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Abstract
Background: Rhododendron molle (Ericaceae) is a traditional Chinese medicine, which has been used to treat rheu‑
matism and relieve pain since ancient times. The characteristic grayanoids of this plant have been demonstrated to be
the chemical basis for the analgesic activity. Moreover, unlike morphine, these diterpenoids are non-addictive. Graya‑
noids mainly distribute in the leaves, flowers, roots, and fruits of R. molle, with low content. Currently the research on
the biosynthesis of grayanoids is hindered, partially due to lack of the genomic information.
Results: In the present study, a total of 744 Mb sequences were generated and assembled into 13 chromosomes.
An ancient whole-genome duplication event (Ad-β) was discovered that occurred around 70 million years ago.
Tandem and segmental gene duplications led to specific gene expansions in the terpene synthase and cytochrome
P450 (CYP450) gene families. Two diterpene synthases were demonstrated to be responsible for the biosynthesis of
16α-hydroxy-ent-kaurane, the key precursor for grayanoids. Phylogenetic analysis revealed a species-specific bloom
of the CYP71AU subfamily, which may involve the candidate CYP450s responsible for the biosynthesis of grayanoids.
Additionally, three putative terpene biosynthetic gene clusters were found.
Conclusions: We reported the first genome assembly of R. molle and investigated the molecular basis underpinning
terpenoids biosynthesis. Our work provides a foundation for elucidating the complete biosynthetic pathway of graya‑
noids and studying the terpenoids diversity in R. molle.
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Background
Rhododendron is the most diverse genus in the Ericaceae
family and comprises over 1000 species. Rhododendron
molle is a perennial shrub of the Ericaceae and is indigenous to southern areas China. In addition, R. molle has
been used as an analgesic in traditional Chinese medicine
and can be traced back to the earliest medicinal book,
Shennong Bencao Jing. The dried flowers, roots and fruits
of R. molle are primarily used to treat traumatic injury
and rheumatism [1] . Additionally, the leaves of R. molle
can be used as pesticides in agriculture [2]. Previous
studies have shown that R. molle constitutes a remarkable
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source of secondary metabolites [1] . In particular, the
characteristic grayanane diterpenoids of this plant have
been highlighted for their significant analgesic activity
[3–5]. Pharmacological studies have demonstrated that
grayanoids can alleviate acute, inflammatory, and neuropathic pain; unlike morphine, grayanoids are non-addictive [3]. Despite their potential uses, the biosynthetic
pathway of grayanoid is poorly understood, partially due
to a lack of genomic information.
Grayanoids are tetracyclic diterpenoids. They have
a distinct 5–7–6-5 ring system and are highly hydroxylated. In plants, the biosynthesis of terpenoids is initiated
by terpene synthases (TPSs), which generate different
kinds of terpene scaffolds. According to the phylogenetic
relationships, these TPSs group into a mid-size family
that is further divided into seven subfamilies, namely,
TPS-a, TPS-b, TPS-c, TPS-d, TPS-e/f, TPS-g and TPS-h
[6]. In angiosperms, the common precursor geranylgeranyl diphosphate (GGPP) is typically cyclized into different diterpene backbones via the sequential action of
class II diterpene synthases and class I diterpene synthases. Diterpene backbones are further modified by
cytochrome P450 monooxygenases (CYPs) and transferases to form the final functionalized diterpenoids.
CYPs are the most important decorating enzymes and
the major driver of diterpenoid diversity. In plants, CYPs
represent one of the largest multigene families, accounting for approximately 1% of the protein-coding genes,
and can be divided into ten clans. The CYPs involved in
the biosynthesis of plant diterpenoids tend to be limited
to a few clans, among which the CYP71 clan and CYP72
clan are mainly distributed in angiosperms. With recent
improvements in the quality and cost-effectiveness,
sequencing of the genome has become an indispensable
tool for studying plant natural products in unexplored
non-model species [7, 8]. Recently, the genomes of Rhododendron simsii, Rhododendron williamsianum and
Rhododendron delavayi [9–11] were sequenced. Studies
on these genomes have provided insight into the genome
evolution and the mechanism of flower color formation,
However, specialized secondary metabolites have not
received attention in these species.
In the present study, a high-quality chromosome-scale
assembly of the R. molle genome was presented for the
first time. In total, 744.36 Mb of genome sequences
were assembled, 472.24 Mb of which were repetitive
sequences. A total of 94.57% of the assembled genome
was sorted into 13 chromosomes. We discovered the
remnants of an ancient whole-genome duplication
(WGD) event in the R. molle genome. Additionally, the
significant expansion of gene families involved in secondary metabolites was observed, especially terpene synthase (TPS) and cytochrome P450 (CYP) families. We
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identified two diterpene synthases (diTPSs) responsible
for the biosynthesis of 16α-hydroxy-ent-kaurane, the
key precursor of grayanoids. A species-specific bloom
occurred within the CYP71AU subfamily, which is most
likely associated with grayanoid biosynthesis. In addition,
we also discovered three putative terpene biosynthetic
gene clusters in the genome of R. molle.

Results
R. molle genome assembly and annotation

A high-quality assembly of the R. molle genome was generated by combining Illumina short-read sequencing,
PacBio SMRT (single-molecule real-time) sequencing,
and Hi-C (high-throughput chromosome conformation capture) technology. Based on k-mer analysis, the
genome size of R. molle was estimated to be 700.18 Mb
with a high level of repeats (53.17%) and a relatively low
level of heterozygosity (0.44%) (Additional file 1: Fig. S1
and Additional file 2: Table S1). 744.36- Mb sequences
of the R. molle genome were assembled using 49.48 Gb
PacBio long reads (66 × coverage) and 58.43 Gb Illumina
short reads (83.45 × coverage) (Additional file 2: Tables
S2-S3). In order to refine and obtain a chromosomescale assembly, a Hi-C library was further constructed,
and 703.95 Mb (94.57%) of the assembled genome was
anchored into 13 chromosomes (Fig. 1 and Additional
file 1: Fig. S2), among which 620.89 Mb of sequences
could be ordered and oriented, accounting for 88.2% of
the chromosome sequences (Additional file 2: Tables
S1 and S4). To assess the quality of the genome assembly, we mapped Illumina short reads to it, and the mapping ratio was above 90%, indicating that most of the
R. molle genome was assembled (Additional file 2:
Table S5). BUSCO (Benchmarking Universal Single-Copy
Orthologs) analysis showed that 90.90% of the gene sets
were complete (1309 out of 1440 total lineage BUSCOs)
(Additional file 2: Table S6). CEGMA (Core Eukaryotic
Genes Mapping Approach) analysis revealed that our
assembly contained 95.56% of highly conserved genes
(237 out of 248 genes) (Additional file 2: Table S7).
The R. molle genome was annotated using a combined approach, including ab initio predictions, homology-based predictions, and RNA-seq based predictions
(Additional file 2: Table S8). A total of 39,288 gene models were predicted. The gene density of the genome was
around 53 genes/Mb, and 32,041 genes (81.55%) were
found on the assembled chromosomes. Among these
predicted genes, 36,678 (93.36%) were supported by
both transcriptome data and ab initio predictions, indicating high accuracy of gene predictions. The average
length of the genes is 4752 bp, with a mean intron length
of 3146 bp and an average exon length of 1605 bp (Additional file 2: Table S9). Based on the gene prediction
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Fig. 1 Overview of R. molle genome assembly features. The outer track represents chromosomes. Tracks from b to d represent the distribution of
TE density, gene density and GC content, respectively. The inner circle represents syntenic gene pairs within R. molle genome. All distributions are
drawn in a window size of 500 kb

results, it was estimated that only 6.4% of the assembled
R. molle genome was comprised of coding sequences.
88.43% of predicted genes were annotated by five public
databases including NR, KOG, GO, KEGG and TrEMBL
(Additional file 2: Table S10 and Additional file 1: Fig. S3).
Among all annotated genes, 1925 genes were identified as
transcription factors (TFs), including AP2 (141), bHLH
(136), MYB (154), and WRKY (65) families (Additional
file 1: Fig. S3). We also performed similarity searches
and annotated non-coding RNA (ncRNA) genes, yielding
a total of 2628 ncRNA genes, including 103 microRNA
(miRNA) genes, 667 transfer RNA (tRNA) genes, 288
ribosomal RNA (rRNA) genes, 1340 small nucleolar RNA
(snoRNA) genes and 230 small nuclear RNA (snRNA)
genes (Additional file 2: Table S11).
A total of 472 Mb repetitive sequences (63.52% of the
assembly) were identified by integrated approaches
including homology-based and de novo prediction
(Additional file 2: Table S12). The level of repetitive
sequences found in our assembly was higher than that in

R. simsii (251 Mb, 47.48%) [11] (Table 1), indicating that
the larger size of the R. molle genome may be attributed
to the higher proportion of repetitive sequences. LTRs
(long terminal repeats) are the most abundant repetitive elements, accounting for 36.86% of the total genome
sequences. Most of the LTRs were Gypsy (29.05%) and
Copia (5.21%) elements (Additional file 2: Table S12 and
Additional file 1: Fig. S4). The ratio of Gypsy to Copia
(5.57) was higher in the R. molle genome than that in
other close relatives, such as R. delavayi (3.7) [9] and R.
simsii (2.97) [11]. It is suggested that Gypsy transposon
amplification is a key driver for the evolution of the R.
molle genome. Furthermore, we discovered that intact
LTR insertion events in R. molle genome were a continual process, with most insertions having occurred in the
last 2 million years. We also observed similar continuous trends of LTR insertion in R. simsii, R. delavayi, R.
williamsianum and their ancestor kiwifruit, suggesting
that this phenomenon may be common in Rhododendron (Additional file 1: Fig. S5). In addition, a total of
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Table 1 Summary of the R. molle assembled genome and comparison with three other Rhododendron species
Assembly feature

