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Abstract
Background  Tubulins play crucial roles in numerous fundamental processes of plant development. In flowering 
plants, tubulins are grouped into α-, β- and γ-subfamilies, while α- and β-tubulins possess a large isotype diversity and 
gene number variations among different species. This circumstance leads to insufficient recognition of orthologous 
isotypes and significantly complicates extrapolation of obtained experimental results, and brings difficulties for the 
identification of particular tubulin isotype function. The aim of this research is to identify and characterize tubulins of 
an emerging biofuel crop Camelina sativa.

Results  We report comprehensive identification and characterization of tubulin gene family in C. sativa, including 
analyses of exon-intron organization, duplicated genes comparison, proper isotype designation, phylogenetic 
analysis, and expression patterns in different tissues. 17 α-, 34 β- and 6 γ-tubulin genes were identified and 
assigned to a particular isotype. Recognition of orthologous tubulin isotypes was cross-referred, involving data of 
phylogeny, synteny analyses and genes allocation on reconstructed genomic blocks of Ancestral Crucifer Karyotype. 
An investigation of expression patterns of tubulin homeologs revealed the predominant role of N6 (A) and N7 
(B) subgenomes in tubulin expression at various developmental stages, contrarily to general the dominance of 
transcripts of H7 (C) subgenome.

Conclusions  For the first time a complete set of tubulin gene family members was identified and characterized 
for allohexaploid C. sativa species. The study demonstrates the comprehensive approach of precise inferring gene 
orthology. The applied technique allowed not only identifying C. sativa tubulin orthologs in model Arabidopsis species 
and tracking tubulin gene evolution, but also uncovered that A. thaliana is missing orthologs for several particular 
isotypes of α- and β-tubulins.
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Introduction
Cell division is extremely important for the growth, 
development, and reproduction of any eukaryotic organ-
ism represents. One of the principal cytoskeleton sys-
tems, participating in cell division, are microtubules, 
consisting of polymerized tubulins [1, 2]. Tubulins may 
be considered one of the most conserved proteins in 
eukaryotes and they are encoded by multiple gene fami-
lies in plants [3–6]. The vast majority of tubulins (more 
than 80%) are represented by α- and β-tubulins gene fam-
ilies [7–11]. Having similar three-dimensional structures, 
they can form dimers, which serve as basic subunits of 
microtubules [1, 12, 13]. Later γ-tubulin has been dis-
covered in plants [14]. γ-tubulin is located in different 
types of plant microtubule-organizing centers and plays 
an important role not only in microtubule formation, but 
also in cell division regulation [15–18].

Plant tubulin genes tend to have tissue- and/or organ-
specific expression patterns, varying on different stages 
of ontogenesis [7, 11, 19, 20]. Respective level of sequence 
diversity and differential regulation of α- and β-tubulin 
subfamilies may confer flexibility in cell wall formation 
in Populus [9]. α-Tubulin genes are differently expressed 
during cold acclimation of winter and spring soft wheat 
(Triticum aestivum) [21] and sugarcane (Saccharum spp. 
hybrids) [22]. It was shown that seven of the nine GhTUA 
genes are predominantly expressed in developing fibers 
of cotton (Gossypium hirsutum). Among them, GhTUA9 
displayed the highest level of expression, revealing its 
fiber specificity [23]. Histochemical assays demonstrated 
that the GhTUA9:GUS gene was specifically expressed 
in elongating fibers. Recently, three candidate tubulin 
genes were identified in upland cotton which may play a 
key role during fiber development complementing fiber 
length and strength [24]. For instance, the α-tubulin gene 
Tuba1 distinctively presented in a cytoplasmic male ster-
ile and its maintainer lines of non-heading Chinese cab-
bage (Brassica rapa), demonstrating that this gene played 
an important role in the development of pollen and may 
be closely related to male sterility [25].

Tubulin gene mutations may give rise to abnormal 
plant growth and development [26]. For example, the 
decreased expression of α-tubulin 6 (TUA6) gene in Ara-
bidopsis thaliana led to abnormal cell division in shoot 
tips and inhibited root elongation [27]. Overexpression 
of cotton GhTUA9 in fission yeast (Schizosaccharomy-
ces pombe) promoted atypical longitudinal growth of the 
host cells by 1.4–1.7-fold, indicating that the GhTUA9 
gene is involved in cell elongation [23]. Transgenic rice 
plants with antisense expression of β-tubulin 8 (OsTUB8) 
were inhibited in the amount of seed set after ripening, 
and the height of plants was 20–60% lower in compari-
son with wild type [28].

In experiments with quantitative real-time (RT) PCR 
analysis in willow (Salix arbutifolia), it was shown that 
the small number of TUA gene family members relative 
to that of TUBs (eight TUA against twenty TUB genes) 
was complemented by a higher transcript copy num-
ber for each TUA gene, which is essential to the main-
tenance of the tubulin 1:1 heterodimer assembly [29]. 
Analysis of α-tubulin genes in intraspecific taxa of Mis-
canthus sinensis and its close relatives M. floridulus and 
M. condensatus demonstrated wide occurrence of the 
trans-species polymorphisms in these genes and the 
approximately equal frequency of each allelic type what 
makes it extremely unlikely that α-tubulin diversity has 
been maintained under neutrality [30]. Respectively, bal-
ancing selection may have contributed to such an appor-
tioning of genetic variability as well as to high levels of 
genetic variation in α-tubulin of M. sinensis [30]. In the 
same way, the results of whole-genome identification and 
comprehensive analyses of the phylogeny and synteny 
of the β-tubulin genes of interspecific hybrids between 
peach (Prunus persica) and almond (Prunus dulcis) can 
be interpreted [31].

Duplicated tubulin genes in polyploids could be dis-
rupted or may undergo subfunctionalization, diversifying 
in expression patterns as it was demonstrated for Malus 
domestica, in which the vast majority of duplicated genes 
showed uncorrelated expression profiles, including tubu-
lin genes [32]. Similarly retained α-tubulin genes in mes-
opolyploid B. rapa possessed distinct expression patterns 
and showed different organization of promoter regions 
[33], suggesting that these highly similar conserved genes 
have faced subfunctionalization after whole genome 
duplication (WGD) event.

Being widely represented among Brassicaceae fam-
ily which contains about 338 genera and more than 
3700 species around of the world, the polyploids include 
many common oilseed crops [34]. Some of them rapidly 
emerged as important crops or the model system for 
plant biology including Arabidopsis belonging to the tribe 
Camelineae and the allohexaploid Camelina sativa (L.) 
Crantz. (2n = 40), also known as false or wild flax, Ger-
man sesame, gold-of-pleasure, or linseed dodder [35–37]. 
This interest was restored due to biofuel or jet fuel poten-
tial of the oil from the seeds of Camelina [38–41]. It was 
reported that Camelina oil can serve as a feedstock for 
jet biofuel which is characterized by significantly lower 
greenhouse gas emission than petroleum-based jet fuel 
(by up to 75%) [42]. In addition to its use for biofuel 
production, a broad range of nutritional, medicinal and 
industrial applications of the oil have been described [35, 
36, 38, 39, 43, 44]. Camelina oil is characterized by a high 
content of unsaturated fatty acids (more than 90%), low 
concentration of erucic acid and high levels of natural 
antioxidants (tocopherols) [36, 45].
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Several types of bacteria and almost all types of eukary-
otic cells have the capability to accumulate lipids, with the 
mechanism of lipid storage being fairly conserved from 
yeast to mammals and plants [46]. Fatty acids released 
from cellular membranes are stored as triacylglycerols 
in lipid droplets. It was demonstrated that microtubules 
and tubulin in particular participate actively in the and 
transport of lipid droplets in plants [47, 48]. Because this 
mechanism is very deeply involved in the lipid accumula-
tion in oilseed crops [49], it can be supposed that tubu-
lin and especially some specific its isotypes could specify 
interaction between microtubules and lipid droplets.

The sets of genes of the β-tubulin subfamily were iden-
tified, which, however, was complicated by the polyploid 
nature of C. sativa and the conservancy of highly similar 
(highly identical) tubulin genes [50]. Taking into account 
that a genome draft of C. sativa has been published and 
the sequence analysis confirmed allohexaploid genome 
structure of this species [51], we analyzed the gene char-
acteristics, phylogeny, gene structure, gene repetition, 
and expression profiles in various tissues, of all tubulin 
gene family members in C. sativa.

Materials and methods
Initial identification and analysis of tubulin genes in the 
genome of C. Sativa
Initial search for tubulin genes in the genome of C. sativa 
was conducted via BLAST (https://blast.ncbi.nlm.nih.
gov/Blast.cgi) searches against the genome assembly 
release GCA_000633955.1, which is deposited in NCBI 
database and considered as the reference C. sativa (cv. 
DH55) genome [51]. The TUA1–3, TUB1–9 та TUG1-2 
protein sequences of A. thaliana [52] and AlTUB pro-
tein in A. lyrata were used as queries for TBLASTN 
searches using the E-value of 1e− 5, comparison matrix 
of BLOSUM62, word length of 3. We have analyzed the 
results and discarded short and non-meaningful hits. The 
identified C. sativa tubulin proteins were used for addi-
tional searches against the reference C. sativa genome 
too. Subsequently, these identified sequences were ana-
lyzed for the presence of conserved tubulin-specific 
domains using the InterProScan (https://www.ebi.ac.uk/
interpro/) tool [53]. Further, HMMER software with 
default parameters and conserved tubulin domains was 
used to search for the mentioned sequences [54].

Information on the genes in C. sativa, including loca-
tion, genomic coordinates, sequence ID, genomic 
sequence, protein sequence, and coding sequence (CDS), 
was obtained from the NCBI database. Draft informa-
tion on the orthologous hits of the identified genes 
was retrieved from KEGG Genome database (https://
www.genome.jp/genome/), as well as information on 
the orthology of genes, flanking the identified tubulins. 
Locus ID (in CsaXXgXXXXX format) was determined 

via EnsemblPlants database (http://plants.ensembl.org) 
search using genomic coordinates of particular gene 
as a query. Further, these loci IDs were used to verify 
presence/absence of tubulin genes on homologous 
chromosomes.

