolism (292, 5.29%), biosynthesis of amino acids (254, 4.60%) and glycolysis/gluconeogenesis 
(232, 4.21%) (Table 2).

To classify the function of all the full-length transcripts, GO annotation was performed (Fig. 3a). A GO 
analysis showed that 5843 transcripts were divided into three categories, including biological process (BP), 
cellular component (CC) and molecular function (MF). In these three categories, metabolic process (1603 
transcripts), protein-containing complex (515 transcripts) and binding (3233 transcripts) were the primary 
terms in BP, CC, and MF, respectively. The KOG classification was also performed to further study the function 
of the H. beccarii transcripts. A KOG analysis showed that 6951 transcripts were grouped into 24 categories. 

Table 2.  The top 20 mapped pathways annotated by the KEGG database. KEGG, Kyoto Encyclopedia of Genes 
and Genomes.

Pathways Pathway ID Gene number Percentage

Protein processing in endoplasmic reticulum ko04141 468 8.48%

Ribosome ko03010 433 7.85%

Carbon metabolism ko01200 292 5.29%

Biosynthesis of amino acids ko01230 254 4.60%

Glycolysis / Gluconeogenesis ko00010 232 4.21%

Endocytosis ko04144 162 2.94%

Spliceosome ko03040 161 2.92%

Oxidative phosphorylation ko00190 153 2.77%

Plant-pathogen interaction ko04626 141 2.56%

RNA transport ko03013 137 2.48%

Epstein-Barr virus infection ko05169 136 2.47%

Phagosome ko04145 128 2.32%

Carbon fixation in photosynthetic organisms ko00710 116 2.10%

Flavonoid biosynthesis ko00941 115 2.08%

Phenylpropanoid biosynthesis ko00940 110 1.99%

PI3K-Akt signaling pathway ko04151 108 1.96%

Plant hormone signal transduction ko04075 107 1.94%

Starch and sucrose metabolism ko00500 106 1.92%

Arginine and proline metabolism ko00330 104 1.89%

Photosynthesis—antenna proteins ko00196 102 1.85%

Figure 3.  (a) GO annotation and (b) KOG annotation of Halophila. beccarii transcriptome. GO, Gene 
Ontology; KOG, EuKaryotic Orthologous Group.
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The dominant subclasses were posttranslational modification, protein turnover, and chaperone (1240, 17.84%), 
followed by general function prediction only (993, 14.28%) and translation, ribosomal structure and biogenesis 
(642, 9.24%) (Fig. 3b).

lncRNA prediction. Four computational tools were combined and used to predict the number of lncRNAs, 
including the PLEK, CPC2.0, CPAT and Pfam databases. The results revealed that 4235, 3468, 3091, and 3922 
lncRNAs were obtained in the PLEK, CPC2.0, CPAT, and Pfam databases, respectively. Among them, 1573 
lncRNAs were common in the four approaches (Fig. 4). The lncRNAs detected by the four methods are shown 
in Table S2.

SSR prediction. A total of 8402 SSRs were identified in 6822 sequences that contained SSRs. Among these 
transcripts, 1366 contained more than one SSR. Furthermore, the most abundant were mononucleotides (3766, 
55.20%), followed by trinucleotides (1190, 17.44%). The frequency of di-, tetra-, penta- and hexanucleotides 
was 7.15% (601), 0.95% (80), 0.30% (25), 0.32% (27), respectively (Table S3). Table S4 lists all the SSRs and their 
corresponding primers.

Reference sequence alignment. We aligned the original sequencing reads to the full-length transcript to 
subsequently quantify the level of gene transcription, reconstruct the transcripts, and discover new genes. The 
aligned statistical results are shown in Table S5.

Organ‑specific expression analysis. We screened 189 upregulated genes and 266 downregulated genes 
in the rhizomes to compare them with the leaves (Table S6). The top 20 differentially expressed genes (DEGs) in 
the rhizomes compared with leaves are shown in Table 3. All the biological replications appeared to be clustered 
according to the sample type (leaf and rhizome tissue), and there was no significant difference between the sam-
ple and replication relationship (Fig. 5a). Accordingly, a hierarchical cluster analysis of gene expression (Fig. 5b) 
revealed clear patterns of differential expression between the leaf and rhizome tissues.

Characterization of the significant functional properties of DEGs in the leaves and rhizomes 
of H. beccarii. The first three KEGG rich items in the leaves are related to photosynthesis, photosynthesis-
antenna proteins, and carbon fixation in photosynthetic organisms according to p value (Fig. 6 and Table S7). 
The rich set of photosynthetic genes (Table S8) includes genes that encode the oxygen-evolving complex (PsbR, 
PsbO, PsbP and PsbQ), photosynthetic system I (PsaD, PsaE, PsaF, PsaH, PsaK, PsaL and PsaN), PSII-LHCII 
supercomplexes (PsbW) and the cytochrome  b6f. complex (Rieske [Fe-S] protein).

Furthermore, 91 TFs were detected in the DEGs, and the major types were involved in the ERF and M-type_
MADS families (Fig. S2).

Figure 4.  Candidate lncRNAs identified by PLEK, CPC2.0, CPAT and Pfam. lncRNAs, long non-coding RNAs.
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Discussion
In this study, SMRT sequencing was used to produce full-length transcripts of H. beccarii. The transcriptome 
annotation and structure were then analyzed. The SSRs obtained by SMRT sequencing can be used to further ana-
lyze the genetic diversity of H. beccarii. We analyzed the differences in the transcriptome of leaves and rhizomes 
of H. beccarii. These data can provide a molecular basis for further study on the physiology and the conditions 
that result in the endangered status of H. beccarii.

In the face of increasing stress, the resources of H. beccarii throughout the world are continuously declining. 
H. beccarii is considered to be a "tiny but mighty" seagrass because it can often recover quickly after interference. 
Obtaining the full-length transcriptome and understanding the structure of genes for H. beccarii is a primary 
step to study gene functions that are highly significant yet remain unknown.

Table 3.  The top 20 DEGs in the rhizomes compared with the leaves. DEGs, differentially expressed genes.