R. molle

R. delavayi

R. williamsianum

R. simsii

Estimate of genome size (Mb)

700.18

*

525

*

Assembly genome length (Mb)

744.36

695.1

532.1

528.6

Repeat region in genome (Mb)

472

356

*

251

Contigs number

3581

*

*

911

Contigs N50 (kb)

836.61

61

*

2234

Longest Contigs (kb)

5461

581.4

*

*

GC content

41.15%

*

*

38.91%

Number of chromosomes

13

*

13

13

Length anchor on chromosomes (Mb)

703

*

368.4

481.9

Oriented percentage

88.2%

*

*

*

Scaffolds number

2537

193,091

11,985

552

Scaffolds N50 (Mb)

47.02

0.64

0.22

36.3

Scaffold max (Mb)

66.75

*

*

*

Predicted gene models

39,288

*

*

34,170

Gene density/Mb

53

*

*

*

Average gene length (bp)

4752.73

4434.22

4628

5089.22

Average coding sequence length (bp)

1213.78

1153.21

*

1288.73

Non coding RNAs

2628

*

*

1171

Pseudogenes

6180

*

*

*

Genome Annotation

Asterisk (*) represent genomic data were not displayed in the original papers

956 simple sequence repeats were identified, which will
provide useful molecular markers for R. molle breeding
(Additional file 2: Table S12).
Evolution of the R. molle genome

The evolutionary history of R. molle was investigated
based on its assembled and annotated genome. A set of
1827 single-copy orthologs from 11 angiosperm species
was identified using OrthoFinder. Based on the sequence
alignment of these single-copy orthologs, a phylogenetic
tree was constructed, Oryza. sativa was assigned as an
outgroup. The accuracy of the phylogenetic tree was
supported by bootstrap values with a minimum support
rate of 94 (Additional file 1: Fig. S6). This phylogenetic
tree showed that R. molle was clustered with the other
three Rhododendron species (R. simsii, R. williamsianum
and R. delavayi) as expected, while this group diverged
from their most recent common ancestor A. chinensis,
approximately 72 million years ago (Mya). The phylogenetic relationship within the Rhododendron clade is
consistent with previous studies, which demonstrated
that R. simsii split from R. molle around 30 Mya (Fig. 2a).
Whole genome duplication (WGD) frequently occurs in
the genomes of land plants, and serves as an invaluable
source of raw materials for gene genesis, neo-functionalization and sub-functionalization [12, 13]. We analyzed
the synteny within the R. molle genome using MCScanX

[14], and found 162 syntenic blocks throughout the
whole genome, containing 1228 syntenic gene pairs
(Additional file 2:Table S13). For paralogous gene pairs in
syntenic blocks, only 47 pairs (3.5%) were located intrachromosomally, while the rest were distributed interchromosomally (Additional file 1: Fig. S7). The syntenic
depth among chromosomes was investigated to explore
the number of WGD events. Among all syntenic genes
within the R. molle genome, the majority (92%) have only
one homolog on other chromosomes (Additional file 2:
Table S13), implying a 1:1 syntenic relationship among
chromosomes. These findings strongly indicated that a
single WGD event occurred in the R. molle genome.
We further analyzed the synonymous substitutions
per synonymous site (Ks) distribution of paralogous
gene pairs throughout the entire R. molle genome. A
signature peak at approximately 0.61 (Fig. 2b) indicates
an ancient WGD event (referred to as Ad-β) occurred
around 70 Mya, which is consistent with our earlier syntenic analysis. Additionally, a minor peak at around 0.03
was detected, which likely represent background smallscale gene duplication rather than recent WGD. The
4DTv (four-fold degenerate synonymous third-codon
transversion rate) value was calculated. A major peak was
detected at 0.24, which further supported the Ad-β event
(Additional file 1: Fig. S8). In order to explore the number
and timing of WGD events in the genome of Ericaceae
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Fig. 2 The evolution of R. molle genome (a) Phylogenetic relationship and estimated divergence time among eleven plant species. The
phylogenetic tree was constructed using 1827 single-copy genes shared by all species used in current study, and the estimated divergence
times are displayed by the black number at each branch node. b The distributions of the Ks values for paralogous genes in R. molle genome and
orthologous genes from four other relative species. Abbreviation: Rmo-R. molle; Ath-A. chinensis; Rde-R. delavayi; Rsi-R. simsii; Rwi-R. williamsianum.
c Whole-genome duplication events detected in R. molle and other Ericaceae species. d Petal diagram displaying the common and specific gene
families between R. molle and ten other plant species. The number in middle circle represents the number of shared gene families among all
species, and number in the edge represents the number of specific gene families in each species

species, we compared the Ks distributions in our study to
those generated for other Ericaceae species in previous
research [9–11]. Although lineages tend to have different
molecular evolution rates, a peak at around 0.6 was found
in all four Ericaceae genomes, indicating they all shared
an ancient WGD event. This peak also corresponded to
the Ad-β event identified in A. chinensis [15] (Fig. 2c).
There was only a single major Ks peak for R. molle and
R. simsii, which indicated that they have not experienced
the At-γ event shared by most core eudicots, including R.
williamsianum and R. delavayi.
Gene family evolution related to terpenoids biosynthesis

The evolution of gene families was investigated by comparing orthologous genes between R. molle and ten other
sequenced angiosperm species. Based on orthologous
clustering analysis, a total of 41,197 orthologous gene
families were identified, which comprised 271,568 genes
(Additional file 1: Fig. S9). Among them, 2627 gene families were common to all eleven species, and 605 gene
families that comprised 1714 genes were unique to R.

molle (Fig. 2d and Additional file 2: Table S14). Functional enrichment analysis of R. molle unique genes
using GO terms revealed that many unique genes were
grouped into the metabolic process (GO:0008152) and
catalytic activity (GO:0003824) (Additional file 1: Fig.
S10 and Additional file 3: Table S15). It is indicated that
possible species-specific biosynthesis processes lead to
unique secondary metabolites.
The expansion or contraction of gene families in R.
molle was explored using CAFÉ [16], The results revealed
that 295 gene families expanded after divergence from
A. chinensis, whereas only 12 gene families contracted
(Fig. 2a and Additional file 1: Fig. S11). Functional annotation revealed that numerous genes were enriched
in two critical families (TPS and cytochrome P450)
involved in secondary metabolite biosynthesis, supporting that terpenoids are important specialized metabolites
of this medicinal plant. Moreover, expanded gene families in R. molle were observed to be enriched in several
KEGG pathways, including those associated with specific secondary metabolism, such as “phenylpropanoid
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biosynthesis”, “sesquiterpenoid and triterpenoid biosynthesis”, “diterpenoid biosynthesis” and “anthocyanin biosynthesis” (Additional file 1: Fig.S12 and Additional file 3:
Table S16). The expanded TPS and CYP families may
contribute to terpenoids diversity in R. molle.
Genome mining for terpene synthase genes

TPSs are the key enzymes involved in the biosynthesis of
terpenoids and catalyze the common isoprene precursors to the terpene backbone. A total of 50 TPSs were
identified, with a gene density of 0.067 genes/Mb in R.
molle genome (Additional file 2: Table S17). A total of
13 tandem duplicated gene pairs and 6 segmental duplicated gene pairs were detected among 50 TPS genes
(Additional file 2: Table S18), indicating that the expansion of the TPS family is caused by these two events
(Fig. 3a). Most TPSs are from the TPS-a and TPS-b
families, according to the phylogenetic analysis (Fig. 3b).
The chromosomal locations of members from these two
families are characterized by massive tandem duplicated
gene clusters (Fig. 3a and Additional file 2: Table S19).
On chromosome 5, six TPS genes from the TPS-a family
occurred in a 710-kb long cluster, and another two TPS-a
genes with 89% identity were also located on chromosome 5 as a small cluster. In addition, five TPS-a members were densely clustered together on chromosome 12
in a stretch of 80 kb. Members of the TPS-b family were
mainly distributed in three tandem clusters. Seven genes
were found on chromosome 1 in a tandem array across
a stretch of 458 kb. The other two clusters were located
on chromosome 11 and chromosome 5 and occurred in
the stretch of 24 kb and 48 kb, respectively, each of which
contained two genes.
Among the 50 TPS candidates, there were four CPSs
(CPP synthases, class II TPSs), one KS (kaurane synthase,
class I TPSs) and one putative KSL (kaurane synthaselike). The four CPS candidates contained the aspartaterich DxDD motif in their N-terminal, while KS and KSL
candidates harboured characteristic DDxxD motifs in
their C-terminal (Additional file 1: Fig. S13). The class II
TPS (CPS) and class I TPS (KS) could consecutively catalyze GGPP to form the diterpene backbone [17]. Phylogenetic analysis revealed that CPS candidates (RmTPS1–4)
and KS candidates (RmTPS5 and RmTPS6) were grouped
into TPS-c and TPS-e/f families, respectively (Fig. 3b and
Additional file 1: Fig. S13). They were putative candidates
involved in kaurane biosynthesis. Masutani et al. [18] fed
the leaf of Leucothoe grayana Max with 14C-labeled enkaurane. After 12 days, 14C-labeled grayanotoxin III was
isolated from the leaf, indicating ent-kaurane could be a
pivotal precursor involved in the production of grayanotoxin. Hanson [19] proposed that the kaurane skeleton is
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the parent backbone of grayanane and can be converted
to grayanane via oxidative rearrangement.
Functional characterization of diterpene synthases