Genomic landscape/context of the identified tubulin 
genes was investigated using NCBI Genome Data Viewer 
(https://www.ncbi.nlm.nih.gov/genome/gdv/). In order 
to designate correctly the isotypes of α-, β-, γ-tubulins, 
encoded by a particular gene, we have investigated the 
similarity of genomic context of potentially ortholo-
gous tubulin genes in genomes of different species. This 
approach was used in the cases when sequence identity 
data was not enough to identify real orthologues of C. 
sativa highly similar tubulin genes in genomes of other 
diploid species. Two Arabidopsis species were used as 
referent diploid genomes: A. thaliana, which appears 
to be one of the basal Camelineae species [55]; and A. 
lyrata, since its genome possesses the closest genome 
structure to ACK [56]. Additionally, two reference 
genomes outside the Camelineae tribe, Alyssum linifo-
lium (Phytozome genome ID: 472, basal Brassicaceae 
species) and Descurainia sophioides (ID: 482, representa-
tive of Lineage I) were selected. Search for homologues 
of particular tubulin isotypes within genomes of these 
species, as well as investigation of the genomic landscape 
of tubulin loci was conducted using the Phytozome v13 
database (https://phytozome-next.jgi.doe.gov/) via the 
procedure, similar to the described above.

Gene and peptide structure analysis
Exon-intron structures of tubulin genes were derived 
using the Gene Structure Display Server (http://gsds.cbi.
pku.edu.cn) [57]. Presence of common conserved motif 
among the identified tubulin peptides was analyzed using 
MEME Suite 5.5.2 (https://meme-suite.org/meme/index.
html) tool [58]. Domain organization of the identified 
tubulin peptides was analyzed using InterPro (https://
www.ebi.ac.uk/interpro) tool [54]. Peptide sequences 
were searched against the database of functional domains 
(Pfam) [59] and database of structural domains (CATH-
Gene3D) [60]. Identified peptide motifs and domains 
were visualized using TBtools v2.045 software [61].

Genomic blocks reconstruction and synteny analysis
The identified tubulin genes were visualized on C. sativa 
chromosomes using MapChart 2.32 [62], basing on the 
genomic coordinates of 5`-end of respective genes. Chro-
mosomes were grouped according to subgenome, to 
which they belong. To do that recent data on C. sativa 
subgenome differentiation was used (Table 1). Letters A, 
B or C were assigned to tubulin gene names in order to 
show their affiliation to particular subgenome.

https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://www.ebi.ac.uk/interpro/
https://www.ebi.ac.uk/interpro/
https://www.genome.jp/genome/
https://www.genome.jp/genome/
http://plants.ensembl.org
https://www.ncbi.nlm.nih.gov/genome/gdv/
https://phytozome-next.jgi.doe.gov/
http://gsds.cbi.pku.edu.cn
http://gsds.cbi.pku.edu.cn
https://meme-suite.org/meme/index.html
https://meme-suite.org/meme/index.html
https://www.ebi.ac.uk/interpro
https://www.ebi.ac.uk/interpro
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Further, the location of ACK genomic blocks within 
camelina chromosomes was reconstructed in order to 
clarify nature of tubulin genes homology (orthology, 
paralogy, homeology, etc.) as well as the nature of their 
pseudogenes. To do that, we followed the available data 
on A. thaliana-C. sativa genomes synteny [51], which 
included the total list of syntelogous gene pairs and their 
affiliations to particular genomic blocks. Using this data-
set, we have retrieved coordinates for genomic block 
borders and merged them with tubulin location data. 
Allocation of the identified genes together with ACK 
blocks was visualized using MapChart 2.32. The recon-
struction of ACK blocks and tubulins genes allocation 
was performed for A. thaliana and A. lyrata species via 
similar procedure using previously published ACK loca-
tion data for these species [65–67].

Syntenic relations between homoelogous tubulin genes 
from different C. sativa subgenomes were analyzed in 
TBtools v2.045 software [61], using MCScanX algo-
rithm [68]. The results were further visualized as circos 
plot. Together with ACK blocks reconstruction data both 
analyses allowed segregating homeologous and paralo-
gous genes. To explore the synteny relationships of the 
orthologous tubulin genes of C. sativa with Arabidopsis 
species, the genome data and the gene annotation files of 
A. thaliana (TAIR annotation release 10) and A. lyrata 
were downloaded from NCBI database. The synteny ana-
lyzing dual plots graphs were constructed by using the 
Dual Synteny Plotter function in TBtools, while inter-
genome synteny was inferred using MCScanX algorithm 
also.

Accounting the identified gene homeologs relations 
and their orthologs with tubulin gene family members in 
A. thaliana and A. lyrata, Ka and Ks values were calcu-
lated using built in function in TBtools v2.045 software 
[61].

Phylogenetic analysis
The peptide sequences of the tubulin genes identified in 
this study and the previously reported sequences of α-, 
β- and γ-tubulins from other plant species (Tables S2, S4, 
S6) were used. Respective amino acid sequences of tubu-
lins were aligned using MUSCLE algorithm [69]. Initial 
isotype determination of tubulin proteins was performed 
on the basis of the Neighborhood Joining (NJ) tree con-
struction results, performed in MEGAX [70].

Additionally, the optimal substitution models for Maxi-
mum Likelihood (ML) tree inference were identified 
using ModelFinder [71]. For the sets of α- and β-tubulins 
JTT + F + I + G6 was determined as the optimal, and for 
γ-tubulins – JTT + I + G4 as the best model. Phyloge-
netic analysis (ML) was performed using web version of 
IQ-TREE tool (http://iqtree.cibiv.univie.ac.at) [72, 73] 
with the bootstrap support of 1000 iterations, involv-
ing the usage of UFBoot for ultrafast bootstrapping [74]. 
The resulting trees were visualized using the web-version 
of iTOL v6 tool (https://itol.embl.de) [75]. Trees were 
rooted to the respective node of Chlamydomonas rein-
hardtii protein, which was used as the outgroup. Classes 
of α- and β-tubulins were identified on the basis of the 
performed phylogenetic analysis results, which were 
compared with previously published ones [29].

Expression analysis
The transcriptomics data of C. sativa (cv. DH55) were 
obtained from the publicly available database [76]. The 
expression levels of the identified tubulin genes in twelve 
different tissues (at different developmental stages) were 
taken for the analysis. Tubulins expression was analyzed 
in following tissues: germinating seed (GS), cotyledon 
(C), young leaf (YL), senescing leaf (SL), stem (S), root 
(R), flower bud (B), flower (F) and seeds/fruits at various 
developmental stages – early (ESD), early-mid (EMSD), 
late-mid (LMSD) and late (LSD). Expression heatmap 
was constructed using Heatmapper tool (http://heat-
mapper.ca) [77]. Clustering method was Average Linkage 
with Euclidean distances. Additionally, downregulation 
of tubulin genes under salt stress conditions was analyzed 
based on the specific C. sativa transcriptome database, 
constructed using the same referent cultivar DH55 [78].

Results
Identification and characterization of α-tubulins
Initially, 17 genes of different α-tubulin isotypes were 
identified, while 15 encoded fully functional proteins. 
One gene, CsTUA1-Un, encoded 444 a.a. protein, which 
is 6–7 a.a. shorter than the regular α-tubulin, while 
CsTUA5p-A appeared to be a pseudogene of TUA5 
(Table  2). Commonly, CsTUA genes encode putative 
protein of 450 a.a. However, three homeologs CsTUA4-
A, CsTUA4-B, and CsTUA4-C encoded 451 a.a. peptide, 
because of 442-443insE. Interestingly, either A. thali-
ana or A. lyrata orthologs of these TUA4 genes do not 

Table 1  Subgenomes of C. sativa and their possible progenitors [37, 63, 64]
Subgenome 1
(N, or N6 genome)
A genome

Subgenome 2
(N, or N7 genome)
B genome

Subgenome 3
(H, or H7 genome)
C genome

C. neglecta (n = 6) C. neglecta’s ancestor (n = 7) C. hispida (n = 7)
Csa04, Csa07, Csa08, Csa11, Csa14, Csa19 Csa01, Csa03, Csa06, Csa10, Csa13, Csa16, Csa18 Csa02, Csa05, Csa09, Csa12, Csa15, Csa17, Csa20

http://iqtree.cibiv.univie.ac.at
https://itol.embl.de
http://heatmapper.ca
http://heatmapper.ca
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encode 451 a.a. peptide and, thus, do not have gluta-
mate residue at this position. CsTUA1-Un, which is the 
only tubulin gene unassigned to chromosome, encodes 
slightly shortened peptide, due to deletion of SVFEPS 
region, located at 294–299 position. The pseudogene 
CsTUA5p-A is comprised of fragments of two 5`-termi-
nal exons of regular CsTUA5-B/C and encodes 183 a.a.-
long C-terminal fragment of regular TUA5 protein.

Initially, we performed attempts to differentiate 
α-tubulin genes, based on the alignment of their CDS or 
brief phylogenetic analysis (at the scale of C. sativa, A. 
thaliana and A. lyrata) of their encoded protein prod-
uct. However, such approaches allowed distinguishing 
these genes only at the level of α-tubulin Classes I and 
II (Fig. S1). Using such approach only CsTUA1 pro-
teins of all three species were successfully distinguished 
as the members of separate isotype inside the Class II 
(Fig. S1). Additional recovery of conserved motifs and 
domains distributed within the identified α-tubulin pep-
tides appeared to be non-informative for isotype dif-
ferentiation (Fig. S2). Almost all α-tubulins possessed 
the presence of same 11 conserved motifs, except for 
CsTUA1-Un, which had three distinct motifs, associ-
ated with the mentioned SVFEPS region deletion (Fig. 
S2a). Respectively, all α-tubulin peptides tend to have 
two functional domains (GTPase and Tubulin C-terminal 
domains), if Pfam database is used as a reference (Fig. 
S2b); or 3 domains (GTPase, Tubulin C-terminal and 
C-terminal tail domains), if Gene3D database is used as a 
reference (Fig. S2c). Therefore, further isotype differenti-
ation of TUA2, TUA4 and TUA6 genes, as well as TUA3 
and TUA5 genes was made basing on their loci differ-
ences (described in details in Supplementary Note 1 and 

Table S1). Due to the extremely high level of sequence 
conservancy of α-tubulins investigated here, isotypes 
were referred as orthologous lineages of the genes (e.g. 
TUA3 and TUA5 genes could be successfully differenti-
ated in C. sativa, despite they encode extremely similar 
peptides (99.56–100%). Later, the described results of 
loci differentiation were confirmed by the results of syn-
teny analysis, mentioned below.