DEGs Fold change p value

Alcohol dehydrogenase 2 (ADH2) 2.461847516 1.45E−28

Protein DMR6-like oxygenase 2 (DLO2) 2.870885051 3.59E−15

Naringenin,2-oxoglutarate 3-dioxygenase 2.016622651 5.86E−14

L-type lectin-domain containing receptor kinase IV.1 2.884287285 1.17E−11

Probable ATP synthase 0.384616453 4.69E−11

Transcription factor bHLH123 2.451808363 6.07E−11

Transcription factor MYB4 2.417753479 2.43E−10

Cellulose synthase-like protein 2.121630125 6.65E−10

Probable cinnamyl alcohol dehydrogenase 1 (CAD1) 3.378190526 1.25E−09

Zinc finger protein 10 (ZFP10) 2.428728573 1.73E−09

PGR5-like protein 1A (PGRL1A) 0.338663384 1.83E−09

Probable apyrase 1 (APY1) 2.023614949 2.04E−09

Heavy metal-associated isoprenylated plant protein 39 (HIPP39) 2.212188767 2.24E−09

Respiratory burst oxidase homolog protein C (RBOHC) 2.113301068 3.83E−09

Cytochrome b5 2.232792949 5.67E−09

NifU-like protein 3 (NIFU3) 0.198341181 1.23E−08

Serine/threonine-protein kinase SAPK6 2.173676296 2.00E−08

RNA replication polyprotein 3.324898518 2.12E−08

Ferredoxin-dependent glutamate synthase 0.418434506 3.78E−08

Nudix hydrolase 1 2.015395898 7.84E−08

Figure 5.  (a) Schematic diagram of the correlation between samples and (b) heatmap of a hierarchical cluster 
analysis of the patterns of gene expression in the leaves and rhizomes of Halophila. beccarii. 
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SMRT sequencing provides new knowledge of full-length sequences, which has been proven to be helpful 
in performing gene annotation and interpreting gene functions, particularly for species that lack reference 
 genomes38,46. In this study, we obtained 272,028 CCSs and identified 213,301 FLNC, which then yielded 16,557 
corrected isoforms with an average read length of 1041 bp.

It is now recognized that lncRNAs act as local regulators and mediate the expression of adjacent genes 
through RNA protein  interactions47–49. lncRNAs are involved in plant growth and  development50, the regulation 
of flowering, reproductive  development51–53 and stress  responses54. In recent years, the rapid development of 
third-generation sequencing technology characterized by the sequencing of single molecules enables the direct 
sequencing of lncRNAs and the detection of modifications on these  molecules55. A large number of lncRNAs 
have been identified from  Arabidopsis56, rice (Oryza sativa)57, Gossypium australe58 and other species. How-
ever, there have been no previous reports of lncRNAs in H. beccarii. In our study, 1573 common lncRNAs were 
predicted by four types of software, which will promote the further functional study of these lncRNAs in the H. 
beccarii transcriptome.

MYB transcription factors are one of the largest families of plant transcription factors (TFs). The MYB TF 
family refers to a class of TFs that contain an MYB domain, which is a class of highly conserved DNA binding 
domains. The MYB domain is a highly conserved peptide composed of approximately 50–52 amino acids as a 
repeat. MYB TFs are widely involved in biological functions in plants, particularly in the response to  stress59. 
Increasing amounts of evidence support the concept that MYBs are important TFs that improve biological and 
abiotic stress  resistance60,61. Recent studies have shown that nuclear factor Y (NF-Y) is an important family of 
plant TFs. There have been many reports on the involvement of NF-Y transcription factors in the regulation of 
plant growth, development, and defense against stress. The levels of expression of NF-YB3 and NF-YB2 increased 
when flowering was induced in Arabidopsis, and these genes were involved in the regulation of plant flowering 
 characteristics62. Some NF-Y subunits are involved in the regulation of nodule formation, initial flowering, blue 
light response, and the chloroplast development of legume plants owing to their effects on the transcription of 
downstream  genes63–65. These studies show that the NF-Y family TFs are widely involved in plant growth, devel-
opment, and stress response biological processes. In this study, 2567 TFs were detected in H. beccarii, and the 
major types were involved in MYB-related and NF-YB families (Fig. 2b). This provides basic data for the in-depth 
study of the biological processes of growth, development, and stress responses of H. beccarii.

Photosynthetic oxygen release originates from the light reaction of photosynthesis, which is performed by the 
oxygen-evolving complex (OEC) located on the inner side of the thylakoid  lumen66,67. In plants and algae, OEC 
is composed of an  Mn4O5Ca cluster of photosystem II (PSII) and its ligands and the four external proteins PsbO 
(33 kD), PsbP (23 kD), PsbQ (17 kD) and PsbR (10 kD)66,68–71. The four extrinsic proteins of OEC are encoded 
by nuclear genes and play a key role in the release of  oxygen69,71. Studies have shown that PsbR is necessary to 
maintain the conformation of PSII complex and stabilize the binding of PsbP and  PsbQ66,68,70. Therefore, knocking 
out psbR reduces the rate of oxygen release and the reoxidation of quinones, which, in turn, affects photosynthetic 
 efficiency66,68,71. PS I consists of at least 13 subunits. One of the most interesting low molecular weight (LMW) 
proteins associated with PSII is the PsbW subunit, a 6.1 kDa protein that was originally described as an intrinsic 

Figure 6.  KEGG enrichment analysis Bubble Diagram of upregulated gene expression in the leaf tissues 
of Halophila beccarii. The size of circle reflects the number of differentially expressed genes. KEGG, Kyoto 
Encyclopedia of Genes and Genomes.
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component of PSII in spinach (Spinacea oleracea)72,73. PsbW binds to the Lhcb proteins in the later steps of PSII 
 assembly74, and its primary location is in the PSII-LHCII super  complex75,76. Cyt  b6f. is involved in electron 
transfer. The Rieske Fe/S protein has been isolated from plant cytochrome  b6f. complexes, such as  spinach77 and 
pea (Pisum sativum)78, and it is known that the protein is encoded by the nuclear gene PetC79. In experiments in 
which  rice80 and Arabidopsis thaliana81 were transformed with the PetC gene, the PetC mature protein was found 
to be enriched in the leaves, which increased the electron transfer capacity of photosynthetic system and thus, 
increased the yield. The top enriched KEGG item in the leaves of H. beccarii were related to photosynthesis (Fig. 6 
and Table S7). The rich set of photosynthetic genes (Table S7) includes the genes that encode the oxygen-evolving 
complex (PsbR, PsbO, PsbP and PsbQ), photosynthetic system I (PsaD, PsaE, PsaF, PsaH, PsaK, PsaL and PsaN), 
PSII-LHCII supercomplexes (PsbW) and the cytochrome  b6f. complex (Rieske [Fe-S] protein). This is consistent 
with the fact that leaves are the primary organs for photosynthesis. Some seagrasses, such as P. oceanica, have 
genes related to photosynthesis in their female  flowers13. In fact, in Posidonia species, seeds and green fruits may 
also undergo  photosynthesis82. Female flowers rather than male flowers have photosynthetic activity in Posidonia. 
Otherwise, the lack of this "additional" resource supply and significant investment in sexual reproduction of the 
species could pose a risk to the survival of these important flowering plants.