We used yeast (Saccharomyces. cerevisiae) to test the biochemical functions of TPS candidates. An engineered
yeast strain was first constructed to increase the supply of
GGPP precursor (Fig. 3c). In the endogenous yeast MVA
pathway, ERG9 acts downstream of ERG20, consumes
FPP as its substrate, leading to the synthesis of squalene,
which would decrease FPP flux flow towards GGPP biosynthesis. To accumulate sufficient FPP for conversion to
GGPP, we constructed a single allele deletion for ERG9
in the diploid yeast strain INVSc1 (Additional file 1: Fig.
S14), which would ensure the robustness of the yeast
strain and increase FPP accumulation, hence improving GGPP production in the yeast cell indirectly. Ignea
et al [20] took a similar approach to enhance terpenoid
production in yeast. We employed a loxP-KanMX-loxP
deletion cassette to delete one of the two alleles in the
INVSc1 strain, and generate the ERG9 haploid deficient
mutant yeast strain IN-0. Another key regulatory point
in the MVA pathway is the conversion of HMG-CoA
(hydroxy-3-methylglutaryl coenzyme A) into mevalonate
[21], catalyzed by two HMG-CoA reductases (HMG1
and HMG2), which are encoded by hmg1p and hmg2p,
respectively [22]. HMG1 is much more stable than
HMG2 and contributes most of the activity [22], making
it the rate-limiting enzyme in the MVA pathway. Previous
studies have demonstrated that overexpression of the catalytic domain of HMG1 (tHMG1) can result in increased
production of terpenoids [23]. The work by Zhou et al.
proved that the fusion of BTS1-ERG20 can channel
the FPP flux to diterpene production, thereby reducing its consumption via other pathways [24]. We ligated
the BTS1-ERG20 construct into the high-copy yeast
expression plasmid pESC-LEU, along with tHMG1, and
the recombinant plasmid pESC-LEU-(BTS1-ERG20)tHMG1 was introduced into yeast strain IN-0 to generate
strain IN-1, which was used as chassis to examine enzymatic function of the diterpene synthase. In our previous
transcriptome studies of R. molle, three diterpene synthases (ID in RNA-seq: c95076, c86861 and c92044) were
identified [25], corresponding to RmTPS1, RmTPS2 and
RmTPS5, respectively. The full-length cDNA sequences
of these genes were obtained by 5′- and 3′-RACE and
cloned into the yeast expression vector pESC-URA individually or in combination. RmTPS1 and RmTPS2 were
introduced into the engineered yeast strain IN-1, resulting in strain IN-2 and IN-3. Expression of RmTPS1
resulted in the production of two compounds (termed
as product 1 and product 2), and the GC-MS analysis
revealed their retention time were at 22 and 22.8 min,
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Fig. 3 Terpene synthases in R. molle genome and functional characterization of diterpene synthases. a The circos map displaying chromosomal
localization of all TPSs in R. molle genome. Tandem duplication genes are presented by short red lines, and the inter-chromosomal segmental
duplication gene pairs are connected by red lines. The colour lines in background indicate all syntenic blocks in the genome of R. molle. b
Phylogenetic analysis of total 50 putative terpene synthases R. molle genome, PpCPS/KS (P. patens copalyl diphosphate synthase /kaurane synthase)
was assigned as tree root. Bootstrap values greater than or equal to 70% are shown. c Construction of an engineered yeast strain for production
of diterpene. To increase the production of GGPP, a single allele of ERG9 was knockout, tHMG1, ERG20 and BTS1 were overexpressed. d GC-MS
analysis of yeast strains expressing RmTPS1, RmTPS2, respectively, two products were yielded in yeast strain harbouring RmTPS1, product 1 was
identified as ent-copalol, the fragmentation pattern of product 2 matched with labd-13-en-8,15-diol in NIST database. GC-MS analysis of yeast
strains combinational expressing of RmTPS1 + RmTPS5 and RmTPS2 + RmTPS5, 16α-hydroxy-ent-kaurane (product 3) was detected as a single
new product of combinational expressing of RmTPS1 and RmTPS5. e The speculated rearrangement process from kaurane backbone to grayanane
backbone. The process is involved a Wagner-Meerwein rearrangement, with the C5-C10 bond shifting to C5-C1 bond
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respectively (Fig. 3d). The fragmentation pattern of
product 1 was compared with that in the NIST database
(Additional file 1: Fig. S15), and its structure was inferred
to be ent-copalol, which was further confirmed by NMR
(Additional file 1: Fig. S16 -S17). This result indicated that
RmTPS1 was a functional class II diTPS, and can convert
GGPP into ent-copalyl diphosphate (ent-CPP), which was
dephosphorylated into ent-copalol by yeast endogenous
phosphatases. The characteristic mass ions of Product 2
were m/z 275, 257, 177, and 137. By comparison with the
NIST database, it was identified as labd-13-en-8,15-diol
(Additional file 1: Fig. S15). The formation of the oxygenated product resulted from water quenching at the C-8
carbocation prior to deprotonation. However, no product
was detected in the yeast strain carrying either RmTPS2
or the empty pESC-URA vector. We further transformed
the constructs pESC-URA-RmTPS2-RmTPS5 and pESCURA-RmTPS1-RmTPS5 into the yeast strain IN-1, creating strains IN-4 and IN-5 (Additional file 2: Table S20).
The yeast strain carrying pESC-URA-RmTPS1 or empty
vector was used as control. Only co-expression of
RmTPS1 and RmTPS5 afforded 16α-hydroxy-ent-kaurane
as the single product (Fig. 3d). These results indicated
that RmTPS5 possessed class I diTPS activity and catalyzed ent-CPP that derived from GGPP by RmTPS1 to
form 16α-hydroxy-ent-kaurane (Additional file 1: Fig.
S18-S19). The majority of grayanoid compounds isolated
from R. molle have an α-hydroxy groups at C-16 (Additional file 1: Fig. S20). It is suggested that 16α-hydroxyent-kaurane is a key intermediate in the biosynthetic
pathway of grayanoids, which can be converted into the
unique 5–7–6-5 tetracyclic grayanane backbone via oxidation-induced bond rearrangement (Fig. 3e).
Chromosomal distribution and evolution of RmCYP genes

Given that cytochrome P450 monooxygenases (CYPs)
play a significant role in terpenoid biosynthesis, we performed the genome-wide analysis of CYP candidates
in R. molle, and identified a total of 294 CYP genes. An
unrooted maximum likelihood (ML) tree was constructed
based on the protein sequences of all RmCYP genes and
A. thaliana CYP450 (AtCYPs) (Additional file 1: Fig.
S21). Phylogenetic analysis revealed that the CYP genes
were divided into ten clans (CYP51, 71, 72, 74, 85, 86,
97, 710, 711 and 727), including 46 families (Fig. 4a and
Additional file 3: Table S21). RmCYP genes were unevenly distributed across the 13 chromosomes of R. molle.
Chromosome 7 contained the most CYP genes (41) with
gene density 0.78 gene/Mb, while chromosome 6 had the
least number (4) and the lowest gene density (0.07 gene/
Mb). To further explore the evolution of the CYP family
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in R. molle, the duplication events of RmCYP genes were
analyzed. We discovered 31 tandem duplicated gene clusters including 67 tandem duplicated gene pairs (Additional file 3: Table S22), accounting for more than half of
the total RmCYP genes (Fig. 4b). These clusters are distributed on all chromosomes except chromosome 6, and
most contain more than three genes (Fig. 4b). Moreover, 26 segmental duplication events involving RmCYPs
were detected (Fig. 4b and Additional file 3: Table S22).
A few RmCYP genes (CYP71AU198a, CYP749A363P,
CYP76B118, and CYP82D358) have undergone both
segmental and tandem duplication events. Duplication
events occurred in CYP71, CYP82 and CYP716 families
more often than others, indicating that they are the major
contributors to the RmCYP family expansion. The Ka/
Ks (ω) ratios of all duplicated gene pairs were calculated,
ranging from 0.049 to 2.019 (Additional file 1: Fig. S22).
Their corresponding duplication events were estimated
to occur between 0.19 to 212.9 Mya (Additional file 3:
Table S22). Most ω values are less than 0.5, only one segmental duplicated pair CYP716C71b/CYP716C71a has
a ω value greater than one (Additional file 1: Fig. S22),
implying that the majority of genes are under purifying
selection after their duplication events.
Species‑specific bloom of CYP71AU subfamily in R. molle
genome

Among the large number of CYP genes, a species-specific bloom of the CYP71AU subfamily was identified in
the R. molle genome by phylogenetic analysis (Fig. 4c).
This subfamily belongs to the CYP71 clan and has been
reported to be involved in terpenoid biosynthesis. The R.
molle genome contains a total of 20 CYP71AU members,
and the motifs and gene structures within this subfamily are relatively conserved (Additional file 1: Fig. S23).
Among them, 12 tandem duplicated pairs were detected,
and members in this expanded subfamily were organized in tandem arrays, indicating successive tandem
duplication events led to the expansion of this subfamily. Eight CYP71AU genes formed the largest CYP cluster on chromosome 7, with a stretch of 257 kb (Fig. 4b).
Three successive tandem duplicated genes were located
on contig01509 as a small cluster, and six members were
clustered together with two TPSs. The CYP71AU subfamily has expanded during evolution through multiple
tandem duplication events, which is indicative of involvement in specialized grayanoids metabolism. The expression pattern of the CYP71AU subfamily members, along
with five diterpene synthases in flower, leaf and root
were further assessed. We observed that CYP71AU200,
CYP71AU207 and CYP71AU195 were highly expressed
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Fig. 4 Analysis of CYP candidates. a The unrooted maximum likelihood phylogenetic tree show that all RmCYPs can be divided into ten clan, each
clan were presented by different colour branches. b The bar plot showing the chromosomal distribution of RmCYPs. The serial number of each
chromosome are showed to the left of bars, and the colour line within each bar represent gene density. The tandem duplication genes within
chromosomes and the inter-chromosomal segmental duplication gene pairs are indicated in pink and blue, respectively. The CYP gene clusters are
displayed using violet vertical lines, and segmental duplication gene pairs are connected by blue dashed lines. c Maximum likelihood (ML) tree of
members from CYP71 family showing a specific-bloom of CYP71AU subfamily in R. molle. Gary circles represent bootstrap value larger than or equal
to 0.8. Genes in gray background were candidates from R. delavayi. d The heatmap illustrating the co-expression pattern of CYP71AUs with RmTPSs

in all three tissues and displayed similar expression
profiles to RmTPS1 and RmTPS5 (Fig. 4d). Therefore,
these three members from the CYP71AU subfamily
were most likely to be the candidates for grayanoid
biosynthesis.