The exon-intron structures of the identified C. sativa 
TUA genes were analyzed (Fig. S3). TUA genes have 
conserved, but more diverse exon-intron structures than 
other tubulin genes. Number of exons of TUA genes is 
different within different TUA Classes. For example, 
CsTUA2-A/B/C, CsTUA4-A/B/C and CsTUA6-A/B/C 
genes all have four exons, what is typical for representa-
tives of TUA Class I [29]. On the other hand, all represen-
tatives of TUA Class II (CsTUA1-A/Un, CsTUA3-A/B/C 
and CsTUA5-B/C) have five exons. No exceptions from 
the general rule of TUA exon-intron structure were 
observed. However, intron length varied even within 
homeologous genes of a particular isotype. The most 
significant difference was observed in length of sec-
ond introns of CsTUA1-A and CsTUA1-Un. In the case 
of CsTUA1-A length of the second intron was 315  bp, 
whereas for CsTUA1-Un it was 3912 bp.

Three α-tubulin genes CsTUA6-B, CsTUA6-C and 
CsTUA1-Un possess alternative splice variants. CsTUA6-
B and CsTUA6-C have alterations in the transcription of 
fourth exon. For both genes it can be transcribed par-
tially, while the missing part of CDS will be compensated 
by part of UTR, which will be expressed as a part of the 
fifth exon in such case. The five-exon variant of CsTUA6-
B is characterized by the biggest spliced intron (fourth 

Table 2  The identified α-tubulin genes in the genome of C. sativa
Proposed gene name NCBI gene ID Gene length 

(bp)
Exons Peptide length 

(aa)
A. thaliana / A. 
lyrata isotype

TUA class Chr, sub-
genome

CsTUA2-A 104,742,538 2266 4 450 TUA2/4/6 I 14, G1
CsTUA2-B 104,777,925 2266 4 450 TUA2/4/6 I 3, G2
CsTUA2-C 104,758,270 2138 4 450 TUA2/4/6 I 17, G3
CsTUA4-A 104,765,838 2219 4 451 TUA2/4/6 I 19, G1
CsTUA4-B 104,784,567 2193 4 451 TUA2/4/6 I 1, G2
CsTUA4-C 104,746,364 2246 4 451 TUA2/4/6 I 15, G3
CsTUA6-A 104,703,779 2267 4 450 TUA2/4/6 I 7, G1
CsTUA6-B 104,752,837 8668 4 450 TUA2/4/6 I 16, G2
CsTUA6-C 104,714,511 2598 4 450 TUA2/4/6 I 9, G3
CsTUA1-A 104,700,952 2319 5 450 TUA1 II 7, G1
CsTUA1-Un 104,773,561 5961 5 444 TUA1 II Scaff00574
CsTUA3-A 104,706,313 2150 5 450 TUA3 II 8, G1
CsTUA3-B 104,736,043 2041 5 450 TUA3 II 13, G2
CsTUA3-C 104,770,349 2079 5 450 TUA3 II 20, G3
CsTUA5p-A* 104,706,312 840 2 -- TUA5* II 8, G1
CsTUA5-B 104,736,047 2114 5 450 TUA5 II 13, G2
CsTUA5-C 104,770,351 2052 5 450 TUA5 II 20, G3
*- pseudogene
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intron that arise only for five-exon variant), which is 
6427  bp long. CsTUA1-Un does not possess any altera-
tion in exon-intron structure. However, its second intron 
(which is the longest one among canonical TUA gene 
variant of C. sativa) encodes transposase-derived puta-
tive nuclease HARBI1 (104,773,559) might be still ame-
nable for expression of full-length, possibly functional, 
peptide.

A total of 68 α-tubulin protein sequences (Table S2), 
including 16 translated peptides of C. sativa genes, 
were aligned, and further used for phylogenetic analy-
sis (Fig.  1). All analyzed sequences were placed into 

two major clades, corresponding to Class I and II of 
α-tubulins. The clade of Class II TUA is characterized 
by greater branch length, which may indicate the higher 
sequence diversity within Class II. Sequences of all rep-
resentatives of the Camelineae tribe grouped in separate 
monophyletic clades with very low diversity level inside 
those groups (Fig. 1).

No strict separation between the dicot and monocot 
α-tubulins was observed inside the Class I. Monocot 
α-tubulins HvTUA2, ZmTUA3, SvTUA1 shared the same 
clade with potato α-tubulin, StTUA1. However, several 
dicot α-tubulins were placed as basal branches (PdTUA1, 

Fig. 1  Phylogenetic analysis of plant α-tubulins. Maximum likelihood analysis was performed involving 68 proteins sequences from 17 species, the gene 
list is provided in Table S2. This phylogenetic tree was constructed with the bootstrap support of 1000 iterations, low bootstrap values are excluded from 
tree representations
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EgTUA1, etc.) in this major clade of the dicot-mono-
cot Class I α-tubulins (Fig.  1). Brassicaceae α-tubulins 
(including the identified from C. sativa genome) were 
placed in their own clade inside the Class I. The proteins 
of other dicots were placed in various subclades inside 
the Class I without any specific hierarchy.

Inside the Class II monocot α-tubulins formed separate 
branches, often placed as the sister clades to the groups of 
dicot proteins (Fig. 1). The identified C. sativa α-tubulins 
were placed into different groups. CsTUA-1-A/Un were 
grouped together with their ortholog, AtTUA1, in a spe-
cific clade that included EgTUA3-2, PtTUA6, LuTUA5 
and LuTUA6. The proteins of TUA3 and TUA5 isotypes 
were grouped in a separate clade, which appears to be a 
sister clade to almost all dicot and monocot α-tubulins 
of Class II. The exceptions were three linseed proteins, 
namely LuTUA1, LuTUA3, LuTUA4, which were basal to 
all representatives of Class II (Fig. 1).

Identification and characterization of β-tubulins
The β-tubulin subfamily is being larger and more diverse 
than α-tubulin subfamily. A total of 26 functional 
β-tubulin genes and 8 pseudogenes were identified in the 
genome of C. sativa (Table 3 and S5). TUB genes varied 
in size from 1827 to 3828 bp, mostly due to the variability 

of the intron size. Lengths of the encoded TUB peptides 
appeared to be more variable than TUA ones – ranged 
from 444 to 451 aa, what was conditioned by C-end ‘tail’ 
variation in the majority of cases. TUB proteins, belong-
ing to a particular isotype, possessed similar size or 
varied by 1–2 aa only. The initial identification of TUB 
isotypes was conducted based on their CDS alignment 
and a brief phylogenetic analysis (using sequences of C. 
sativa, A. thaliana and A. lyrata) of the encoded pep-
tides, similarly to TUA (Fig. S4). This analysis allowed to 
distinguish the most β-tubulin isotypes with exception 
of almost identical TUB2 and TUB3. All other β-tubulin 
Classes were placed in separate clades as monophyletic 
groups, while Class IV was the polyphyletic group, con-
sisting of two separate clusters of TUB1 and TUB5.

While isotype of the majority of β-tubulin peptides 
could be established by the sequence similarity, the 
members of TUB2 and TUB3 appear to be highly simi-
lar. Additional analysis of conserved motifs and domains 
of the identified β-tubulins was also non-informative for 
isotype differentiation (Fig. S5). Each β-tubulin has up 
to 12 conserved motifs (Fig. S5a), while the only variable 
part is C-terminal tail, which is believed to be a hyper-
variable domain, which is not suitable for reliable isotype 
differentiation [10, 19]. The distribution of functional and 

Table 3  The identified β-tubulin genes that encode full-length proteins
Proposed gene name NCBI gene ID Gene length (bp) Putative protein length (aa) A. thaliana

/ A. lyrata isotype
TUB class Chr, sub-genome

CsTUB6-A 104,705,499 2440 449 TUB6 I 8, G1
CsTUB6-B 104,735,240 2488 449 TUB6 I 13, G2
CsTUB6-C 104,769,465 2401 449 TUB6 I 20, G3
CsTUB2-A 104,780,498 2355 449 TUB2/3 II 4, G1
CsTUB2-B 104,790,913 2341 450 TUB2/3 II 6, G2
CsTUB2-C 104,711,158 1989 450 TUB2/3 II 9, G3
CsTUB3-A 104,726,871 2365 450 TUB2/3 II 11, G1
CsTUB3-B 104,762,402 2080 451 TUB2/3 II 18, G2
CsTUB3-C 104,740,363 2279 451 TUB2/3 II 2, G3
CsTUB7-A 104,700,544 2319 449 TUB7 II 7, G1
CsTUB7-B 104,749,926 2242 448 TUB7 II 16, G2
CsTUB7-C 104,786,727 3249 449 TUB7 II 5, G3
CsTUB8-A 104,706,681 1901 449 TUB8 II 8, G1
CsTUB8-B 104,736,398 1827 449 TUB8 II 13, G2
CsTUB4-C 104,771,594 3032 444 TUB4 III 20, G3
CsTUB9-A 104,722,972 1878 444 TUB9 III 11, G1
CsTUB9-B 104,718,249 1926 444 TUB9 III 10, G2
CsTUB9-C 104,731,465 1892 444 TUB9 III 12, G3
CsTUB1-A 104,702,324 2521 448 TUB1 IV 7, G1
CsTUB1-B 104,751,460 2502 448 TUB1 IV 16, G2
CsTUB5-A 104,740,697 2660 449 TUB5 IV 14, G1
CsTUB5-B 104,776,116 3217 449 TUB5 IV 3, G2
CsTUB5-C 104,756,348 3828 450 TUB5 IV 17, G3
CsTUB-A 104,781,875 2245 446 TUB III-like 4, G1
CsTUB-B 104,792,233 2427 446 TUB III-like 6, G2
CsTUB-C 104,786,080 2352 446 TUB III-like 5, G3
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structural domains was also highly conserved and cor-
responded to three typical domains: GTPase, Tubulin 
C-terminal and C-terminal tail domains (Fig. S5b and 
Fig. S5c). Therefore, the isotypes (orthologous lineages) 
of TUB2 and TUB3 were investigated based on their loci 
differences (described in detail in Supplementary Note 2 
and Table S3).