In conclusion, we obtained a high-quality H. beccarii transcriptome using a PacBio SMRT sequencing plat-
form. The results are of great value to further annotate the genome of H. beccarii and optimize its gene structure. 
In addition, these findings can provide important information for the future study of gene functions in this 
species.

Materials and methods
Sample collection and RNA preparation. The plant materials of H. beccarii were collected in Shajing, 
Qinzhou, Guangxi, China (21° 84′ 56.08′′ N, 108° 57′ 34.88′′ E) on November 5, 2021. The sampling site, outside 
mangrove forests, was covered by dense H. beccarii. The leaf and rhizome tissues were washed with ultrapure 
water, dissected, immediately frozen in liquid nitrogen, and stored at −80 °C.

We obtained permission from the Beilun Estuary Preserve in Guangxi to collect the samples, which were col-
lected in compliance with the Convention on the Trade in Endangered Species of Wild Fauna and Flora (https:// 
www. cites. org/). The formal species was identified by Guanglong Qiu (Guangxi Mangrove Research Center), and 
voucher specimens (GMRCHC081) were deposited in the Guangxi Mangrove Research Center.

In particular, the leaf and rhizome tissue samples were mixed equally to extract the total RNA to generate a 
pool to construct a SMRT library of H. beccarii. Total RNA was extracted from each tissue for Illumina sequenc-
ing (all six samples, two tissues, and three biological replicates) using an EasySpin Plant RNA Rapid Extraction kit 
(RN40, Aidlab) according to the manufacturer’s instructions and then treated with RNase-free DNase I (TianGen, 
Beijing, China) to remove the genomic DNA. High quality RNA is the basis of successful sequencing. To ensure 
the accuracy of sequencing data, we used the following methods to test the samples, and the libraries were only 
constructed after the test results met the requirements. A Nanodrop spectrophotometer was used to test whether 
the purity  (A260/A280), concentration, and nucleic acid absorption peak of the RNA were normal. An Agilent 2100 
accurately detects the integrity of RNA. The detection indicators include the RNA integrity number (RIN) value, 
28S/18S, whether the baseline of the map is lifted or not, and the 5S peak. An electrophoretic analysis indicates 
whether the RNA samples are contaminated with genomic DNA. High-quality RNA samples with RIN ≥ 8.0 were 
used to construct the cDNA library for PacBio sequencing.

Library construction, SMRT sequencing, and quality control. First-strand cDNA was synthesized 
using a SMARTer PCR cDNA Synthesis Kit (Clontech, Mountain View, CA, USA). PCR amplification and 
enrichment were conducted with reverse transcription cDNA as the template, and the amplified products were 
purified and recovered with 0.8 X AMpure PB magnetic beads (Beckman Coulter, Pasadena, CA, USA). The 
concentration (Qubit) and size (Agilent 2100) of the purified product were detected, and equimolar mass mix-
ing was conducted based on the fragment size. A SMRTbell Template Prep Kit provided by PacBio was used to 
repair damage, repair the ends and connect the joint of the mixed product. The reactions were performed on a 
PCR instrument or in a constant temperature water bath. One SMRTbell Template library was then constructed 
and sequenced with the PacBio Sequel platform.

SMRT sequencing data processing. The raw reads were processed into CCS reads using the PacBio 
SMRT analysis software v2.3.0 (http:// www. pacb. com/ produ cts- andse rvices/ analy tical- softw are/ smrt- analy 
sis/) to remove low-quality polymerase reads, which utilized the threshold of read length < 50  bp and read 
score < 0.75. An FLNC sequence is a type of full-length non-chimeric CCS that meets the primers at both ends. 
The poly-A tail at the 3’ end is completely sequenced, and there is no sequence chimerism. We adopted two 
strategies to ensure that the FNLC was accurately corrected. The first was self-correction using the Iterative 
Clustering and Error Correction (ICE) tool of the cluster module of SMRT Link software to cluster and correct 
multiple highly similar FLNC sequences to obtain the non-redundant FLNC sequences. The non-full-length 
non-chimeric sequences are filtered out when generating the FLNC, which further corrects the redundant FLNC 
sequences and improves the sequence quality. The second strategy was to align the RNA-Seq data based on the 
second-generation sequencing platform to the FLNC sequence to complete the correction, which was completed 
by proofread software. Finally, the cd-hit program was used to merge the high-quality full-length transcripts 
obtained by the two strategies to remove redundancy and finally obtain high-quality nonredundant full-length 
transcripts for subsequent analysis.

https://www.cites.org/
https://www.cites.org/
http://www.pacb.com/products-andservices/analytical-software/smrt-analysis/
http://www.pacb.com/products-andservices/analytical-software/smrt-analysis/
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ORF and the prediction of TFs, functional annotation, predictions of lncRNAs and SSRs and 
reference sequence alignment. The ORFs were identified via TransDecoder software (-m 100 -S). 
The TFs were identified based on plantTFDB 5.083 using the diamond BLASTP program (evalue <  1e−5, min_
cov > 40%). SWISS-PROT, Pfam, KEGG, GO, nr, KOG and TrEMBL were used to annotate the full-length tran-
scripts using the diamond BLASTP program (evalue <  1e−5, min_cov > 40%). lncRNA candidates were screened 
with the threshold that the transcripts were longer than 200 nt by combing PLEK (-minlength 200), CPC2.0 (-r 
FALSE), CPAT (-s ATG -t TAA, TAG, TGA) and Pfam. The Pfam_scan.pl program was used to annotate the 
Pfam database (Pfam_A). The SSR sites in the transcripts were predicted through the misa.pl program (misa.
ini–definition 1–10 2–6 3–5 4–5 5–5 6–5–interruptions 100). We used hisat2 software to compare the original 
sequencing reads to the full-length transcript to quantify the subsequent level of gene transcription, reconstruct 
the transcript and discover new genes (-q –phred33 –sensitive).