Discovery of terpenoid biosynthetic gene clusters

With the rapidly growing number of available plant
genomes, TPSs and CYPs in particular have been found
to frequently cluster together in plant genomes and
catalyze successive biosynthetic steps in terpenoid
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biosynthesis [26]. R. molle genome was analyzed to
determine whether it contains potential biosynthetic
gene clusters (BGCs) related to grayanoids biosynthesis. RmTPS1 and RmTPS5 were located separately and
neither of them were flanked by CYP genes. However,
our study revealed three other terpenoid putative BGCs
(Fig. 5). A 160-kb genomic region on chromosome 4
contained one monoterpene synthase and two putative members from the CYP76A and CYP716 subfamilies. In addition, a 140-kb putative triterpene cluster was
detected on chromosome 3, including one core scaffoldgenerating enzyme annotated as dammarenediol synthase, which was co-clustered together with two genes
encoding enzymes from the CYP716C subfamily and one
member from the CYP87D subfamily. It can be inferred
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that these CYPs were putatively involved in the oxidation of the initial triterpene hydrocarbon scaffolds produced by dammarenediol synthase. We also discovered
that nine genes were organized as a relatively dense cluster in a 110-kb stretch on chromosome 13. This cluster
contained two TPSs (RmTPS32 and RmTPS34), which
were a tandem duplicated pair with only three different
amino acids, suggesting their biochemical function were
identical to each other. RmTPS32 and RmTPS34 were
duplicated at around 2.48 Mya, they represent a very
recent TPS gene duplication. The two TPSs were flanked
by six CYP paralogues from the CYP71AU subfamily and
a gene of unknown function. The two TPSs belonged to
the TPS-a family, implying the cluster might participate
in sesquiterpenoid biosynthesis.

Fig. 5 Discovery of terpene biosynthetic gene clusters in R. molle genome. The triterpene, monoterpene and sesquiterpene putative terpene
biosynthetic gene clusters found in the genome of R. molle
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Discussion
Plants are an important source of natural products, many
of which can provide compounds for clinical use as pharmaceutical agents. As a traditional Chinese medicinal
plant, R. molle has been exploited for its pain-relieving
properties since ancient times. Modern phytochemistry studies revealed that R. molle contained abundant
terpenoids, including tetracyclic grayanoids, which are
the chemical basis for its analgesic activities [3, 5, 27].
To explore the biosynthesis of terpenoids, including
grayanoids in particular, we employed Illumina sequencing in combination with PacBio sequencing and Hi-C
approaches to obtain high quality assembly of R. molle
genome. A total of 744.36 Mb genome sequence was generated with a contig N50 of 836.61 kb. Moreover, chromosome-level pseudomolecules have been constructed,
the majority of the assembled sequences can be anchored
onto 13 chromosomes. Hence, the integrated strategy
used here proved to be highly effective in assembling the
genome of R. molle. The availability of R. molle genome
also allowed us to investigate its evolutionary history.
The whole genome duplication event plays a significant
role in plant genome evolution and adaptation to the
local ecological niche. An ancient WGD event (Ad-β) in
the genome of R. molle was detected. Previous comparative genomic analysis indicated that the Ad-β event was
shared among Ericaceae lineages [10, 11], which has been
further supported by our analysis of the R. molle genome.
As more Ericaceae genomes become available, additional
studies are needed to further explore the origin of this
event. Analysis of R. molle genome revealed more gene
families experiencing expansion. Especially many gene
families involved in secondary metabolite biosynthesis
were found to be expanded, including the TPS family and
the CYP family, with expansions that occurred via tandem and segmental duplication events. The expansions
likely play a significant role in the production of specific
terpenoids in R. molle, which is the result of adaptation
to the circumstance through long evolutionary process.
We explored the genetic basis underlying terpenoid
biosynthesis, with a focus on analyzing related gene
families, to lay a foundation for understanding the grayanoid biosynthetic pathway. A total of 50 TPSs were
identified in this study, five of which were diterpene synthases, while other terpene synthases were from TPS-a
or TPS-b families, which implied that sesquiterpene and
monoterpene metabolites in R. molle are highly diverse.
A remarkable feature of TPS gene arrangement on chromosomes is organized as tandem clusters, which is the
consequence of local gene tandem duplication. All five
diterpene synthases were annotated as CPS or KS/KSL.
In combination with our previous transcriptome analysis,
the biochemical functions of class II and class I diterpene
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synthase (RmTPS1 and RmTPS5) were characterized.
They successively catalyzed GGPP into 16α-hydroxy-entkaurane, an important biogenetic precursor that can be
further rearranged into the grayanane backbone. This
process was speculated to start with C1 hydroxylation of
the kaurane backbone, whose hydroxyl group has been
protonated. The protonated intermediate underwent
water abstraction to produce an allylic carbocation, followed by a Wagner-Meerwein rearrangement, with the
C5-C10 bond shifting to C5-C1 bond and forming a tertiary carbocation at C10. Finally, C10 was deprotonated,
resulting in the characteristic 5–7–6-5 ring structure of
grayanane (Fig. 3e).
It is difficult to elucidate the biosynthetic pathway of
complex terpenoids, such as grayanoids. The main challenge remains to identify candidates involved in the
downstream pathway of the terpene backbone from
complex and large plant genomes. It is well known that
CYPs are the major catalysts in the modification of the
terpene backbone to form complicated terpenoids [28].
Our genome sequencing enables the identification of
294 members from the CYP super family, accounting
for approximately 1% of the annotated genome. During
evolution, the CYP genes from most species have undergone duplication and functional diversification [29]. In
the current study, gene family expansion analysis was
performed in combination with comparative phylogenetics to reveal a species-specific bloom that occurs in
the CYP71AU subfamily. This subfamily has been demonstrated to play roles in the biosynthesis of terpenoids
in angiosperms, and CYPs from the same subfamily are
often associated with consecutive enzymatic reactions
in biosynthetic pathways. Furthermore, three members
in this subfamily were found to display similar expression patterns to RmTPS1 and RmTPS5. Hence, the bloom
detected in the R. molle genome plays a role in oxidizing
the kaurane backbone and driving grayanoid diversity.
In recent years, it has been discovered that the biosynthetic pathways of secondary metabolites in plants are
sometimes chromosomally clustered [30, 31], which can
be applied to find new enzymes and accelerate the discovery and elucidation of biosynthetic pathways [32].
Unlike the BGCs found in bacteria and fungi, BGCs discovered in plants are much longer with more variable
intergenic distances and often only contain part of the
biosynthetic pathway of a metabolite [33]. The genome
of R. molle was studied to explore putative BGCs, and a
total of three putative terpene clusters were discovered.
The BGCs located on chromosome 13 are of particular
interest, and this cluster contains multiple P450 paralogues from the CYP71AU subfamily. These CYP paralogues may carry out successive oxidative decoration of
the terpene backbone, leading to chemical diversification
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within the pathway. Further biochemical characterization
of this cluster is necessary, which will elucidate how a
pathway can gain complexity and elongation via tandem
P450 gene duplications. Additionally, two other putative
terpene clusters were discovered, and further biochemical characterization will be required to confirm their
functions. The BGCs discovered in our study confirmed
that TPS/CYP gene pairs are often clustered together in
plant genomes, contributing to the current understanding of the metabolite diversity of R. molle.