Interestingly, an additional β-tubulin isotype was iden-
tified in the genome of C. sativa, which was not previ-
ously found in A. thaliana, but present in A. lyrata. This 
isotype does not have assignment to particular number, 
therefore its orthologous genes/proteins in other spe-
cies are named as TUB (tub-chain-like, without number) 
during the genome annotation. The gene of this isotype 
is found in A. lyrata (AlTUB, Table S3), while its three 
orthologs are present in all three C. sativa subgenomes 
(CsTUB-A/B/C). Besides high sequence identity, these 
genes also share a similar genomic context in A. lyrata 
and C. sativa species (Supplementary Note 2).

The exon-intron structure of the identified β-tubulin 
genes of C. sativa was further analyzed (Fig. S6). CsTUB 
genes possess even more conserved exon-intron struc-
ture than α-tubulin genes. Typical three-exon structure 
was observed for all TUB genes, regardless of their class 
of isotype identity. Such high conservancy of the struc-
ture of β-tubulin genes is generally observed within 
almost all flowering plant species, with only few excep-
tions: ZmTUB1 in maize and OsTUB2 in rice [3, 79]. In 
addition, a large variation of intron length was observed 
among the genes of different isotypes. However, the 
introns of homeologous genes commonly possessed simi-
lar, but not identical length. The most remarkable excep-
tions were CsTUB3-B, CsTUB5-B, CsTUB5-C, which had 
significantly enlarged or shortened second intron, and 
CsTUB7-C, which significantly enlarged first intron, if 
compared to their homeologs.

It is also worth noting the majority of β-tubulin pseu-
dogenes arose in result of partial or complete of loss of 
different exons (Supplementary Note 3). The vast major-
ity of the pseudogenes are believed to be disrupted 
homeologs, which were degraded after allopolyploidiza-
tion of C. sativa. Only CsTUB9p-A and CsTUB9p-B seem 
to be partial duplicates of the functional CsTUB9-A and 
CsTUB9-B (Table S5).

As the next stage of TUB analysis, a total of 138 
β-tubulin protein sequences (Table S4), including 26 
translated peptides of C. sativa genes, were aligned, and 
further used for phylogenetic analysis (Fig. 2). Analyzed 
β-tubulins sequences were placed into four major clades, 
corresponding to TUB Classes I, II, III, and IV. Unlike in 
the case of α-tubulins (Fig. 1), the β-tubulins of monocots 
were often placed into separate distinct clades (Fig.  2). 
The exception was the Class I, in which ZmTUB2 was 
grouped along with the dicot proteins.

An additional subclade was also defined as the group 
of specialized Class I β-tubulins, called Class I-like. 
Ambiguous TUB (TUB10) isotype members, absent in 
the genome of A. thaliana, but present in C. sativa and 
A. lyrata, were placed as the basal branch for all Class III 
members (Fig.  2). Our draft phylogeny reconstructions, 
including those provided in Figure S4 with other sets of 
tubulin genes have shown that the TUB10 group may be 
placed as a sister clade to the β-tubulins of Class III, or 
could be grouped together with other Classes (e.g. Class 
IV). Considering this ambiguity, we listed CsTUB-A/B/C 
homeologs in the Table  3 as the members of sub-Class 
III-like.

All major β-tubulin classes included at least one set 
of homologous proteins from C. sativa. TUB proteins 
of C. sativa were placed in clades, appropriate for their 
Classes, in the majority of cases in the same or sister 
branch with A. thaliana or A. lyrata orthologs. How-
ever, no β-tubulins of C. sativa were placed in Class 
I-like clade (Fig.  2). The Class I itself contains only the 
representatives of TUB6 isotype, in particular CsTUB6-
A, CsTUB6-B, CsTUB6-C. At the same time, Class II 
appears to be a more diverse group, including the rep-
resentatives of TUB2, TUB3, TUB7 and TUB8 isotypes. 
Moreover, the members of these isotypes formed sepa-
rate subclades, except the triplets of CsTUB2-A/B/C and 
CsTUB3-A/B/C, which shared the same minor clade. 
Such grouping of TUB2 and TUB3 isotypes representa-
tives could suggest relatively recent duplication origin 
of these β-tubulin groups, especially considering their 
extremely high sequence similarity (Fig. 2).

Class III of β-tubulins include CsTUB4-A/B/C and 
CsTUB9-A/B/C proteins, which share a common clade 
(Fig.  2). This may suggest ancient ohnologous nature of 
TUB4 and TUB9. The triplet of CsTUB10-A/B/C pro-
teins was placed separately from the members of TUB4 
and TUB9 isotypes, indicating their earlier speciation. 
The β-tubulins (CsTUB1-A/B/C and CsTUB5-A/B/C) of 
the Class IV were placed into distinct clades apart from 
each other (Fig. 2).

Identification and characterization of γ-tubulins
The γ-tubulin subfamily appeared to be smaller than 
α- and β-tubulin. Six functional γ-tubulin genes and no 
pseudogenes were identified in the genome of C. sativa 
(Table  4). The TUG isotypes was identified based on 
the brief phylogenetic analysis using sequences of C. 
sativa, A. thaliana and A. lyrata (Figure S7). It allowed 
distinguishing the genes encoding TUG1 and TUG2 iso-
types. Sequence diversity among γ-tubulins appears to 
be significantly lower, compared to proteins of α- and 
β-subfamilies. Both TUG1 and TUG2 proteins possessed 
the same length of 474 amino acid residues.
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The exon-intron structures of the identified γ-tubulin 
genes of C. sativa were analyzed as well (Fig. S8). All 
six genes showed highly conserved exon-intron struc-
ture, consisting of 10 exons, despite their distinct isotype 

identity. The lengths of first and second introns varied 
significantly even within homeologous genes. A signifi-
cant intron length variation was observed within intron3 
of TUG2 (135–152  bp) and inton7 of TUG2 genes 

Table 4  The identified -tubulin genes that encode full-length proteins
Proposed gene name NCBI gene ID Gene length 

(bp)
Exons Putative protein 

length (aa)
A. thaliana / A. lyrata 
isotype

Chr, 
sub-ge-
nome

CsTUG1-A 104,699,727 3344 10 474 TUG1 7, G1
CsTUG1-B 104,749,225 3194 10 474 TUG1 16, G2
CsTUG1-C 104,788,465 3135 10 474 TUG1 5, G3
CsTUG2-A 104,708,550 2813 10 474 TUG2 8, G1
CsTUG2-B 104,734,567 2835 10 474 TUG2 13, G2
CsTUG2-C 104,768,758 2737 10 474 TUG2 20, G3

Fig. 2  Phylogenetic relations of plant β-tubulins. Maximum likelihood analysis was performed involving 138 proteins sequences from 16 species, the 
gene list is provided in Table S4. The tree was constructed with the bootstrap support of 1000 iterations, low bootstrap values are excluded from tree 
representations
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(107  bp in C subgenome v. 149  bp in A and B). Other 
introns of TUG1 and TUG2 genes varied only by few 
nucleotides in length (1–4 bp) or not varied at all.

The conserved motifs and domains of the identified 
γ-tubulins are shown in Fig. S9. Each of the identified 
γ-tubulin was found to contain 13 conserved motifs (Fig. 
S9a), as well as three typical domains: GTPase, Tubulin 
C-terminal and C-terminal tail domains (Fig. S9b and Fig. 
S9c). However, TUG1 and TUG2 isotypes can be effec-
tively differentiated by their amino acid sequences. The 
distinction between these two isotypes was conditioned 
by only three amino acid substitutions of with different 
physic-chemical properties at the positions: 94 (TUG1 – 
A, TUG2 – S), 211 (G – N) and 455 (E – G), which was 
observed in A. thaliana, A. lyrata and C. sativa. Thus, 
93 V in TUG1 appeared to be 93 L in TUG2 in the men-
tioned species, as well as at 392 K in TUG1 was substi-
tuted by R in TUG2. The position 81 of TUG1 and TUG2 

was far less conserved among Camelineae and differed 
within the species. Only few positions of CsTUG1-A/B/C 
and CsTUG2-A/B/C contained specific amino acid resi-
dues distinct from those in the proteins of A. thaliana 
and A. lyrata (303, 432, and 464).

A total of 72 γ-tubulin protein sequences from 41 flow-
ering plant species were used for phylogenetic analysis 
(Fig.  3), and the γ-tubulin sequence from C. reinhardtii 
was used as the outgroup (Table S6). Despite the genome 
of C. sativa has 6 different γ-tubulin proteins, the major-
ity of flowering plant genomes typically contain 1 to 3 
distinct γ-tubulin genes. Existence of two distinct iso-
types (TUG1 and TUG2) in the genome of A. thaliana 
represents rather an exception, than the general rule for 
flowering plants, dicots, or even Brassicaceae family.

Results of γ-tubulin phylogeny reconstruction indi-
cated that the orthologous groups TUG1 and TUG2 iso-
types are limited only a particular group Brassicaceae, 

Fig. 3  Phylogenetic analysis of plant γ-tubulins. Maximum likelihood analysis was performed involving 73 proteins sequences from 42 species, the 
gene list is provided in Table S6. The tree was constructed with the bootstrap support of 1000 iterations, low bootstrap values are excluded from tree 
representations
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most likely within Camelineae tribe or other closely 
related species (Fig. 3). Clear separation into two distinct 
clades representing TUG1 and TUG2 isotype groups was 
observed only for γ-tubulins of C. sativa, A. thaliana, 
A. lyrata, Capsella grandiflora, C. rubella species. Most 
likely, these genes could result from an ancient WGD 
event and were later preserved in the genomes of the 
mentioned species. During our brief search for annotated 
γ-tubulins, only one TUG gene, ArhTUG, was identified 
for A. halleri. The ArhTUG peptide was placed together 
with TUG2 proteins of Camelineae (Fig.  3). Neverthe-
less, this question would require a separate comparative 
genomics analysis of A. halleri with its relatives.

No orthologous relationship was identified between 
TUG1, TUG2 proteins of Rorripa islandica and D. 
sophoides and the members of Camelineae TUG1 and 
TUG2 isotypes. Despite both R. islandica and D. sophoi-
des species are members of Brassicaceae Lineage I, their 
TUG proteins were grouped separately from Camelin-
eae TUG1 and TUG2 isotypes (Fig. 3). This can indicate 
that duplication of γ-tubulin genes in R. islandica and 
D. sophoides was driven by a potentially separate dupli-
cation event. The history of γ-tubulin genes multiplica-
tion in Brassicaceae (including representatives of other 
Lineages) is not completely clear and, again, might be 
investigated separately. However, it can be concluded 
that TUG1 and TUG2 isotype groups, identified for A. 
thaliana and other Camelineae, are not transient for 
other species, even within Brassicaceae family. No com-
mon isotype/class-specific grouping of γ-tubulins was 
observed for other plant families (Fig. 3), as it was in the 
cases of α- and β- tubulins (Figs.  1 and 2). In all other 
cases, TUG proteins were predominantly grouped in 
accordance with the taxonomy of the species, with some 
exceptions.