Analysis of DEGs. The R language package DESeq2 (http:// www. bioco nduct or. org/ packa ges/ relea se/ bioc/ 
html/ DESeq2. html) was used to analyze the differential gene expression. The screening threshold was false dis-
covery rate (FDR) < 0.05,  log2FC (fold change (rhizomes/leaves) for a gene) > 1 or  log2FC < −1.

KEGG enrichment analysis of the DEGs. Pathway significance enrichment analysis used the KEGG 
pathway as the unit and applied a hypergeometric test to locate the pathways that were significantly enriched in 
differential genes compared with all the annotated genes. A path with FDR ≤ 0.05 is defined as a path that is sig-
nificantly enriched in DEGs. R software (https:// cran.r- proje ct. org/; version 3.4.4), combined with self-writing 
scripts, was used to establish the parameter—FDR as BH (i.e., using BH correction) for a path enrichment 
analysis. The differential genes, upregulated genes, and downregulated genes were enriched and analyzed using 
 KEGG84,85.

Data availability
Data generated or analyzed during this study are included in this published article and its supplementary infor-
mation files. PacBio SMRT reads and Illumina SGS reads generated in this study have been submitted to the 
BioProject database of National Center for Biotechnology Information (accession number PRJNA823762, http:// 
www. ncbi. nlm. nih. gov).

Received: 8 April 2022; Accepted: 21 September 2022

References
 1. Larkum, A. W. D., Orth, R. J. & Duarte, C. M. Seagrasses: Biology, Ecology and Conservations. (Springer, 2006).
 2. Olsen, J. L. et al. The genome of the seagrass Zostera marina reveals angiosperm adaptation to the sea. Nature 530, 331–335. https:// 

doi. org/ 10. 1038/ natur e16548 (2016).
 3. Wissler, L. et al. Back to the sea twice: identifying candidate plant genes for molecular evolution to marine life. BMC Evol. Biol. 

11, 8. https:// doi. org/ 10. 1186/ 1471- 2148- 11-8 (2011).
 4. Beck, M. W. et al. The identification, conservation, and management of estuarine and marine nurseries for fish and invertebrates. 

Bioscience 51, 633–641 (2001).
 5. Jiang, Z., Huang, D., Fang, Y., Cui, L. & Huang, X. Home for marine species: Seagrass leaves as vital spawning grounds and food 

source. Front. Mar. Sci. 7, 194 (2020).
 6. Fourqurean, J. W. et al. Seagrass ecosystems as a globally significant carbon stock. Nat. Geosci. 1, 297–315 (2012).
 7. Robert, J. et al. A global crisis for seagrass ecosystems. Bioscience 56, 987–996 (2006).
 8. Huang, X. et al. Main seagrass beds and threats to their habitats in the coastal sea of South China. Chin. Sci. Bull. 51, 114–119 

(2006).
 9. Short, F. et al. Halophila beccarii, The IUCN Red List of Threatened Species 2010 e. T173342A6995080. (2010).
 10. Qiu, G., Su, Z., Fan, H., Fang, C. & Chen, S. Biological and ecological characteristics of intertidal seagrass Halophila beccarii and 

its conservation countermeasures. Mar. Environ. Sci. 39, 121–126 (2020).
 11. Short, F. T. et al. Extinction risk assessment of the world’s seagrass species. Biol. Cons. 144, 1961–1971 (2011).
 12. Zakaria, M. H., Bujang, J. S. & Arshad, A. Flowering, fruiting and seedling of annual Halophila beccarii Aschers in peninsular 

Malaysia. Bull. Mar. Sci. 71, 1199–1205 (2002).
 13. Entrambasaguas, L. et al. Tissue-specific transcriptomic profiling provides new insights into the reproductive ecology and biology 

of the iconic seagrass species Posidonia oceanica. Mar. Genomics 35, 51–61. https:// doi. org/ 10. 1016/j. margen. 2017. 05. 006 (2017).
 14. Chen, S. & Qiu, G. A review of current status of molecular biology in seagrass biology. Guangxi Sci. 24, 448–452 (2017).
 15. Bruno, A., Bruno, L., Chiappetta, A., Giannino, D. & Bitonti, M. B. PoCHL P expression pattern in Posidonia oceanica is related 

to critical light conditions. Mar. Ecol. Prog. Ser. 406, 61–71 (2010).
 16. Procaccini, G. et al. Depth-specific fluctuations of gene expression and protein abundance modulate the photophysiology in the 

seagrass Posidonia oceanica. Sci. Rep. 7, 42890. https:// doi. org/ 10. 1038/ srep4 2890 (2017).
 17. Dattolo, E. et al. Acclimation to different depths by the marine angiosperm Posidonia oceanica: transcriptomic and proteomic 

profiles. Front. Plant. Sci. 4, 195. https:// doi. org/ 10. 3389/ fpls. 2013. 00195 (2013).
 18. Dattolo, E. et al. Response of the seagrass Posidonia oceanica to different light environments: Insights from a combined molecular 

and photo-physiological study. Mar. Environ. Res. 101, 225–236. https:// doi. org/ 10. 1016/j. maren vres. 2014. 07. 010 (2014).
 19. Traboni, C. et al. Investigating cellular stress response to heat stress in the seagrass Posidonia oceanica in a global change scenario. 