Conclusion
Our study not only represents a foundation for phylogenomic studies of R. molle, but also facilitates the evolutionary study of Ericaceae plants more generally. Our
work primarily focuses on exploring the molecular basis
underlying terpenoid biosynthesis. We have uncovered
the diterpene synthases responsible for biosynthesis
of the important precursor 16α-hydroxy-ent-kaurane,
which is an important step towards elucidating the
whole biosynthetic pathway of grayanoids. Through our
genomic analysis, it is found that R. molle has the potential to produce a wide array of terpenoids, promoting the
exploration of additional bioactive compounds. In addition, the genetic information provided by our study can
be applied to the molecular breeding of R. molle, which
will facilitate the conservation and sustainable utilization
of this valuable species.
Methods
Plant material and DNA extraction

The Rhododendron molle cultivar used for genome
sequencing was collected from the wild field in Guilin,
Guangxi Province, China. No specific licenses or permissions from local government were required for our collection. The voucher specimen (ID-24757) was identified by
doctor Guang-Zhao Li from Guangxi Institute of Botany
and deposited in the herbarium at institute of Materia
Medica, Chinese Academy of Medical Sciences (CAMS).
This R. molle cultivar was cultivated at the greenhouse in
the Institute of Medicinal Plant Development, CAMS.
Fresh and healthy leaves were collected, and washed
with tap water and ultrapure water three times to remove
external contaminants. The cleaned leaves were flash-frozen using liquid nitrogen, and kept in − 80 °C for subsequent DNA extraction. The genomic DNA was extracted
by CTAB method [34], and the protein and RNA contamination were removed using proteinase K and RNase A.
To support genome annotation, the flowers, stems, leaves
and roots were also collected for the preparation of RNAseq (Additional file 4: method S1).
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Estimation of R. molle genome size

The genome size of R. molle was estimated by analyzing the k-mer (k = 21) frequency [35]. We generated 21mer frequency information using paired-end reads from
350 bp library. The distribution of the 21-mer follows a
Poisson’s distribution, and genome size was calculated
with the eq. G = N/D, N represent the total k-mers number and D is average sequence depth. The total number of
k-mer (k = 21) number was 47,474,641,778 after removing low-frequency 21-mer, the average k-mer depth (67)
is corresponding to the volume peak, hence the genome
size was estimated to be 700.18 Mb.
Library construction and genome sequencing

To construct Illumina library, the isolated genomic DNA
was broken into random fragments. Quality control was
performed using agarose gel electrophoresis and NanoDrop spectrophotometer. Paired-end sequencing library
with 350 bp insert size was constructed based on the
standard protocols from manufacturer (Illumina, San
Diego, CA). The constructed library was sequenced by
Illumina Novaseq 6000.
For pacbio libraries, 10 μg of genomic DNA was
sheared to 20 kb by Covaris g-TUBE (Covaris, USA),
then undergone purification and concentration using
the pre-washed AMPure XP beads. The 20-kb template
was prepared by BluePippin system (Sage Sciences).
The sequencing libraries were subsequently constructed
based on manufacturer’s instruction (Pacific Biosciences,
CA, USA) and sequenced on a PacBio RSII platform.
Healthy young leaf from the same plant were fixed
using formaldehyde to capture the interaction of DNA
fragments, then the cross-linked DNA were cut by
restriction enzyme, the sticky ends were biotinylated
and ligated. The biotin-labelled products were purified,
sheared and pulled down. Finally, the Hi-C libraries were
constructed and sequence on Illumina platform with
150 bp paired-end reads.
Genome assembly and annotation

De novo genome assembly was carried out using
PacBio data. The subreads with length over 500 bp were
selected and errors were corrected using Canu (v1.5.)
[36]. The corrected reads were subsequently assembled
into contigs by wtdbg [37]. Illumina paired-end reads
were aligned into contigs to correct the original assembly using Pilon (v1.22) [38], which yielded total 744 Mb
assembled genome with a contig N50 of 836.61Kb. Based
on valid Hi-C data, 703 Mb sequences were anchored
into 13 chromosomes using LACHESIS software [39].
To predict gene models in R. molle genome, we used
an integrative approach, including de novo prediction,
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homology-based prediction and RNA-seq based prediction. De novo prediction was carried out using Genscan
[40], Augustus (v2.4) [41], GlimmerHMM (v3.0.4) [42],
GeneID (v1.4) [43] and SNAP (v2006-07-28) [44]. Protein
sequences from A. thaliana, A. chinensis and R. delavayi
were employed for homology-based prediction using
GeMoMa (V1.3.1) [45]. In the RNA-seq based prediction
approach, unigenes were first assembled using Stringtie (v1.2.3) [46] and Hisat (v2.0.4) [47], and gene models were predicted by PASA (v2.0.2) [48], GeneMarkS-T
(v5.1) [49] and TransDecoder (v2.0) (http://transdecod
er.github.io.) All the predicted gene models were integrated into a non-redundant gene set using EVM (v1.1.1)
[50], which was further polished by PASA [48] to adjust
exon boundary and untranslated regions. To annotate
gene function, we performed similarity searches against
the public databases NR, KOG, GO, TrEMBL and KEGG
using BLAST (v2.2.31) [51].
Non-coding RNA was annotated using different strategies based on different structural features of them. The
tRNA genes were identified using tRNAscan-SE software
[52]. The rRNA and miRNA genes were predicted by
whole genome alignment against the Rfam (http://rfam.
xfam.org/) database using BLASTN [51].
Repetitive sequences were predicted by combination
of homology-based and de novo-based approaches. We
used LTR FINDER [53] and RepeatScout [54] to build
repeat library. The library is classified by PASTEClassifier [55], and then combined with the RepBase database
[56] to form the final repeated library. The repetitive
sequences of in R. molle genome were predicted with
RepeatMasker (v4.0.6) [57] based on the constructed
final repeated library.
LTR insertion time analysis

We used LTR Finder and PS scan to search for LTR
sequences with scores value > 6 in the genome, and filter
out the redundant sequences [58]. Multiple alignment of
5′- and 3′-LTR sequences was performed using MUSCLE
[59]. The insertion time was calculated using the formula:
T = K/2r, where K indicate the distance between alignment pairs, and r indicate base substitution rate. Distance K was calculated using Kimura model in EMBOSS
(http://emboss.sourceforge.net/), and r value was set to
7 × 10− 9.
Gene family expansion and contraction

The expanded and contracted gene families were identified using CAFÉ (v4.2) [16]. We used a birth-and-death
model to evaluate gene gain or loss in gene families compared with their ancestors. Viterbi method was used to
determine significant expansion or contraction of gene
families. The family-wide P-values threshold and viterbi
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P-values threshold were set less than 0.05. The expansion
and contraction gene families among all eleven species
were annotated using PANTHER [60]. GO and KEGG
enrichment for expanded and contracted gene families in
R. molle genome were analyzed using clusterProfile [61].
Phylogenetic tree and divergence estimation

To investigated the evolutionary history of R. molle, we
performed comparative genome analysis of R. molle
and ten other plant species (A. thaliana, P. trichocarpa,
S. lycopersicum, S. tuberosum, P. veris, R. simsii, R. williamsianum, R. delavayi, A. chinensis and O. sativa). The
OrthoFinder (v 2.4) [62] was used to find orthologous
clusters in the given genomes. The orthologous genes
were retrieved through sequence similarity search using
diamond [63] with an E-value cutoff of 0.0001 and annotated using PANTHER (v15) database, where a minimum
of 90.9% of the species have single-copy genes. The 1827
single-copy genes were subjected to multiple-sequence
alignment with MAFFT v7.205 [64](−-localpair --maxiterate 1000) and the alignments were trimmed with
Gblocks v0.91b(−b5 = h) [65]. We construct the maximum likelihood (ML) tree using IQ-TREE (v1.6.11) [66]
with the optimal (JTT + F + I + G4) model and 1000
bootstrap iterations, Oryza sativa were assigned as outgroups. The evolutionary divergent time was calculated
using the MCMCTree module in the PAML (v4.9i) software [67] with ‘JC69’ and ‘correlated molecular clock’
model. The analysis of Markov Chain Monte Carlo analysis was performed with the following parameters: ‘burnin
500,000, sampfreq 30, nsample 5,000,000. The reference
calibration points were obtained from the TimeTree
(http://www.timetree.org/), S. lycopersicum vs S. tuberosum (5.23–9.4 Mya), A. thaliana vs P. trichocarpa (98–
117 Mya), O. sativa vs S. lycopersicum (115–308 Mya).
Whole genome duplication

To discover homologous gene pair, we first performed
self-alignment of R. molle assembled genome sequence
using diamond (v0.9.29.130) (e < 1e-5, C score > 0.5)
[63], The C score value was filtered using JCVI software
[68]. For intergenomic alignment, we compared R. molle
genome with V.vinifera and four Ericales species (A.
chinensis, R. delavayi, R. williamsianum, R. simsii). The
results were subjected to McscanX (−m 5) to discover
syntenic blocks [14]. Macrosynteny between species
karyotypes were drawn by JCVI (v0.9.13) [68]. Genome
painter images for gene collinearity were drawn using
VGSC [69]. The 4DTv (fourfold degenerate synonymous
sites of the third codons) values for all the orthologous
and paralogous gene pairs were calculated and corrected
using HKY substitution model. The synonymous substitution rate (Ks) values were calculated using WGD
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(v1.1.1) [70], and the distribution of the Ks values was
plotted.
Identification of TPSs in R. molle genome

A TPSs reference database (Additional file 3: Table S23)
was established based on the previously characterized
terpene synthases which sequences are available in public database. The protein-coding genes database of R.
molle was screened using tBLASTn with E-value cutoff
of 1.0 × 10− 50. TPS protein sequences were aligned using
MUSLE with default parameters [59], and the neighborjoining (NJ) tree was constructed using MEGA-X [71]
with 1000 replicate bootstrap support. We further analyzed the tandem replication and segmental replication
events in genes from TPS family using MCScanX toolkits
(Additional file 4: method S2) [14].
Analysis of the CYP genes from R. molle

We downloaded the CYP protein sequences of A. thaliana from TAIR (https:// www. Arabidopsis.org/), and
used them as queries to search against protein-coding genes database of R. molle using BLASTp with the
E-value cutoff of 1e− 40. The conserved domains of these
candidates were further analyzed using Pfam database
(http://pfam.xfam.org/). All RmCYP protein sequences
were submitted to P450 nomenclature committee
(DavidNelson: dnelson@uthsc.edu) to obtain uniform
nomenclature. Pseudogenes were identified by finding stop codons or frameshift mutations in their gene
sequences, which were assigned by adding a “P” at the
end of the original name. For those genes whose identity was over 98%, “a” and “b” were added at the end of
their name to distinguish them. The phylogenetic tree of
RmCYPs was constructed using FastTree (methods S3)
[72]. The gene duplication events of RmCYPs were analyzed by MCScanX toolkits (Additional file 4: methods
S2) [14], and the divergence time of each duplicated pair
was calculated based on Ks value. The heatmap of members from CYP71AU subfamily and TPS candidates were
drew by TBtools [73].
Construction of erg9 haploid deficient mutant yeast strain