Allocation of tubulin genes on ACK genomic blocks within 
chromosomes of C. sativa and synteny analysis
The allocation of ACK genomic blocks on C. sativa chro-
mosomes was reconstructed based on the available data 
on C. sativa-A. thalina syntenic loci pairs, assigned to a 
particular ACK block. This allowed identifying to which 
ACK genomic block a particular tubulin gene corre-
sponds in the genome of C. sativa (Fig.  4). The recon-
structed chromosome map with ACK genomic blocks 
has higher resolution and shows presence of several 
minor genomic block fragments.

The assignment of tubulin genes to ACK blocks 
allowed to confirm homolog of the majority of the gene 
duplicates, since they were usually contained in homolo-
gous chromosomal regions in distinct subgenomes. The 
triplets of tubulin homeologs, present in C. sativa, are 
listed in Table S7, as well as their orthologs from A. thali-
ana and A. lyrata genomes, which were identified via 

additional reconstruction of tubulin genes allocation in 
ACK blocks in Arabidopsis sp. genomes (Fig. S10).

Inferring the orthologs of tubulin genes on the macro 
syntenic scale confirmed the described above findings, 
which were based on genomic landscape differences 
among the genes encoding distinct tubulin isotypes. For 
example, the ortholog of CsTUA2-A/B/C, AtTUA2 and 
AlTUA2 was additionally confirmed, since all these genes 
were located in the homologous block C regions in dif-
ferent genomes. Similarly, orthologous CsTUA4-A/B/C 
and AlTUA4p are contained in block F of C. sativa and 
A. lyrata genomes. At the same time, such gene is absent 
in the F block of A. thaliana. The gene currently named 
AtTUA4 is located in the block A, which may indicate its 
paralogous nature (possible duplicate of a TUA Class I 
gene). It was also confirmed that all genes of TUA6 iso-
type are contained in different genomic blocks of three 
mentioned species. Clarification of homology status of 
AtTUA4 and TUA6 genes will require additional investi-
gation, involving other Arabidopsis species.

The performed reconstruction of tubulin genes posi-
tioning within genomic blocks also clarified the nature of 
tubulin pseudogenes. For instance, while the majority of 
CsTUB4 (pseudo)genes are contained in V blocks in dif-
ferent subgenomes, CsTUB4p-C is located in T block of 
the third subgenome, which suggests its paralogous sta-
tus (Fig. 4). Another β-tubulin pseudogene from the third 
subgenome, CsTUB1p-C, seems to be lost in its original 
locus at the block E and “migrated” to the block C. Most 
likely, this pseudogene arose as the result of single gene 
duplication or partial translocation, therefore can be clas-
sified as the paralog for other CsTUB1 representatives.

Despite the described peculiarities of orthologous 
relations between tubulin genes of Camelina and Arabi-
dopsis, the whole-genome microsynteny analysis (Fig. 5) 
showed non-differentiated detection of syntelogs, which 
usually include both paralogs and orthologs. In some 
cases, members of one tubulin Class were defined as 
the syntelogs. For instance, the genes AtTUB1/AlTUB1 
and CsTUB5-B formed syntenic pairs. This serves as the 
additional evidence for the hypothesis that tubulin gene 
diversity within Classes originated in result of ancient 
duplication event. However, more often only genes, 
encoding a particular isotype, formed syntenic pairs. 
For instance, CsTUB2-A/B/C formed syntenic pairs, 
only with AlTUB2, but not with AtTUB2 and AtTUB3 
(AtTUB3-1, AtTUB3-2) (Fig. 5), which is consistent with 
our previous conclusion made via the analysis of genomic 
context of these genes (Supplementary Note 2). Similarly, 
no α-tubulin genes of C. sativa formed any syntenic pair 
with AtTUA4 and AtTUA6, both of which are contained 
in loci with distinct genomic context (Supplementary 
Note 1).
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Fig. 4  Ancestral crucifer karyotype (ACK) genomic blocks, mapped on C. sativa chromosomes with allocated tubulin genes. AK1-8 colors are referring 
to ancestral chromosomes, to which A-X blocks correspond. Centromeric regions are colored in black, while white indicates the regions that were not 
assigned to specific ACK block
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Further, interchromosomal synteny of C. sativa tubu-
lins was inferred (Fig.  6). In total, 5 α-tubulin home-
ologous triplets, 9 triplets of β-tubulin homeologs and 
2 triplets of γ-tubulin genes were detected. In addition, 
three homeologous pairs were confirmed, accounting 
CsTUA1-A and CsTUA1-Un pair, homeoparalogous pair 
of CsTUB9p-A and CsTUB9p-C pseudogenes and a pair 
of CsTUB1-A and CsTUB1-B genes. Infragenomic syn-
teny was rather precise and, in the vast majority of the 
cases, the identified syntelogs were homeologous genes.

The performed analysis also allowed clarifying the 
nature of some pseudogenes. For instance, CsTUB4p-
C, located in atypical genomic block for TUB4 genes, 
formed syntenic pairs with the functional gene from the 
third subgenome, CsTUB4-C, and with the pseudogene 
from the second subgenome, CsTUB4p-B. Moreover, 
according to the results of genomic blocks reconstruction 
and synteny analysis CsTUB3p-C was found to be a tan-
dem duplicate of CsTUB3-C, located on Chr02. The block 
X of Chr02 does not significantly differ in size, com-
pared to homologous blocks in other subgenomes (3.6–
3.7 Mbp), which excludes the possibility of a large scale 
duplication of this genomic region. Additionally, both 
CsTUB3-C and CsTUB3p-C are located closely (0.488 
Mbp) to suppose that the later pseudogene arose as a 
result of tandem duplication at this chromosomal region.

Based on the inferred type of homology relations of 
the identified C. sativa tubulins among them and with 
the members of tubulin gene family in A. thaliana and 
A. lyrata (Table S7), we established the values of Ka and 
Ks coefficients (Fig. S11 and S12). Commonly, the rates of 
non-synonymous substitutions were very low (Ka < 0.04), 
close to zero among all tubulin subfamilies in C. sativa. At 
the same time, the present functional genes accumulated 

enough synonymous substitutions in the coding regions 
(Ks < 0.2) (Fig. S11). No significantly different Class- or 
isotype-specific sequence conservancy was detected 
for all tubulin subfamiliy, except the α-tubulins, which 
showed the Ks values for Class II homeologs (Fig. S11a). 
The pair of CsTUA1-A/Un genes showed the highest 
sequence divergence rate among all functional tubulin 
genes (Ka/Ks = 0.538). It is likely that the currently pres-
ent functional tubulin genes in C. sativa are to be pre-
served (Fig. S11d). Interspecific comparison of tubulin 
gene orthologs showed the same pattern, where all tubu-
lin genes tend to accumulate more synonymous substitu-
tions (Ks < 0.5), rather than non-synonymous (Ka < 0.04) 
(Fig. S12). It is also noteworthy that γ-tubulin genes were 
the most conserved tubulin genes in the both compari-
sons (Fig. S11c, S11d and S12), while α- and β- tubulins 
show diverse rate of synonymous substitutions (Fig. S11a, 
S11b and S12).

Expression profiling of tubulin genes based on 
transcriptomic data
We have investigated the expression of the identified 
tubulin genes in various tissues (Fig. 7). The majority of 
tubulin genes were characterized by the highest expres-
sion levels in stem and roots of mature plants, while 
the lowest transcript level was observed in senescing 
leaves and in maturing seeds during EMSD and LMSD. 
On contrary, during LSD the expression of numerous 
tubulin genes was upregulated, including CsTUG2-C, 
which demonstrated the most significant upregulation 
among all γ-tubulin genes at this developmental stage. 
Genes of CsTUG2-A/B, contrarily, were upregulated dur-
ing ESD stage. The second highest transcript levels of 
tubulin genes were detected in flower buds and flowers. 

Fig. 5  Synteny analysis of tubulin genes between C. sativa and two Arabidopsis species: (a) with A. thaliana; (b) with A. lyrata. The collinear blocks be-
tween C. sativa and Arabidopsis species are showed with gray lines, while syntenic pairs of tubulin genes were highlighted with red. The chromosome 
number is indicated above each respective chromosome
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CsTUA1-A gene was expressed at the flowering stage at 
least two-fold higher level than in any other plant organ/
growth stage. At the same time, this tubulin gene was 
almost not transcribed in roots, stems, and germinat-
ing seeds, in which tubulin gene transcripts are quite 
abundant.

Triplets of CsTUA2-A/B/C, CsTUA4-A/B/C, and 
CsTUB10-A/B/C homeologs showed almost similar pat-
terns of expression in all analyzed tissue types at vari-
ous stages. The duplets of CsTUB1-A/B, CsTUB3-A/B, 

CsTUB9-B/C, CsTUG1-A/B, CsTUG2-A/B genes also 
followed the mentioned expression pattern of other tubu-
lins. Paralogous CsTUA3 and CsTUA5 genes not always 
shared the expression patterns. However, homeo-paral-
ogous CsTUA3-A and CsTUA5-C genes also were clus-
tered together on heatmap (Fig. 7a). Despite that, highest 
absolute rates of β-tubulin transcript level were found 
in stem and root tissues and were held by the triplets 
of CsTUB6 and CsTUB10 homeologs, and by singleton 
CsTUB4-C. Among α-tubulins the absolute maximum of 

Fig. 6  Synteny analysis of interchromosomal relationships of tubulin genes from different subgenome of C. sativa. All gene pairs were colored with gray, 
while α-tubulin genes with blue, β-tubulin – red, γ-tubulin – yellow. Chromosomes, belonging to different subgenomes were distinctly stained with, ac-
cording to the three-color code, showed on the figure
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transcript levels was detected for CsTUA4 and CsTUA6 
homeologs, also in stem and roots. It is also important to 
note that the mentioned α-tubulin genes were constantly 
expressed at the high levels in different tissues and likely 
are not specifically upregulated in stem or root.