Mar. Environ. Res. 141, 12–23. https:// doi. org/ 10. 1016/j. maren vres. 2018. 07. 007 (2018).
 20. Massa, S. I. et al. Expressed sequence tags from heat-shocked seagrass Zostera noltii (Hornemann) from its southern distribution 

range. Mar. Genomics 4, 181–188. https:// doi. org/ 10. 1016/j. margen. 2011. 04. 003 (2011).
 21. Reusch, T. B. et al. Comparative analysis of expressed sequence tag (EST) libraries in the seagrass Zostera marina subjected to 

temperature stress. Mar. Biotechnol. (New York, NY). 10, 297–309. https:// doi. org/ 10. 1007/ s10126- 007- 9065-6 (2008).
 22. Fukuhara, T., Pak, J. Y., Ohwaki, Y., Tsujimura, H. & Nitta, T. Tissue-specific expression of the gene for a putative plasma membrane 

H(+)-ATPase in a seagrass. Plant Physiol. 110, 35–42. https:// doi. org/ 10. 1104/ pp. 110.1. 35 (1996).
 23. Kong, F., Yang, Z., Sun, P., Liu, L. & Mao, Y. Generation and analysis of expressed sequence tags from the salt-tolerant eelgrass 

species, Zostera marina. Acta Oceanol Sin 32, 68–78 (2013).

http://www.bioconductor.org/packages/release/bioc/html/DESeq2.html
http://www.bioconductor.org/packages/release/bioc/html/DESeq2.html
https://cran.r-project.org/
http://www.ncbi.nlm.nih.gov
http://www.ncbi.nlm.nih.gov
https://doi.org/10.1038/nature16548
https://doi.org/10.1038/nature16548
https://doi.org/10.1186/1471-2148-11-8
https://doi.org/10.1016/j.margen.2017.05.006
https://doi.org/10.1038/srep42890
https://doi.org/10.3389/fpls.2013.00195
https://doi.org/10.1016/j.marenvres.2014.07.010
https://doi.org/10.1016/j.marenvres.2018.07.007
https://doi.org/10.1016/j.margen.2011.04.003
https://doi.org/10.1007/s10126-007-9065-6
https://doi.org/10.1104/pp.110.1.35


10

Vol:.(1234567890)

Scientific Reports |        (2022) 12:16444  | https://doi.org/10.1038/s41598-022-20988-w

www.nature.com/scientificreports/

 24. Lv, X., Yu, P., Deng, W. & Li, Y. Transcriptomic analysis reveals the molecular adaptation to NaCl stress in Zostera marina L. Plant 
Physiol. Biochem.: PPB 130, 61–68. https:// doi. org/ 10. 1016/j. plaphy. 2018. 06. 022 (2018).

 25. Lin, H. et al. Which genes in a typical intertidal seagrass (Zostera japonica) indicate copper-, lead-, and cadmium pollution?. Front. 
Plant Sci. 9, 1545. https:// doi. org/ 10. 3389/ fpls. 2018. 01545 (2018).

 26. Shah, M. N. et al. Transcriptome profiling analysis of the seagrass, Zostera muelleri under copper stress. Mar. Pollut. Bull. 149, 
110556. https:// doi. org/ 10. 1016/j. marpo lbul. 2019. 110556 (2019).

 27. Ruocco, M. et al. Genomewide transcriptional reprogramming in the seagrass Cymodocea nodosa under experimental ocean 
acidification. Mol. Ecol. 26, 4241–4259. https:// doi. org/ 10. 1111/ mec. 14204 (2017).

 28. Jueterbock, A. et al. Phylogeographic differentiation versus transcriptomic adaptation to warm temperatures in Zostera marina, 
a globally important seagrass. Mol. Ecol. 25, 5396–5411. https:// doi. org/ 10. 1111/ mec. 13829 (2016).

 29. Franssen, S. U. et al. Transcriptomic resilience to global warming in the seagrass Zostera marina, a marine foundation species. 
Proc. Natl. Acad. Sci. USA 108, 19276–19281. https:// doi. org/ 10. 1073/ pnas. 11076 80108 (2011).

 30. Franssen, S. U. et al. Genome-wide transcriptomic responses of the seagrasses Zostera marina and Nanozostera noltii under a 
simulated heatwave confirm functional types. Mar. Genom. 15, 65–73. https:// doi. org/ 10. 1016/j. margen. 2014. 03. 004 (2014).

 31. Winters, G., Nelle, P., Fricke, B., Rauch, G. & Reusch, T. B. H. Effects of a simulated heat wave on photophysiology and gene 
expression of high- and low-latitude populations of Zostera marina. Mar. Ecol. Prog. Ser. 435, 83–95 (2011).

 32. Bao, Y. Y. et al. The genome- and transcriptome-wide analysis of innate immunity in the brown planthopper, Nilaparvata lugens. 
BMC Genomics 14, 1–23. https:// doi. org/ 10. 1186/ 1471- 2164- 14- 160 (2013).

 33. Jiang, J. et al. Comparative transcriptome analysis of gonads for the identification of sex-related genes in giant freshwater prawns 
(Macrobrachium Rosenbergii) using RNA sequencing. Genes 10, 1. https:// doi. org/ 10. 3390/ genes 10121 035 (2019).

 34. Arslan, M. et al. RNA-Seq analysis of soft rush (Juncus effusus): transcriptome sequencing, de novo assembly, annotation, and 
polymorphism identification. BMC Genomics 20, 489. https:// doi. org/ 10. 1186/ s12864- 019- 5886-8 (2019).

 35. Shi, K. P. et al. RNA-seq reveals temporal differences in the transcriptome response to acute heat stress in the Atlantic salmon 
(Salmo salar). Comp. Biochem. Physiol. Part D Genomics Proteomics 30, 169–178. https:// doi. org/ 10. 1016/j. cbd. 2018. 12. 011 (2019).

 36. Li, T. et al. RNA-seq profiling of Fugacium kawagutii reveals strong responses in metabolic processes and symbiosis potential to 
deficiencies of iron and other trace metals. Sci. Total Environ. 705, 135767. https:// doi. org/ 10. 1016/j. scito tenv. 2019. 135767 (2020).

 37. Abdel-Ghany, S. E. et al. A survey of the sorghum transcriptome using single-molecule long reads. Nat. Commun. 7, 11706. https:// 
doi. org/ 10. 1038/ ncomm s11706 (2016).

 38. Zhang, H. et al. PacBio single molecule long-read sequencing provides insight into the complexity and diversity of the Pinctada 
fucata martensii transcriptome. BMC Genomics 21, 481. https:// doi. org/ 10. 1186/ s12864- 020- 06894-3 (2020).