To construct deletion cassette, the antibiotic marker
gene KanMX flanked by loxP sites was PCR amplified
from pUG6 plasmid, then this selectable marker cassette was fused with around 500 bp upstream and downstream homologous regions of the target gene ERG9,
which was cloned from the genomic DNA of wild yeast
strain INVSc1. The deletion cassette was transformed
into diploid wild strain INVSc1 using LiAc method. The
yeast transformants were selected on YPD plates supplemented with 300 mg L− 1 G418.The stable integration
of deletion cassette was verified by PCR amplification.
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To excise the selectable marker in the deletion cassette,
a Cre recombinase expression plastid pSH47 was transformed into mutant strain. Eventually, an ERG9 haploid
deficient mutant without selectable marker was obtained,
we named it as IN-0.
Functional characterization diterpene synthase candidates
in yeast

To improve GGPP production in yeast cell, we first construct the ERG9 haploid deficient mutant yeast strain
IN-0. BTS1, ERG20 and tHMG1 genes were cloned from
the genomic DNA of S. cerevisiae strain INVSc1, which
was extracted using TIANamp Yeast DNA Kit (TianGen,
Beijing, China). BTS1 and ERG20 were fused by a GGGS
linker and subsequently subcloned into MCS1 of yeast
epitope-tagging vector pESC-LEU via In-Fusion cloning to generate construct pESC-LEU-(BTS1-ERG20),
and was controlled by GAL10 inducible promoter. The
tHMG1 gene was then subcloned into MCS2 of pESCLEU-(BTS1-ERG20), and finally we obtained the recombinant
plasmid
pESC-LEU-(BTS1-ERG20)-tHMG
(Additional file 2: Table S20). This plasmid was subsequently transformed into IN-0 to generate yeast strain
IN-1using LiAc method [74], which was used as a “chassis” in present study to test enzymatic function of diterpene synthases.
The 5′ and 3′ ends of the RmTPS1, RmTPS2 and
RmTPS5 were cloned using SMARTer RACE 5′/3′ Kit
(Clontech) according to the protocol from manufacturer.
Total RNA was extracted from leaf by TRIzol reagent,
and first-strand cDNA was synthesized by First Strand
cDNA synthesis supermix (TransGen Biotech, Beijing,
China). The coding sequences of diterpene synthase
candidates were cloned from the total cDNA using Q5
high-fidelity DNA polymerase (NEB) and gene-specific
primers (Additional file 2: Table S24). The CDS region of
these candidates were subcloned into yeast epitope-tagging vector pESC-URA (individually or in combination)
by In-Fusion Cloning (Vazyme Biotech, Nanjing, China),
they were under the control of the GAL10 or GAL1
inducible promoter, and the inserts were verified by
gene sequencing. The generated constructs pESC-URARmTPS1, pESC-URA-RmTPS2, pESC-URA-RmTPS1RmTPS5 and pESC-URA-RmTPS2-RmTPS5 were
transformed into yeast strain IN-1 using the LiAc method
[74] .Transformants were selected on appropriate selective synthetic dropout (SD) plates and grown at 30 °C
for 48 h. The recombinant strains were initially grown
in 50 ml SD-His-Trp medium with 2% glucose at 30 °C,
220 rpm, to an OD600 of ~ 0.6–0.8, then were transferred
to 100 mL synthetic dropout induction medium with 2%
galactose to an initial OD of 0.05. After growing for 72 h
at 30 °C, 220 rpm, yeast cell pellets were separated from
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the medium and extracted with hexane three times. The
organic phases were pooled and evaporated using rotary
evaporator (Yarong biochemical instrument company,
shanghai, China), and finally concentrated to 200 μL
in vacuum prior to GC-MS analysis (Additional file 4:
method S4). Large-scale shake flask culture was performed to obtain purified product for structure identification by 1H NMR, 13C NMR (Additional file 4: method
S5).
Genome mining for terpenoid biosynthetic gene clusters

The plantiSMASH web server [75] (default parameters)
was used to discover putative biosynthetic gene clusters (BGCs) in R. molle genome. The FASTA sequences
of assembled genome along with their GFF3 (Generic
Feature Format version 3) annotation files were supplied to the web server. Three putative terpenoid biosynthetic gene clusters were discovered through analysis of
FASTA+GFF3 format input files.
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Additional file 1: Figure S1. Estimation of genome size of R. molle by
K-mer analysis. We generated the 21-mers frequency distribution of
sequencing reads from 350bp insert size library. The x-axis is the depth
of 21-mer; the y-axis is the proportion of the frequency at given depth.
Figure S2. The Hi-C chromatin interaction map for the 13 chromosomes
of R. molle. LG1-LG13 indicate Lachesis groups 1-13. X and Y axis represent
the order positions of scaffolds on corresponding chromosomes. The
interaction intensity is normalized by the log2 value. The interaction
strength is presented by colored bar alongside of the map. Figure S3.
Functional annotation of the protein-coding genes A. The GO annota‑
tion of protein-coding genes. B. The KOG annotation of protein-coding
genes. C. The distribution of TFs family in the genome of R. molle. Figure
S4. The proportion of different type LTRs. Gypsy is most abundant, the
ratio of Gypsy to Copia is 5.57. Figure S5. The insertion time of intact
LTRs. In R. molle genome, most of the LTR insertion events occurred in
the last 2 million years. The species names were abbreviated as follows: A.
chinensis (Ath), R. delavayi (Rde), R. molle (Rmo), R. simsii (Rsi), R. williamsianum (Rwi). Figure S6. Phylogenetic analysis of R. molle and ten other
related species. The bootstrap value is showed at nodes. Figure S7. The
syntenic dot plot of the paralogs in R. molle genome. This plot showed
chromosomal relationship within R. molle genome. Figure S8. The 4DTv
distributions of orthologous genes and paralogous genes in R. molle and
its related species. Abbreviation: Rmo-R.molle; Ath-A. chinensis; Rde- R.
delavayi; Rsi- R. simsii; Rwi- R. williamsianum. Figure S9. Proportion of
orthologous genes in R. molle and ten other plants. Figure S10. The GO
functional enrichment of R. molle unique genes. Figure S11. Expanded
and contracted gene families among eleven plants. Expanded gene
families are showed in green, and contracted gene families are showed in
purple. Figure S12. The KEGG enrichment of expansion genes in R. molle
genome. Figure S13. The neighbor-joining (NJ) tree of the CPS and KS
candidates in R. molle genome. PpCPS/KS (P. patens copalyl diphosphate
synthase /kaurene synthase) was assigned as tree root. The phylogenetic
analysis was conducted by MEGA-X using the poisson model and 1000
bootstrap replicates. Bootstrap values ≥ 70% are indicated with lilac circle,
the alignment of N-terminal and C-terminal conserved sequences were
displayed alongside the tree. Figure S14. Constrution of ERG9 deletion
cassette and primers design strategy. The upstream and downstream
homologous region of ERG9 were amplified from the genome of yeast
strain INVSc1, using primers (C,D) and primers (E,F), respectively. Primer