The majority of tubulin pseudogenes are still 
expressed in C. sativa, except the CsTUB9p-B. All other 
pseudogenes produce detectable transcripts, while 

CsTUB4p-A/B pseudogenes were expressed on the com-
parable level with their functional homeolog, what may 
indicate that their pseudogenization had occurred rela-
tively recently.

Since C. sativa has allohexaploid genome structure, we 
have investigated the contribution of each of three sub-
genomes into the total transcript level of tubulin genes 
(Fig. 7b). It was identified that the expression of tubulin 

Fig. 7  Expression of all identified C. sativa tubulin genes. (a) Heatmap, representing expression patterns of the identified functional tubulin genes in dif-
ferent tissues and on different developmental stages; (b) Diagram of contribution of each C. sativa subgenomes into the total expression of tubulin genes 
encoding functional proteins (CsTUA1 homeologs were not included in this analysis, due to unclarified origin of CsTUA1-Un); (c) The most significant 
changes in tubulin genes expression under salt stress
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homeologs is being unequal for different subgenomes. 
For the tubulin genes family, only slight domination of 
third subgenome was observed at flowering stage (35.4%) 
and during late seed development (34.8%). Despite that, 
in root and stem tissues the level of Cs-G3 tubulin tran-
script was significantly lower (29.9%) than that in other 
two subgenomes. During seed germination, as well as 
in cotyledons, young leaf and even in senescing leaf 
transcripts of second subgenome were the most abun-
dant (36.4–41.5%). Transcripts of Cs-G1 tubulins were 
predominant from early to late-mid seed development 
(36.4–39.1%) with the increasing manner of first subge-
nome role with time.

As an example of tubulins expression changes under 
abiotic stress conditions, we have investigated the 
changes in TUB/TUA transcript levels under salt stress 
(Fig.  7c). It was found that CsTUB1-A/B and CsTUB7-
A/B/C genes were synchronously downregulated (by 
1.5- to 3-fold) both in roots and in shoots. Moreover, the 
mentioned genes were the most downregulated tubulins 
under the salt stress. In addition, some of the mentioned 
genes appeared to be differentially regulated in roots and 
shoots of young C. sativa plants. For instance, CsTUB1-
A was significantly more downregulated in roots, while 
its homeolog, CsTUB1-B, showed more significantly 
decrease of the expression in shoots. This may serve as 
a very good example of tubulin homeolog subfunction-
alization via the divergence of expression patterns. As 
for α-tubulins, a complete triplet of CsTUA2 genes was 
downregulated in shoots and roots, while also CsTUA3-A 
and CsTUA5-C were both downregulated predominantly 
in shoots. None of the identified tubulin genes was found 
to be upregulated under the increased salinity conditions.

Discussion
The diversity of the identified tubulins
Successful identification and meticulous analysis of 
tubulin gene family in C. sativa allowed proper isotype 
designations of the identified genes. Moreover, clear 
orthologous relations of the identified genes with tubu-
lins of A. thaliana were revealed. This is an important 
step towards understanding the functional roles of par-
ticular tubulin isotypes in flowering plant species. Com-
monly, identified plant tubulins are named in numerical 
order, but not in accordance with their orthologous rela-
tions, which appears to be a non-trivial task. More com-
monly, tubulins classification is limited to assigning genes 
to α, β and γ subfamilies and identification of major 
Classes within the subfamilies [7–9, 19, 24, 29, 32].

The lack of the information on tubulin orthologs is the 
main factor, limiting identification of particular isotypes. 
Moreover, the widely known model species possess not 
completely representative gene set of tubulin isotypes. In 
particular, it was shown that AtTUA4, AtTUA6 do not 

have orthologs in the other species. At the same time, A. 
thaliana genome lacks gene orthologs of TUB2 and TUB 
(TUB10) isotypes. Previously, we have demonstrated 
that AtTUA4-AtTUA6, AtTUA3-AtTUA5 and AtTUB2-
AtTUB3 are the pairs of relatively recent paralogs [80]. 
While AtTUA3-AtTUA5 and AtTUB2-AtTUB3 are local 
duplicates, the pair of AtTUA4-AtTUA6 arose as the 
transposed duplicates of AtTUA2, most likely after the 
divergence of A. thaliana, since no orthologs for AtTUA4 
and AtTUA6 were found neither in A. lyrata or C. sativa 
(in this study), nor in more distant species, like Theo-
broma cacao and Vitis vinifera [80]. These facts should 
be taken into account when extrapolating the results of 
cytoskeletal research to other species. Also, such ortho-
logs of unobvious tubulin genes should be accounted if 
the set of tubulin genomes is used for the species phylog-
eny reconstruction.

An important feature of the tubulin family in C. 
sativa is high number of complete triplets of tubulin 
genes, accompanied by the high sequence conservancy. 
Despite the extremely conserved sequences, γ-tubulins 
are retained as two complete triplets per isotype. The 
encoded γ-tubulin peptides appeared to be almost 
identical within each triplet. The preservation of all six 
γ-tubulin genes may be associated with extremely impor-
tant role [81], but it is still unclear, why all copies of the 
genes remained intact, since no significant divergence in 
their expression profiles were detected (Fig. 7a).

The majority of α-tubulins were also represented by 
complete triplets of functional genes in the genome of 
C. sativa. Only one pseudogene (CsTUA5p-A) from A 
subgenome was found. The remaining gene set of TUA3 
and TUA5 isotypes remained unchanged. Most likely, 
CsTUA3-A/B/C and CsTUA5-B/C have diverged by their 
expression profiles, since they encode almost identical 
proteins in C. sativa. None of other TUA genes was pseu-
dogenised or lost.

The case of CsTUA1 remains unclear. C. sativa con-
tains at least two genes of this isotype, one of which 
remains unplaced in the genome. Loss of potential third 
CsTUA1 could be caused by several reasons, including 
its loss during numerous C. sativa chromosome shatter-
ing events [63, 64]. CsTUA1-A gene is located between D 
and E ancestral blocks (Chr07) near the ancient pericen-
tromeric region of AK2 ancestral chromosome (Fig.  4). 
The orthologous AtTUA1 and AlTUA1 possess similar 
location (Fig. S10). Such locations of these genes, possi-
bly, may have caused the loss of CsTUA1 copies in B or 
C (sub)genomes during the degradation of the ances-
tral AK2 centromere. Also, lower gene density and high 
amount of tandem repeats may significantly complicate 
assembly of such regions, which could be the reason for 
the misassembly of the scaffold, containing CsTUA1-Un 
gene.
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The subfamily of β-tubulin genes is characterized by 
the highest number of pseudogenes (Table S5), while 
the majority of pseudogenes is contained in C subge-
nome, which is believed to be the ‘youngest’ subgenome 
of C. sativa [37]. However, at least one member of each 
β-tubulin isotype remained in the genome, as well as 
the vast majority of isotypes (seven of ten) were repre-
sented by complete gene triplets (Table S7). Besides, C. 
sativa was found to contain an additional tubulin isotype, 
TUB10, if compared to A. thaliana genome (Table 3, S7). 
Another close relative, A. lyrata, and more distant spe-
cies seem to have TUB10 gene in at least one copy (Table 
S3). It is likely that the gene of TUB (TUB10) isotype was 
eliminated in the genome of A. thaliana, probably dur-
ing divergence of this species, which was accompanied 
by loss of relatively large part of the genome (125 Mb of 
A. thaliana vs. 250  Mb of A. lyrata), involving coding 
sequences [82, 83]. Nevertheless, the loss of hypothetical 
AtTUB (AtTUB-10) seems to be not crucial for normal 
functioning of cytoskeleton or, probably, functional role 
of this isotype was compensated by other members of 
β-tubulin gene family.

Contrarily, C. sativa genome contains three home-
ologous copies, none of which was pseudogenised, con-
trarily to tubulin genes of other isotypes. Additionally, it 
is worth to mention that AlTUB and CsTUB-A/B/C pro-
teins possess unique C-terminal tail sequence, which is 
different from other β-tubulin isotypes. Since C-terminal 
tail of β-tubulins is specific region, which serves as the 
target for various posttranslational modifications (PTM) 
[84], it may be possible that CsTUB-A/B/C proteins could 
have unique PTM and specific function, different from 
other β-tubulin isotypes.

Expressional speciation of tubulin genes in allopolyploid C. 
sativa genome
The allohexaploid C. sativa species has inherited two 
subgenomes from C. neglecta and C. neglecta-like spe-
cies (first and second subgenomes, A and B here, or N6 
and N7) and one from C. hispida (the third subgenome, 
C or H7) [36, 37, 64]. Therefore, here we have defined all 
tubulin gene triplets as completely homeologous, but not 
ohnologous. The fact that the majority of the gene trip-
lets retained without significant sequence divergence 
is interesting and suggests that presence of the same 
tubulin gene in multiple copies may provide a selective 
advantage. Non-elimination and sequence conservancy 
of tubulin gene duplicates (both homeologous or ohnol-
ogous) were observed in other polyploid plant species 
such, as cotton [24], flax [7, 10], Populus and Salix genera 
[9, 29] and M. domestica [32]. Moreover, it seems that the 
genes of particular isotypes are being conserved in poly-
ploids, regardless of the time of genome scale-up event. 

However, this hypothesis requires further investigations 
on a broader species panel.

It is interesting to note that the most ancient, the sec-
ond, subgenome of C. sativa shows the lowest rate of 
tubulins pseudogenization. At the same time, the third 
subgenome is characterized by the highest number of 
tubulin pseudogenes, despite this subgenome has been 
gained relatively recently [37]. Furthermore, the third 
subgenome of C. sativa had the lowest contribution to 
the total tubulins expression (Fig.  7b). Since the major-
ity of the tubulin transcripts are coming from first and 
second subgenomes at curial developmental stages, the 
contribution of third subgenome appears to be not so 
important and, thus, pseudogenization of tubulin genes 
from C subgenome cannot affect dramatically of the 
vitality of C. sativa plants, carrying such disrupted genes.

Mutated or partially disordered tubulin proteins may 
cause the ‘spoiling’ of α/β dimers, decreasing strength of 
interdimer and/or intradimer contacts in microtubules 
[85], which may lead to lethal mutations. However, a 
mutation of a single copy of a particular isotype gene it 
may be not so critical for hexaploids, since there are still 
two more functional copies would be left, compensating 
the loss of homeolog/ohnolog. The preserved functional 
gene copies may majorly recover the formation of nor-
mal dimers. This could be one of the factors explaining, 
why some of tubulin gene triplets in C. sativa are mainly 
reduced to pairs, but not to the singleton genes of a par-
ticular isotype.