 39. Korlach, J., Bjornson, K. P., Chaudhuri, B. P., Cicero, R. L. & Turner, S. W. Real-time DNA sequencing from single polymerase 
molecules. Methods Enzymol. 472, 431–455 (2010).

 40. Stadermann, K. B., Weisshaar, B. & Holtgräwe, D. SMRT sequencing only de novo assembly of the sugar beet (Beta vulgaris) 
chloroplast genome. BMC Bioinf. 16, 1–10. https:// doi. org/ 10. 1186/ s12859- 015- 0726-6 (2015).

 41. Chen, S., Qiu, G. & Yang, M. SMRT sequencing of full-length transcriptome of seagrasses Zostera japonica. Sci. Rep. 9, 14537. 
https:// doi. org/ 10. 1038/ s41598- 019- 51176-y (2019).

 42. Jiang, K., Shi, Y. S., Zhang, J. & Xu, N. N. Microsatellite primers for vulnerable seagrass Halophila beccarii (Hydrocharitaceae). 
Am. J. Bot. 98, 155–157. https:// doi. org/ 10. 3732/ ajb. 11000 32 (2011).

 43. Jiang, K., Xu, N. N., Tsang, P. K. E. & Chen, X. Y. Genetic variation in populations of the threatened seagrass Halophila beccarii 
(Hydrocharitaceae). Biochem. Syst. Ecol. 53, 29–35 (2014).

 44. Bujang, J. S. The marine angiosperms, seagrass. (Universiti Putra Malaysia Press, 2012).
 45. Phan, T., Raeymaeker, M. D., Luong, Q. D. & Triest, L. Clonal and genetic diversity of the threatened seagrass Halophila beccarii 

in a tropical lagoon: Resilience through short distance dispersal. Aquat. Bot. 142, 96–104 (2017).
 46. Jia, X. et al. Single-molecule long-read sequencing of the full-length transcriptome of Rhododendron lapponicum L. Sci. Rep. 10, 

6755. https:// doi. org/ 10. 1038/ s41598- 020- 63814-x (2020).
 47. Engreitz, J. M. et al. Local regulation of gene expression by lncRNA promoters, transcription and splicing. Nature 539, 452–455. 

https:// doi. org/ 10. 1038/ natur e20149 (2016).
 48. Wang, K. C. et al. A long noncoding RNA maintains active chromatin to coordinate homeotic gene expression. Nature 472, 

120–124. https:// doi. org/ 10. 1038/ natur e09819 (2011).
 49. Guil, S. & Esteller, M. Cis-acting noncoding RNAs: Friends and foes. Nat. Struct. Mol. Biol. 19, 1068–1075. https:// doi. org/ 10. 1038/ 

nsmb. 2428 (2012).
 50. Bardou, F. et al. Long noncoding RNA modulates alternative splicing regulators in Arabidopsis. Dev. Cell 30, 166–176. https:// doi. 

org/ 10. 1016/j. devcel. 2014. 06. 017 (2014).
 51. Heo, J. B. & Sung, S. Vernalization-mediated epigenetic silencing by a long intronic noncoding RNA. Science (New York, NY) 331, 

76–79. https:// doi. org/ 10. 1126/ scien ce. 11973 49 (2011).
 52. Chekanova, J. A. Long non-coding RNAs and their functions in plants. Curr. Opin. Plant Biol. 27, 207–216. https:// doi. org/ 10. 

1016/j. pbi. 2015. 08. 003 (2015).
 53. Kim, D. H., Xi, Y. & Sung, S. Modular function of long noncoding RNA, COLDAIR, in the vernalization response. PLoS Genet. 

13, e1006939. https:// doi. org/ 10. 1371/ journ al. pgen. 10069 39 (2017).
 54. Qin, T., Zhao, H., Cui, P., Albesher, N. & Xiong, L. A Nucleus-localized long non-coding RNA enhances drought and salt stress 

tolerance. Plant Physiol. 175, 1321–1336. https:// doi. org/ 10. 1104/ pp. 17. 00574 (2017).
 55. Rhoads, A. & Au, K. F. PacBio sequencing and its applications. Genomics Proteomics Bioinf 13, 278–289. https:// doi. org/ 10. 1016/j. 

gpb. 2015. 08. 002 (2015).
 56. Cui, J. et al. Analysis and comprehensive comparison of PacBio and nanopore-based RNA sequencing of the Arabidopsis tran-

scriptome. Plant Methods 16, 85. https:// doi. org/ 10. 1186/ s13007- 020- 00629-x (2020).
 57. Zhang, G. et al. PacBio full-length cDNA sequencing integrated with RNA-seq reads drastically improves the discovery of splicing 

transcripts in rice. Plant J. Cell Mol. Biol. 97, 296–305. https:// doi. org/ 10. 1111/ tpj. 14120 (2019).
 58. Feng, S., Xu, M., Liu, F., Cui, C. & Zhou, B. Reconstruction of the full-length transcriptome atlas using PacBio Iso-Seq provides 

insight into the alternative splicing in Gossypium australe. BMC Plant Biol. 19, 365. https:// doi. org/ 10. 1186/ s12870- 019- 1968-7 
(2019).

 59. Li, J., Liu, H., Yang, C., Wang, J. & Xu, L. Genome-wide identification of MYB genes and expression analysis under different biotic 
and abiotic stresses in Helianthus annuus L. Ind. Crops Prod. 143, 111924 (2019).

 60. Zhang, X., Chen, L., Shi, Q. & Ren, Z. SlMYB102, an R2R3-type MYB gene, confers salt tolerance in transgenic tomato. Plant Sci. 
Int. J. Exp. Plant Biol. 291, 110356. https:// doi. org/ 10. 1016/j. plant sci. 2019. 110356 (2020).

 61. Ullah, A., Qamar, M., Nisar, M., Hazrat, A. & Yang, X. Characterization of a novel cotton MYB gene, GhMYB108-like responsive 
to abiotic stresses. Mol. Biol. Rep. 47, 1573–1581 (2020).