Page 15 of 17

D and E harboured the upstream and downstream sequences of pUG6
loxP region, respectively. The homologous regions were fused with the
loxP-kanMX-loxP selectable marker cassette, which was cloned from pUG6
plasmid. Primers M-A and M-B were located within kanMX marker, which
were used to screen the positive. transformants. All the above-mentioned
primers were listed in table 30. Figure S15. The mass spectra of three
products yielded by RmTPS1 and RmTPS5. Figure S16. 1H NMR spectrum
of ent-copalol recorded in pyridine-d5 (C5D5N) at 25 °C. Figure S17. 13C
NMR spectrum of ent-copalol recorded in pyridine-d5 (C5D5N) at 25 °C.
Figure S18. 1H NMR spectrum of 16α-hydroxy-ent-kaurene recorded
in pyridine-d5 (C5D5N) at 25 °C. 12. Figure S18 1H NMR spectrum of
16α-hydroxy-ent-kaurene recorded in pyridine-d5 (C5D5N) at 25 °C.
Figure S19. 13C NMR spectrum of 16α-hydroxy-ent-kaurene recorded
in pyridine-d5 (C5D5N) at 25 °C. Figure S20. The structure of grayanoid
compounds isolated from R. molle. These compounds have an α-hydroxy
group at the C-16. Figure S21. Phylogenetic relationships and conserved
motifs feature of RmCYPs. Figure S22. The scatter plot of Ka/Ks ratio of
homologous CYP gene pairs. Blue dots indicate tandem duplicated pairs
and yellow dots indicate segmental duplicated pairs. Figure S23. The
gene structure feature and conserved motifs of members from CYP71AU
subfamily. 0, 1 and 2 indicate the types of intron phase. The conserved
motifs of each CYP71AUs were also displayed.
Additional file 2: Table S1. The statistic results of survey for R. molle
genome. Table S2. Sequencing data statistic results of R. molle genome.
Table S3. The length distribution of subreads. Table S4. The statistical
results of Hi-C assembly. Table S5. Assessment of coverage by mapping
reads from Illumina sequencing. Table S6. BUSCO assessment of the
genome assembly. Table S7. CEGMA assessment of the genome assem‑
bly. Table S8. Summary of predicted protein-coding genes in the R. molle
genome. Table S9. Summary of gene structure prediction of R. molle.
Table S10. Functional annotation of the protein-coding genes. Table S11.
Non-coding RNA in R. molle genome. Table S12. Summary of repetitive
elements in R. molle genome. Table S13. Statistic results of synteny within
R. molle genome. Table S14. Summary of the gene families among R.
molle and ten other plant species. Table S17. The summary of the TPS
family in R. molle genome. Table S18. The duplicated pairs of terpene
synthases in R. molle genome. Table S19. The distribution of TPS tandem
clusters in chromosomes. Table S20. All plasmids and strains used in this
study. Table S24. All primers used in this study.
Additional file 3: Table S15. The GO enrichment analysis of expanded
genes in R. molle. Table S16. The KEGG enrichment analysis of expanded
genes in R. molle. Table S21. The family classification of RmCYP genes.
Table S22. The duplicated pairs of cytochrome P450 in R. molle genome.
Table S23. Terpene synthase reference database used in the current
study.
Additional file 4. Methods S1. RNA sequencing and assembly. Methods
S2. Gene duplication events and selective pressure analyses. Methods
S3. Construction of CYPs phylogenetic tree and analysis of gene structure.
Methods S4. Gas chromatographic-mass spectrometric analysis. Meth‑
ods S5. Product purification and structure identification.
Acknowledgements
Not applicable.
Authors’ contributions
P.Z. conceived the research. G.L.Z, Y.L. and F.P. collected plant materials for
sequencing. G.L.Z. designed and performed the experiments. G.L.Z, F.P., Y.L.,
J.J.C., T.J.C, J.L.Y. and T.G. performed bioinformatics analyses. G.L.Z., Y.L. and T.G.
conducted the grayanoids biosynthesis analysis. G.L.Z. drafted the manuscript,
P.Z. revised the manuscript. All authors discussed the results, commented on
and proofread the manuscript. P.Z., S.S.Y. and Q.H.L supervised and managed
the project. The author(s) read and approved the final manuscript.
Funding
This study was supported by the National Natural Science Foundation of
China (grant No.81874299); the National Key Research and Development
Program of China (grant No. 2018YFA0901900); PUMC Disciplinary Develop‑
ment of Synthetic Biology (201920100801, China); the Drug Innovation Major

Zhou et al. BMC Plant Biology

(2022) 22:342

Project (grant No. 2018ZX09711001–006-001); and the CAMS Innovation Fund
for Medical Sciences (CIFMS) (grant Nos. 2017-I2M-2–004; 2019-I2M-1-005).
Availability of data and materials
The data that support the findings of this study have been deposited into
CNGB Sequence Archive (CNSA) of China National GeneBank DataBase
(CNGBdb) with project accession ID: CNP0001888. The accession numbers
of each sequencing are as follow: PacBio sequencing reads (CNR0386171,
CNR0386172, CNR0386173, CNR0386174); Illumina HiSeq sequencing reads
(CNR0386175); Hi-C sequencing reads (CNR0386178, CNR038617,); Transcrip‑
tome sequencing reads (CNR0386176, CNR0386177); Genome assembly
(CNA0022751). All the raw sequencing data have also been deposited
under NCBI BioProject number PRJNA664478. The R. molle whole genome
shotgun project has been deposited at GenBank under the accession number
JACYLG000000000.

Declarations
Ethics approval and consent to participate
Not applicable.
Consent for publication
Not applicable.
Competing interests
The authors declare no conflict of interest.
Received: 23 February 2022 Accepted: 28 June 2022

References
1. Cai YQ, Hu JH, Qin J, Sun T, Li XL. Rhododendron Molle (Ericaceae):
phytochemistry, pharmacology, and toxicology. Chin J Nat Med.
2018;16(6):401–10.
2. Klocke JA, Hu MY, Chiu SF, Kubo I. Grayanoid diterpene insect antifeed‑
ants and insecticides from Rhododendron molle. Phytochemistry.
1991;30(6):1797–800.
3. Li Y, Liu YB, Zhang JJ, Liu Y, Ma SG, Qu J, et al. Antinociceptive Grayanoids
from the roots of Rhododendron molle. J Nat Prod. 2015;78(12):acs.
jnatprod.5b00456.
4. Zhong G, Hu M, Wei X, Weng Q, Xie J, Liu J, et al. Grayanane diterpenoids
from the flowers of Rhododendron molle with cytotoxic activity against a
Spodoptera frugiperda cell line. J Nat Prod. 2005;68(6):924–6.
5. Zhou SZ, Yao S, Tang C, Ke C, Li L, Lin G, et al. Diterpenoids from the flow‑
ers of Rhododendron molle. J Nat Prod. 2014;77(5):1185–92.
6. Chen F, Tholl D, Bohlmann J, Pichersky E. The family of terpene synthases
in plants: a mid-size family of genes for specialized metabolism that is
highly diversified throughout the kingdom. Plant J. 2011;66(1):212–29.
7. Chae L, Kim T, Nilo-Poyanco R, Rhee SY. Genomic signatures of specialized
metabolism in plants. Ence. 2014;344(6183):510–3.
8. Franziska Kellner JK, Clavijo BJ, Hamilton JP, Kevin L. Childs, Brieanne
Vaillancourt,. Genome-guided investigation of plant natural product
biosynthesis. Plant J. 2015;82(4):680-92.
9. Zhang L, Xu P, Cai Y, Ma L, Li S, Li S, et al. The draft genome assembly of
Rhododendron delavayi Franch. Var. delavayi. Gigaence. 2017;10:1–11.
10. Soza VL, Dale L, Adam W, Elizabeth R, P PR, N BJ, et al. The Rhododendron
genome and chromosomal organization provide insight into shared
whole-genome duplications across the heath family (Ericaceae). Genome
Biol Evol. 2019;11(12):3353-71.
11. Yang F-S, Nie S, Liu H, Shi T-L, Tian X-C, Zhou S-S, et al. Chromosome-level
genome assembly of a parent species of widely cultivated azaleas. Nat
Commun. 2020;11(1):5269.
12. Peer YVD, Fawcett JA, Proost S, Sterck L, Vandepoele K. The flowering
world: a tale of duplications. Trends in Plant Ence. 2009;14(12):680–8.
13. Eckardt NA. Two genomes are better than one: widespread Paleopoly‑
ploidy in plants and evolutionary effects. Plant Cell. 2004;16(7):1647–9.

Page 16 of 17

14. Wang Y, Tang H, Debarry JD, Tan X, Li J, Wang X, et al. MCScanX: a
toolkit for detection and evolutionary analysis of gene synteny and
collinearity. Nucleic Acids Res. 2012;40(7):e49.
15. Huang S, Ding J, Deng D, Tang W, Liu Y. Draft genome of the kiwifruit
Actinidia chinensis. Nat Commun. 2013;4(4):2640.
16. Han MV, Thomas GWC, Jose LM, Hahn MW. Estimating gene gain and
loss rates in the presence of error in genome assembly and annotation
using CAFE 3. Mole Biol Evol. 2013;8:1987–97.
17. Zi J, Mafu S, Peters RJ. To gibberellins and beyond! Surveying the
evolution of (Di) Terpenoid metabolism. Annu Rev Plant Biol.
2014;65(1):259–86.
18. Masutani T, Hamada M, Kawano E, Iwasa J, Kumazawa Z, Ueda H. Bio‑
synthesis of grayanotoxins in Leucothoe grayana max. Incorporation of
mevalonic acid and (−)-kaurene into grayanotoxin-III. J Agricult Chem
Soc Japan. 1981;45(5):1281–2.
19. Hanson JR. From ‘mad honey’to hypotensive agents, the grayanoid
diterpenes. Sci Prog. 2016;99(3):327–34.
20. Ignea C, Loupassaki K, Johnson CB, et al. Improving yeast strains using
recyclable integration cassettes, for the production of plant terpenoids.
Microb Cell Factories. 2011;10:AR 4.
21. Hampton RY. Regulated degradation of HMG-CoA reductase, an inte‑
gral membrane protein of the endoplasmic reticulum, in yeast. J Cell
Biol. 1994;125(2):299–312.
22. Basson ME, Thorsness M, Rine J. Saccharomyces cerevisiae contains
two functional genes encoding 3-hydroxy-3-methylglutaryl-coenzyme
a reductase. Proc Natl Acad Sci. 1986;83(15):5563–7.
23. Donald K, Hampton RY, Fritz IB. Effects of overproduction of the
catalytic domain of 3-hydroxy-3-methylglutaryl coenzyme a reductase
on squalene synthesis in Saccharomyces cerevisiae. Appl Environ
Microbiol. 1997;63(9):3341–4.
24. Zhou YJ, Gao W, Rong Q, Jin G, Chu H, Liu W, et al. Modular pathway
engineering of diterpenoid synthases and the mevalonic acid pathway
for miltiradiene production. J Am Chem Soc. 2012;134(6):3234–41.
25. Zhou G-L, Zhu P. De novo transcriptome sequencing of Rhododen‑
dron molle and identification of genes involved in the biosynthesis of
secondary metabolites. BMC Plant Biol. 2020;20(1):1–19.
26. Boutanaev AM, Moses T, Zi J, Nelson DR, Osbourn A. Investigation of
terpene diversification across multiple sequenced plant genomes. Proc
Natl Acad U S A. 2015;112(1):E81.
27. Li Y, Zhu Y-X, Zhang Z-X, Liu Y-L, Liu Y-B, Qu J, et al. Diterpenoids from
the fruits of Rhododendron molle, potent analgesics for acute pain.
Tetrahedron. 2018;74(7):693–9.
28. Hamberger B, Bak S. Plant P450s as versatile drivers for evolution of
species-specific chemical diversity. Philos Trans R Soc Lond Ser B Biol
Sci. 2013;368(1612):20120426.
29. Mizutani M, Ohta D. Diversification of P450 genes during land plant
evolution. Annu Rev Plant Biol. 2010;61:291–315.
30. DellaPenna D, O’Connor SE. Plant gene clusters and opiates. Science.
2012;336(6089):1648–9.
31. Nützmann H-W, Osbourn A. Gene clustering in plant specialized
metabolism. Curr Opin Biotechnol. 2014;26:91–9.
32. Kellner F, Kim J, Clavijo BJ, Hamilton JP, Childs KL, Vaillancourt B, et al.
Genome-guided investigation of plant natural product biosynthesis.
Plant J. 2015;82(4):680–92.
33. Nützmann HW, Huang A, Osbourn A. Plant metabolic clusters–from
genetics to genomics. New Phytol. 2016;211(3):771–89.
34. Stewart CNJ, Via LE. A rapid CTAB DNA isolation technique useful
for RAPD fingerprinting and other PCR applications. Biotechniques.
1993;14(5):748–50.
35. Kingsford C. A fast, lock-free approach for efficient parallel counting of
occurrences of k-mers. Bioinformatics. 2011;27(6):764.
36. Koren S, Walenz BP, Berlin K, Miller JR, Bergman NH, Phillippy AM. Canu:
scalable and accurate long-read assembly via adaptive k-mer weight‑
ing and repeat separation. Genome Res. 2017;27(5):722–36.
37. Ruan J, Li H. Fast and accurate long-read assembly with wtdbg2. Nat
Methods. 2020;17(2):155–8.
38. Walker BJ, Abeel T, Shea T, Priest M, Abouelliel A, Sakthikumar S, et al.
Pilon: an integrated tool for comprehensive microbial variant detection
and genome assembly improvement. PLoS One. 2014;9(11):e112963.