For instance, pairs of α-tubulin ohnologs in flax [7, 10] 
almost have not experienced pseudogenization, while 
only one β-tubulin isotype was represented by a single-
ton gene. Moreover, non-reduction of additional genes 
in α/β-tubulin gene family and incorporation of novel 
isotypes (via genetic engineering) into the microtubule 
assembly was previously not once described [3]. This 
could be partially explained by the expressional regu-
lation of tubulin genes. It is believed that the tubulins 
expression is mainly guided for maintaining general bal-
ance between number of α and β monomers in the cell. 
Under this hypothesis, the possible expression of a spe-
cific isotype at particular developmental stages could be 
balanced by the changes of the transcript levels of tubu-
lins from α and β subfamilies. The observed rapid expan-
sion of tubulin genes family in flowering plants after the 
series of WGD events [86] is consistent with the tubu-
lins transcriptional balancing theory, as it explains well 
the incorporation and non-reduction of tubulin gene 
duplicates.

In the vast majority of the cases C. sativa tubulins are 
expressed from C. neglecta and C. neglecta-like subge-
nomes (Cs-G1 and Cs-G2), thus it may be supposed that 
the results of microtubule-related investigations on this 
ancestor can be highly transferable to C. sativa. Such 
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research becomes even more interesting in light of Cs-G1 
tubulin expression dominance at almost all stages of seed 
development, when neutral lipids are actively deposited 
in lipid droplets, motility of which is highly related on 
microtubules functioning [87, 88]. This suggests that lipid 
droplets dynamics may be successfully studied not only 
on C. sativa, but also on its close diploid relatives, such as 
C. neglecta.

Despite the subgenome dominance in terms of the 
tubulins expression, the majority of homeologous tubu-
lin triplets were synchronously downregulated under the 
increased salinity (Fig. 7c). A recent paper suggests that 
salt tolerance in A. thaliana is associated with increased 
expression of TUB3, TUB4, TUB7 and TUB9 isotypes 
in vitro [89]. In addition, it is worth noting that TUB7-
deficient (A) thaliana mutant have shown normal phe-
notype under increased salinity, while loss of function 
of TUB9 (which is not been found to be downregulated 
in C. sativa) resulted in hypersensitive phenotype, while 
its overexpression rescues the phenotype. Homolog 
(possibly ortholog) of TUB7 isotype was also found to 
be downregulated in the (B) napus [90]. Thus, it can be 
assumed that TUB7 could be one of the most important 
β-tubulin isotypes that are involved in microtubule func-
tioning under the salt stress, while the in vitro upregula-
tion of AtTUB7 can be not completely representative for 
the in vivo system.

While such homeologs as CsTUB7 were synchro-
nously downregulated, there were several individual 
genes of other TUB isotypes, which showed decrease 
in the expression under the salt stress (Fig.  7c). Among 
them CsTUB5-B and CsTUB8-B, orthologs of which were 
not previously found to show the altered expression in 
A. thaliana under the increased salinity [89]. Previous 
results suggested that in A. thaliana the AtTUA6 gene 
was upregulated under the salt stress [91]. However, as it 
mentioned above, this gene does not have any orthologs 
in even closely related species. Furthermore, we have not 
found any upregulated tubulin gene under the increased 
salinity, suggesting that the mentioned upregulation of 
AtTUA6 may be its specific feature. In the same research 
the downregulation of TUB2 was also detected [91], 
which was not observed for any CsTUB2 homeologs in C. 
sativa in present study.

Tubulin phylogeny and possibility to exploit tubulin 
polymorphism
Phylogenetic analyses of α-, β- and γ-tubulins raised 
questions about the origin of the tubulin isotype diversity 
not only in C. sativa, but also in various flowering plant 
groups. It was found that α-tubulins are represented by 
two distinct phylogenetic Classes (Fig. 1). The α-tubulin 
genes that belong to distinct phylogenetic groups show 
clearly different exon-intron structures, which is being 

conserved among the representatives of a particular Class 
(Fig. S3). Such findings are consistent with the previous 
results, obtained for various plant species [19, 29]. How-
ever, the reason for such differentiation remains unclear.

Similarly, the exon-intron structures of β-tubulin genes 
tend to be extremely conserved (with few exceptions) 
[3], the understanding of the role of such a high isotype 
diversity is still very limited. The members of sub-Class 
I-like are typically associated with secondary cell wall 
development [29]. This phylogenetic group could repre-
sent specialized Class I proteins that could be possibly 
involved in the determination of the orientation of cellu-
lose microfibrils in plant secondary fiber cell walls [92]. 
Representatives of Class I-like were found in woody spe-
cies, like Populus [9] and Salix [29], as well as proteins 
of these sub-class were also found in species, which are 
developing strong fibers, like flax [7, 10] and cotton [7, 
9, 19, 24, 29]. It can be concluded that the role of Class 
I-like β-tubulins has not been enough clarified yet and 
may be the subject of further investigations.

Additionally, the role of TUB10 isotype remains 
unclear, as its loss in A. thaliana genome appears to be 
not crucial for the plant survival. The potentially prefer-
ential conservancy of certain isotypes appears to be also 
questionable (Table S7). Previously, it was reported that 
tubulin genes might have tissue specificity in A. thaliana 
[19]. Such genes as AtTUA1 are preferentially expressed 
in pollen, which was also observed in the present study 
for its ortholog, CsTUA1-A (Fig.  7a). High tissue-speci-
ficity of the tubulin gene expression most likely play an 
important functional role (e.g. pollen maturation, etc.). In 
A. thaliana, the AtTUB9 (Class III) serves as the role of 
pollen-specific β-tubulin [19], while in the present study 
only CsTUB9-B was somehow higher expressed during 
in flower tissues (Fig.  7a). However, the majority of the 
identified genes were not exclusively expressed in partic-
ular tissues. It is also worth noting that in rice OsTUB8 
(Class IV) was found to be predominantly expressed in 
anther (with mature pollen) and were hardly detectable 
in other tissue [28]. Albeit, no definitive conclusion could 
be drawn even for pollen specificity of certain β-tubulin 
isotype lineage or Class, since the described AtTUB9 and 
OsTUB8 belong to distinct phylogenetic groups (Classes 
III and IV, respectively) (Fig.  2). Unfortunately, there 
is still poorly understood about the functional role of 
particular isotype, as the many cytoskeleton studies are 
mainly focused on the whole microtubules themselves.

Higher number of β-tubulin genes in various plant 
taxa, extremely conserved genomic organization of the 
genes and high intron length variability conditioned the 
usage of β-tubulin intron regions as molecular markers 
[3, 79, 93]. Previously, conserved exon position allowed 
partial sequencing of 20 β-tubulin genes of C. sativa and 
several gene sequences from other Camelina species 
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[50]. Later, it was shown that the β-tubulin based marker 
system is capable of differentiating Camelina species, 
especially taxa with different ploidy, as well as different 
cytotypes of the same species [94]. Moreover, we dem-
onstrated possibility to use such markers for C. sativa 
cultivars genotyping [95] and for genetic polymorphism 
assessment of wild Camelina microcarpa germplasm 
[96]. Such approach allows assessing β-tubulin intron 
polymorphism simultaneously at multiple loci, which are 
located in different genome regions, on different chro-
mosomes (Fig. 4). Such combined analysis is more infor-
mative than other molecular marker systems (e.g. SSR), 
as well as this method appears to be cheaper, faster and 
more convenient for dealing with the samples with shat-
tered DNA, e.g. herbarium specimens [93, 96, 97].

Finally, phylogenetic analysis of plant γ-tubulins 
revealed that the presence of two distinct isotypes 
appears to be typical only to a limited number of Bras-
sicaceae species (some Camelineae and several taxa of 
Brassicaceae Lineage I) (Fig.  3). However, most other 
flowering plants have not shown the presence of any iso-
type Classes. Multiple copies of γ-tubulins observed in 
T. aestivum, G. hirsutum, M. sinensis, Salix purpurea, 
etc. are most likely resulting from WGD or other gene 
duplication events, rather than from orthologous inheri-
tance of distinct isotypes. It is unclear, why A. thaliana 
(and its relatives) has two distinct isotypes that are both 
conserved [81, 98], while, for example, in flax the second 
copy of γ-tubulin arising from WGD was disrupted and 
pseudogenised [7]. Moreover, it was shown that both 
AtTUG1 and AtTUG2 isotypes are needed for normal 
plant development [81], as well as for adequate stress 
responses, like the development of functional syncytium, 
induced by parasites [99].

The topology of the reconstructed phylogenetic tree 
of γ-tubulin mostly represented taxa-specific group of 
flowering plants. Potentially, γ-tubulins could be used 
for plant phylogeny reconstruction, due to high sequence 
conservancy of these genes (Fig. S12). Enough clear 
orthology of γ-tubulins, slow sequence evolution and lim-
ited variation of gene copies number (one per genome/
subgenome) (Fig. 3) makes them attractive candidates for 
such task. In addition, β-tubulins were also successfully 
used for phylogeny reconstruction of Ceratocystis species 
[100]. However, the usage of β-tubulin in phylogenomics 
appears to be more complicated, since it requires proper 
understanding of β-tubulin isotypes orthology in ana-
lyzed species, which is hard to establish without having 
reference genome. On contrary, γ-tubulins appear to be 
more suitable for phylogeny due to more obvious orthol-
ogy among different plant groups.

Conclusions
In the present study, we report about complete identifi-
cation and characterization of tubulin gene family in C. 
sativa. The exon-intron organization, phylogeny and syn-
teny of the identified genes was analysed as well. In total, 
17 α-, 34 β- and 6 γ-tubulin genes were identified, all of 
which were assigned to a particular isotype (using Ara-
bidopsis thaliana and A. lyrata as the references), based 
on the tubulin gene orthology. The applied technique 
allowed not only identifying C. sativa tubulin orthologs 
in model Arabidopsis species and tracking tubulin gene 
evolution, but also uncovered that A. thaliana is miss-
ing orthologs for two β-tubulin isotypes, while two its 
α-tubulin genes are of ancient paralogous nature and do 
not have orthologs in other investigated Brassicaceae 
species. The reported results deepen our understand-
ing of tubulin evolution, which are the key component 
of microtubules, a crucial part of cytoskeletal system in 
eukaryotes. Furthermore, the inferred orthology of tubu-
lins opens possibility for understanding the functional 
roles of particular tubulin isotypes. Apart from that, 
characterization of tubulin gene family in C. sativa allows 
their usage as precise molecular markers for species bar-
coding and genetic diversity assessment, as it was previ-
ously shown for many flowering plant taxa.