 62. Kumimoto, R. W. et al. The Nuclear Factor Y subunits NF-YB2 and NF-YB3 play additive roles in the promotion of flowering by 
inductive long-day photoperiods in Arabidopsis. Planta 228, 709–723. https:// doi. org/ 10. 1007/ s00425- 008- 0773-6 (2008).

 63. Yamamoto, A. et al. Arabidopsis NF-YB subunits LEC1 and LEC1-LIKE activate transcription by interacting with seed-specific 
ABRE-binding factors. Plant J. Cell Mol Biol. 58, 843–856. https:// doi. org/ 10. 1111/j. 1365- 313X. 2009. 03817.x (2009).

https://doi.org/10.1016/j.plaphy.2018.06.022
https://doi.org/10.3389/fpls.2018.01545
https://doi.org/10.1016/j.marpolbul.2019.110556
https://doi.org/10.1111/mec.14204
https://doi.org/10.1111/mec.13829
https://doi.org/10.1073/pnas.1107680108
https://doi.org/10.1016/j.margen.2014.03.004
https://doi.org/10.1186/1471-2164-14-160
https://doi.org/10.3390/genes10121035
https://doi.org/10.1186/s12864-019-5886-8
https://doi.org/10.1016/j.cbd.2018.12.011
https://doi.org/10.1016/j.scitotenv.2019.135767
https://doi.org/10.1038/ncomms11706
https://doi.org/10.1038/ncomms11706
https://doi.org/10.1186/s12864-020-06894-3
https://doi.org/10.1186/s12859-015-0726-6
https://doi.org/10.1038/s41598-019-51176-y
https://doi.org/10.3732/ajb.1100032
https://doi.org/10.1038/s41598-020-63814-x
https://doi.org/10.1038/nature20149
https://doi.org/10.1038/nature09819
https://doi.org/10.1038/nsmb.2428
https://doi.org/10.1038/nsmb.2428
https://doi.org/10.1016/j.devcel.2014.06.017
https://doi.org/10.1016/j.devcel.2014.06.017
https://doi.org/10.1126/science.1197349
https://doi.org/10.1016/j.pbi.2015.08.003
https://doi.org/10.1016/j.pbi.2015.08.003
https://doi.org/10.1371/journal.pgen.1006939
https://doi.org/10.1104/pp.17.00574
https://doi.org/10.1016/j.gpb.2015.08.002
https://doi.org/10.1016/j.gpb.2015.08.002
https://doi.org/10.1186/s13007-020-00629-x
https://doi.org/10.1111/tpj.14120
https://doi.org/10.1186/s12870-019-1968-7
https://doi.org/10.1016/j.plantsci.2019.110356
https://doi.org/10.1007/s00425-008-0773-6
https://doi.org/10.1111/j.1365-313X.2009.03817.x


11

Vol.:(0123456789)

Scientific Reports |        (2022) 12:16444  | https://doi.org/10.1038/s41598-022-20988-w

www.nature.com/scientificreports/

 64. Ben-Naim, O. et al. The CCAAT binding factor can mediate interactions between CONSTANS-like proteins and DNA. Plant J. 
Cell Mol. Biol. 46, 462–476. https:// doi. org/ 10. 1111/j. 1365- 313X. 2006. 02706.x (2006).

 65. Miyoshi, K., Ito, Y., Serizawa, A. & Kurata, N. OsHAP3 genes regulate chloroplast biogenesis in rice. Plant J. Mol. Biol. 36, 532–540. 
https:// doi. org/ 10. 1046/j. 1365- 313x. 2003. 01897.x (2003).

 66. Suorsa, M. et al. PsbR, a missing link in the assembly of the oxygen-evolving complex of plant photosystem II. J. Biol. Chem. 281, 
145–150. https:// doi. org/ 10. 1074/ jbc. M5106 00200 (2006).

 67. Ido, K. et al. Cross-linking evidence for multiple interactions of the PsbP and PsbQ proteins in a higher plant photosystem II 
supercomplex. J. Biol. Chem. 289, 20150–20157. https:// doi. org/ 10. 1074/ jbc. M114. 574822 (2014).

 68. Allahverdiyeva, Y. et al. Insights into the function of PsbR protein in Arabidopsis thaliana. Biochem. Biophys. Acta. 1767, 677–685. 
https:// doi. org/ 10. 1016/j. bbabio. 2007. 01. 011 (2007).

 69. Allahverdiyeva, Y. et al. Arabidopsis plants lacking PsbQ and PsbR subunits of the oxygen-evolving complex show altered PSII 
super-complex organization and short-term adaptive mechanisms. Plant J. Mol. Biol. 75, 671–684. https:// doi. org/ 10. 1111/ tpj. 
12230 (2013).

 70. Liu, H., Frankel, L. K. & Bricker, T. M. Characterization and complementation of a psbR mutant in Arabidopsis thaliana. Arch. 
Biochem. Biophys. 489, 34–40. https:// doi. org/ 10. 1016/j. abb. 2009. 07. 014 (2009).

 71. Sasi, S., Venkatesh, J., Daneshi, R. F. & Gururani, M. A. Photosystem II extrinsic proteins and their putative role in abiotic stress 
tolerance in higher plants. Plants (Basel, Switzerland) 7, 100. https:// doi. org/ 10. 3390/ plant s7040 100 (2018).

 72. Irrgang, K. D., Shi, L. X., Funk, C. & Schröder, W. P. A nuclear-encoded subunit of the photosystem II reaction center. J. Biol. Chem. 
270, 17588–17593. https:// doi. org/ 10. 1074/ jbc. 270. 29. 17588 (1995).

 73. Lorkovic, Z. J. et al. Molecular characterization of PsbW, a nuclear-encoded component of the photosystem II reaction center 
complex in spinach. Proc. Natl. Acad. Sci. USA 92, 8930–8934 (1995).

 74. Rokka, A., Suorsa, M., Saleem, A., Battchikova, N. & Aro, E. M. Synthesis and assembly of thylakoid protein complexes: multiple 
assembly steps of photosystem II. Biochem. J. 388, 159–168. https:// doi. org/ 10. 1042/ bj200 42098 (2005).

 75. Thidholm, E. et al. Novel approach reveals localisation and assembly pathway of the PsbS and PsbW proteins into the photosystem 
II dimer. FEBS Lett. 513, 217–222. https:// doi. org/ 10. 1016/ s0014- 5793(02) 02314-1 (2002).