Zhou et al. BMC Plant Biology

(2022) 22:342

39. Burton J, Adey A, Patwardhan R, et al. Chromosome-scale scaffolding
of de novo genome assemblies based on chromatin interactions. Nat
Biotechnol. 2013;31(12):1119-25.
40. Burge C, Karlin S. Prediction of complete gene structures in human
genomic DNA. J Mol Biol. 1997;268(1):78–94.
41. Stanke M, Waack S. Gene prediction with a hidden Markov model and a
new intron submodel. Bioinformatics. 2003;19(suppl_2):ii215–i25.
42. Majoros WH, Pertea M, Salzberg SL. TigrScan and GlimmerHMM:
two open source ab initio eukaryotic gene-finders. Bioinformatics.
2004;20(16):2878–9.
43. Blanco E, Parra G, Guigó R, Baxevanis A, Davison D. Using geneid to iden‑
tify genes. Curr Protoc Bioinformatics. 2007;18(1):4–3.
44. Korf I. Gene finding in novel genomes. BMC Bioinformatics. 2004;5(1):1–9.
45. Keilwagen J, Wenk M, Erickson JL, Schattat MH, Grau J, Hartung F. Using
intron position conservation for homology-based gene prediction.
Nucleic Acids Res. 2016;44(9):e89.
46. Pertea M, Pertea GM, Antonescu CM, Chang T-C, Mendell JT, Salzberg SL.
StringTie enables improved reconstruction of a transcriptome from RNAseq reads. Nat Biotechnol. 2015;33(3):290–5.
47. Kim D, Langmead B, Salzberg SL. HISAT: a fast spliced aligner with low
memory requirements. Nat Methods. 2015;12(4):357–60.
48. Campbell MA, Haas BJ, Hamilton JP, Mount SM, Buell CR. Comprehensive
analysis of alternative splicing in rice and comparative analyses with
Arabidopsis. BMC Genomics. 2006;7(1):1–17.
49. Tang S, Lomsadze A, Borodovsky M. Identification of protein coding
regions in RNA transcripts. Nucleic Acids Res. 2015;43(12):e78.
50. Haas BJ, Salzberg SL, Zhu W, Pertea M, Allen JE, Orvis J, et al. Automated
eukaryotic gene structure annotation using EVidenceModeler and the
program to assemble spliced alignments. Genome Biol. 2008;9(1):R7.
51. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. Basic local alignment
search tool. J Mol Biol. 1990;215(3):403–10.
52. Lowe TM, Eddy SR. tRNAscan-SE: a program for improved detec‑
tion of transfer RNA genes in genomic sequence. Nucleic Acids Res.
1997;25(5):955–64.
53. Xu Z, Wang H. LTR_FINDER: an efficient tool for the predic‑
tion of full-length LTR retrotransposons. Nucleic Acids Res.
2007;35(suppl_2):W265–W8.
54. Price AL, Jones NC, Pevzner PA. De novo identification of repeat families
in large genomes. Bioinformatics. 2005;21(suppl_1):i351–i8.
55. Hoede C, Arnoux S, Moisset M, Chaumier T, Inizan O, Jamilloux V, et al.
PASTEC: an automatic transposable element classification tool. PLoS One.
2014;9(5):e91929.
56. Jurka J, Kapitonov VV, Pavlicek A, Klonowski P, Kohany O, Walichiewicz J.
Repbase update, a database of eukaryotic repetitive elements. Cytogenet
Genome Res. 2005;110(1–4):462–7.
57. Tarailo-Graovac M, Chen N. Using RepeatMasker to identify repetitive ele‑
ments in genomic sequences. Curr Protoc Bioinformatics. 2009;25(1):4.10.
1–4.. 4.
58. Dan SP. SIGNAL SCAN: a computer program that scans DNA sequences
for eukaryotic transcriptional elements. Comput Appl Bioences Cabios.
1991;7(2):203.
59. Edgar RC. MUSCLE: a multiple sequence alignment method with reduced
time and space complexity. Bmc Bioinformatics. 2004;5(1):113.
60. Mi H, Muruganujan A, Ebert D, Huang X, Thomas PD. PANTHER version 14:
more genomes, a new PANTHER GO-slim and improvements in enrich‑
ment analysis tools. Nucleic Acids Res. 2019;47(D1):D419–D26.
61. Yu G, Wang L-G, Han Y, He Q-Y. clusterProfiler: an R package for comparing
biological themes among gene clusters. OMICS. 2012;16(5):284–7.
62. Emms DM, Kelly S. OrthoFinder: phylogenetic orthology inference for
comparative genomics. Genome Biol. 2019;20(1):1–14.
63. Buchfink B, Xie C, Huson DH. Fast and sensitive protein alignment using
DIAMOND. Nat Methods. 2015;12(1):59–60.
64. Katoh K, Asimenos G, Toh H. Multiple alignment of DNA sequences with
MAFFT. Bioinformatics for DNA sequence analysis: Springer; 2009. p.
39–64.
65. Talavera G, Castresana J. Improvement of phylogenies after removing
divergent and ambiguously aligned blocks from protein sequence align‑
ments. Syst Biol. 2007;56(4):564–77.
66. Nguyen L-T, Schmidt HA, Von Haeseler A, Minh BQ. IQ-TREE: a fast and
effective stochastic algorithm for estimating maximum-likelihood phy‑
logenies. Mol Biol Evol. 2015;32(1):268–74.

Page 17 of 17

67. Yang Z. PAML: a program package for phylogenetic analysis by maximum
likelihood. Bioinformatics. 1997;13(5):555–6.
68. Tang H, Krishnakumar V, Li J, Zhang X. jcvi: JCVI utility libraries. Zenodo.
2015. https://doi.org/10.5281/zenodo.31631.
69. Xu Y, Bi C, Wu G, Wei S, Dai X, Yin T, et al. VGSC: a web-based vector
graph toolkit of genome Synteny and collinearity. Biomed Res Int.
2016;2016:7823429-36.
70. Zwaenepoel A, Van de Peer Y. Wgd—simple command line tools for
the analysis of ancient whole-genome duplications. Bioinformatics.
2019;35(12):2153–5.
71. Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: molecular evo‑
lutionary genetics analysis across computing platforms. Mol Biol Evol.
2018;35(6):1547.
72. Price MN, Dehal PS, Arkin AP. FastTree 2–approximately maximum-likeli‑
hood trees for large alignments. PLoS One. 2010;5(3):e9490.
73. Chen C, Chen H, Zhang Y, Thomas HR, Frank MH, He Y, et al. TBtools: an
integrative toolkit developed for interactive analyses of big biological
data. Mol Plant. 2020;13(8):1194–202.
74. Gietz RD, Schiestl RH, Willems AR, Woods RA. Studies on the transfor‑
mation of intact yeast cells by the LiAc/SS-DNA/PEG procedure. Yeast.
1995;11(4):355–60.
75. Kautsar SA, Suarez Duran HG, Blin K, Osbourn A, Medema MH. plantiS‑
MASH: automated identification, annotation and expression analysis of
plant biosynthetic gene clusters. Nucleic Acids Res. 2017;45(W1):W55–63.

Publisher’s Note

Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.

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

• fast, convenient online submission
• thorough peer review by experienced researchers in your field
• rapid publication on acceptance
• support for research data, including large and complex data types
• gold Open Access which fosters wider collaboration and increased citations
• maximum visibility for your research: over 100M website views per year
At BMC, research is always in progress.
Learn more biomedcentral.com/submissions