 76. Granvogl, B., Zoryan, M., Plöscher, M. & Eichacker, L. A. Localization of 13 one-helix integral membrane proteins in photosystem 
II subcomplexes. Anal. Biochem. 383, 279–288. https:// doi. org/ 10. 1016/j. ab. 2008. 08. 038 (2008).

 77. Steppuhn, J. et al. The complete amino-acid sequence of the rieske FeS-precursor protein from spinach chloroplasts deduced from 
cDNA analysis. Mol. Gen. Genet. MGG 210, 171–177 (1987).

 78. Salter, A. H., Newman, B. J., Napier, J. A. & Gray, J. C. Import of the precursor of the chloroplast Rieske iron-sulphur protein by 
pea chloroplasts. Plant Mol. Biol. 20, 569–574. https:// doi. org/ 10. 1007/ bf000 40617 (1992).

 79. Knight, J. S., Duckett, C. M., Sullivan, J. A., Walker, A. R. & Gray, J. C. Tissue-specific, light-regulated and plastid-regulated expres-
sion of the single-copy nuclear gene encoding the chloroplast Rieske FeS protein of Arabidopsis thaliana. Plant Cell Physiol. 43, 
522–531. https:// doi. org/ 10. 1093/ pcp/ pcf062 (2002).

 80. Yamori, W. et al. Enhanced leaf photosynthesis as a target to increase grain yield: Insights from transgenic rice lines with variable 
Rieske FeS protein content in the cytochrome b6 /f complex. Plant, Cell Environ. 39, 80–87. https:// doi. org/ 10. 1111/ pce. 12594 
(2016).

 81. Simkin, A. J., Mcausland, L., Lawson, T. & Raines, C. A. Overexpression of the RieskeFeS protein increases electron transport rates 
and biomass yield. Plant Physiol. 175, 134–145 (2017).

 82. Celdran, D., Lloret, J., Verduin, J., van Keulen, M. & Marín, A. Linking seed photosynthesis and evolution of the Australian and 
Mediterranean seagrass genus posidonia. PLoS ONE 10, e0130015. https:// doi. org/ 10. 1371/ journ al. pone. 01300 15 (2015).

 83. Guo, A. Y. et al. PlantTFDB: A comprehensive plant transcription factor database. Nucl. Acids Res. 36, D966–D969. https:// doi. 
org/ 10. 1093/ nar/ gkm841 (2008).

 84. Kanehisa, M., Goto, S., Kawashima, S., Okuno, Y. & Hattori, M. The KEGG resource for deciphering the genome. Nucl. Acids Res. 
32, 277–280. https:// doi. org/ 10. 1093/ nar/ gkh063 (2004).

 85. Kanehisa, M. The KEGG database. Novartis Found. Symp. 247, 91–101 (2002).

Acknowledgements
This study was funded by the Natural Science Foundation of Guangxi Province (2020GXNSFAA297067), the 
Research Fund Program of Guangxi Key Lab of Mangrove Conservation and Utilization (GKLMC-21A01; 
GKLMC-20A04; GKLMC-20A01; 662), the National Natural Science Foundation of China (32170399) and the 
National Science & Technology Fundamental Resources Investigation Program of China (2019FY100604) funded 
this study. These funding organizations had no role in the study design, collection, analysis, interpretation of 
data, and manuscript writing. We would like to thank MogoEdit (https:// www. mogoe dit. com) for its English 
editing during the preparation of this manuscript.

Author contributions
S.C. designed the study and conducted the experiments. G.Q. conducted field sampling and identification. S.C. 
and G.Q. wrote the manuscript. All the authors reviewed the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 022- 20988-w.

Correspondence and requests for materials should be addressed to S.C. or G.Q.

Reprints and permissions information is available at www.nature.com/reprints.

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

https://doi.org/10.1111/j.1365-313X.2006.02706.x
https://doi.org/10.1046/j.1365-313x.2003.01897.x
https://doi.org/10.1074/jbc.M510600200
https://doi.org/10.1074/jbc.M114.574822
https://doi.org/10.1016/j.bbabio.2007.01.011
https://doi.org/10.1111/tpj.12230
https://doi.org/10.1111/tpj.12230
https://doi.org/10.1016/j.abb.2009.07.014
https://doi.org/10.3390/plants7040100
https://doi.org/10.1074/jbc.270.29.17588
https://doi.org/10.1042/bj20042098
https://doi.org/10.1016/s0014-5793(02)02314-1
https://doi.org/10.1016/j.ab.2008.08.038
https://doi.org/10.1007/bf00040617
https://doi.org/10.1093/pcp/pcf062
https://doi.org/10.1111/pce.12594
https://doi.org/10.1371/journal.pone.0130015
https://doi.org/10.1093/nar/gkm841
https://doi.org/10.1093/nar/gkm841
https://doi.org/10.1093/nar/gkh063
https://www.mogoedit.com
https://doi.org/10.1038/s41598-022-20988-w
https://doi.org/10.1038/s41598-022-20988-w
www.nature.com/reprints


12

Vol:.(1234567890)

Scientific Reports |        (2022) 12:16444  | https://doi.org/10.1038/s41598-022-20988-w

www.nature.com/scientificreports/

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2022

http://creativecommons.org/licenses/by/4.0/

	Single-molecule real-time sequencing of the full-length transcriptome of Halophila beccarii
	Results
	Full-length transcript data output. 
	ORF and transcription factors (TFs) prediction. 
	Functional annotation of transcripts. 
	lncRNA prediction. 
	SSR prediction. 
	Reference sequence alignment. 
	Organ-specific expression analysis. 
	Characterization of the significant functional properties of DEGs in the leaves and rhizomes of H. beccarii. 

	Discussion
	Materials and methods
	Sample collection and RNA preparation. 
	Library construction, SMRT sequencing, and quality control. 
	SMRT sequencing data processing. 
	ORF and the prediction of TFs, functional annotation, predictions of lncRNAs and SSRs and reference sequence alignment. 
	Analysis of DEGs. 
	KEGG enrichment analysis of the DEGs. 

	References
	Acknowledgements