Abbreviations
TUA	� α–tubulin
TUB	� β–tubulin
TUG	� γ–tubulin
WGD	� Whole genome duplication

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12864-024-10503-y.

Supplementary Material 1

Acknowledgements
We would like to express our sincere appreciation for Editor`s (Prof. Dongying 
Gao) comments and remarks, aimed on the improvement of our manuscript.

Author contributions
RB, AR and MP participated in the research design and data collection and 
data analysis. RB and AR participated in research design and draft manuscript 
preparation. AY, YP and YB performed the research design, manuscript writing 
and editing and supervised the research project. All authors have read and 
approved the manuscript.

Funding
This work was supported by the grant of the National Academy of Sciences of 
Ukraine for projects of young scientists research groups ‘Genetic diversity and 
genetic structure of populations of little-pod false flax in Ukrainian part of its 
center of origin’ (2022–2023) [State Registration No.: 0122U002196].

Data availability
Whole genome sequence information for C. sativa (cv. DH55) 
(GCA_000633955.1) was obtained from the NCBI Genome database (https://
www.ncbi.nlm.nih.gov/datasets/genome/) and EnsemblPlants database 
(http://plants.ensembl.org). All accession numbers of the sequences, used 
for phylogeny reconstruction are listed within Table S1-S4 and Table S6. The 

https://doi.org/10.1186/s12864-024-10503-y
https://doi.org/10.1186/s12864-024-10503-y


Page 20 of 22Blume et al. BMC Genomics          (2024) 25:599 

transcriptomics data of C. sativa (cv. DH55) were obtained from BAR ePlant 
database (https://bar.utoronto.ca/) and supplemental dataset, published by 
Heydarian et al. (https://doi.org/10.1038/s41598-018-28204-4). The datasets 
supporting the conclusions of this study are included in the article and in 
additional files.

Declarations

Ethics approval and consent to participate
This article does not contain any studies involving animals or human 
participants performed by any of the authors.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 3 February 2024 / Accepted: 6 June 2024

References
1.	 Lowe J, Li H, Downing KH, Nogales E. Refined structure of αβ-tubulin 

at 3.5 resolution. J Mol Biol. 2001;313:1045–57. https://doi.org/10.1006/
jmbi.2001.5077.

2.	 Wickstead B, Gull K. The evolution of the cytoskeleton. J Cell Biol. 
2011;194(4):513–25. https://doi.org/10.1083/jcb.201102065.

3.	 Breviario D, Gianì S, Morello L. Multiple tubulins: evolutionary aspects and 
biological implications. Plant J. 2013;75:202–18. https://doi.org/10.1111/
tpj.12243.

4.	 Demchuk ON, Blume YB. Construction of phylogenetic tree of plant 
tubulins basing on the homology of their protein sequences. Cytol Genet. 
2005;39(1):3–9.

5.	 Ludwig SR, Oppenheimer DG, Silflow CD, Snustad DP. Characterization of 
the a-tubulin gene family of Arabidopsis thaliana. Proc. Natl. Acad. Sci. USA. 
1987;84(16):5833-7. https://doi.org/10.1073%2Fpnas.84.16.5833.

6.	 Sutkovic J, Gawwad MR. In silico prediction of three-dimensional 
structure and interactome analysis of tubulin α subfamily of Arabi-
dopsis thaliana. Netw Biol. 2014;4:47–57. https://doi.org/10.0000/
issn-2220-8879-networkbiology-2014-v4-0004.

7.	 Gavazzi F, Pigna G, Braglia L, Gianì S, Breviario D, Morello L. Evolutionary 
characterization and transcript profiling of β-tubulin genes in flax (Linum 
usitatissimum L.) during plant development. BMC Plant Biol. 2017;17:237. 
https://doi.org/10.1186/s12870-017-1186-0.

8.	 Li S, Cao P, Wang C, Guo J, Zang Y, Wu K, Ran F, Liu L, Wang D, Min Y. Genome-
wide analysis of tubulin gene family in cassava and expression of family 
member FtsZ2-1 during various stress. Plants. 2021;10:668. https://doi.
org/10.3390/plants10040668.

9.	 Oakley R, Wang Y, Ramakrishna W, Harding S, Tsai C. Differential expansion 
and expression of alpha- and beta-tubulin gene families in Populus. Plant 
Physiol. 2007;145(3):961–73. https://doi.org/10.1104/pp.107.107086.

10.	 Pydiura N, Pirko Y, Galinousky D, Postovoitova A, Yemets A, Kilchevsky A, 
Blume Y. Genome-wide identification, phylogenetic classification, and exon-
intron structure characterization of the tubulin and actin genes in flax (Linum 
usitatissimum). Cell Biol Int. 2019;43(9):1010–9. https://doi.org/10.1002/
cbin.11001.

11.	 Silflow CD, Oppenheimer DG, Kopozak SD, Ploense SE, Ludwig SR, Haas 
N, Snustad DP. Plant tubulin genes structure and differential expression 
during development. Dev Genet. 1987;8:435–60. https://doi.org/10.1002/
dvg.1020080511.

12.	 Blume Y, Yemets A, Sheremet Y, Nyporko A, Sulimenko V, Sulimenko T, Dráber 
P. Exposure of beta-tubulin regions defined by antibodies on an Arabidopsis 
thaliana microtubule protofilament model and in the cells. BMC Plant Biol. 
2010;10:29. https://doi.org/10.1186/1471-2229-10-29.

13.	 Serna M, Carranza G, Martín-Benito J, Janowski R, Canals A, Coll M, Zabala 
JC, Valpuesta JM. The structure of the complex between α-tubulin, TBCE 
and TBCB reveals a tubulin dimer dissociation mechanism. J Cell Sci. 
2015;128:1824–34. https://doi.org/10.1242/jcs.167387.

14.	 Joshi HC, Palevitz BA. γ-Tubulin and microtubule organization in plants. 
Trends Cell Biol. 1996;6(2). https://doi.org/10.1016/0962-8924(96)81008-7. 
;41 – 4.

15.	 Chumová J, Kourová H, Trögelová L, Halada P, Binarová P. Microtubular and 
nuclear functions of γ-tubulin: are they LINCed? Cells. 2019;8(3):259. https://
doi.org/10.3390/cells8030259.

16.	 Dryková D, Cenklová V, Sulimenko V, Volc J, Dráber P, Binarová P. Plant 
γ-tubulin interacts with αβ-tubulin dimers and forms membrane-
associated complexes. Plant Cell. 2003;15:465–80. https://doi.
org/10.1105%2Ftpc.007005.

17.	 Miao H, Guo R, Chen J, Wang Q, Lee YJ, Liu B. The gamma-tubulin com-
plex protein GCP6 is crucial for spindle morphogenesis but not essential 
for microtubule reorganization in Arabidopsis. Proc. Natl. Acad. Sci. USA. 
2019;116:27115–23. https://doi.org/10.1073/pnas.1912240116.

18.	 Rayevsky A, Sharifi M, Samofalova D, Karpov P, Demchuk O, Blume Y. In 
silico mechanistic model of microtubule assembly inhibition by selec-
tive chromone derivatives. J Mol Struct. 2021;1241(1):130633. https://doi.
org/10.1016/j.molstruc.2021.130633.

19.	 Radchuk V. The transcriptome of the tubulin gene family in plants. In: Blume 
YB, Baird WV, Yemets AI, Breviario D, editors. The plant cytoskeleton: a key tool 
for agro-biotechnology. New York, NY: Springer; 2008. pp. 219–41. https://doi.
org/10.1007/978-1-4020-8843-8_11.

20.	 Jost W, Baur A, Nick P, Reski R, Gorr G. A large plant beta-tubulin family 
with minimal C-terminal variation but differences in expression. Gene. 
2004;340(1):151–60. https://doi.org/10.1016/j.gene.2004.06.009.

21.	 Buy DD, Demkovich AE, Pirko YV, Blume YB. Expression analysis of α-tubulin 
genes during cold acclimation in winter and spring soft wheat. Cytol Genet. 
2019;53(1):23–33. https://doi.org/10.3103/S0095452719010067.

22.	 Chen JY, Sun B, Khan Q, Yang L-T, Zhang B-Q, Xing Y-X, Li Y-R. Overexpression 
of α-tubulin gene of sugarcane (Saccharum spp. hybrids), SoTUA, enhances 
tobacco tolerance to cold stress. Sugar Tech. 2022;24:1680–88. https://doi.
org/10.1007/s12355-022-01118-2.

23.	 Li L, Wang X-L, Huang G-Q, Li X-B. Molecular characterization of cotton 
GhTUA9 gene specifically expressed in fibre and involved in cell elongation. J 
Exp Bot. 2007;58(12):3227–38. https://doi.org/10.1093/jxb/erm167.

24.	 Chen B, Zhao J, Fu G, Pei X, Pan Z, Li H, Ahmed H, He S, Du X. Identification 
and expression analysis of tubulin gene family in upland cotton. J Cotton Res. 
2021;4:20. https://doi.org/10.1186/s42397-021-00097-1.

25.	 Zhang J, Li Y, Shi G, Chen X, Wang J, Hou X. Characterization of α-tubulin gene 
distinctively presented in a cytoplasmic male sterile and its maintainer line of 
non-heading Chinese cabbage. J Sci Food Agric. 2009;89:274–80. https://doi.
org/10.1002/jsfa.3438.

26.	 Hashimoto T. Dissecting the cellular functions of plant microtubules using 
mutant tubulins. Cytoskeleton. 2013;70(4):191–200. https://doi.org/10.1002/
cm.21099.

27.	 Bao Y, Kost B, Chua N-H. Reduced expression of α-tubulin genes in Arabidop-
sis thaliana specifically affects root growth and morphology, root hair devel-
opment and root gravitropism. Plant J. 2001. https://doi.org/10.1046/j.1365-
313X.2001.01142.x. 28;145 – 57.

28.	 Yang G, Jan A, Komatsu S. Functional analysis of OsTUB8, an anther-specific 
β-tubulin in rice. Plant Sci. 2007;172:832–38.

29.	 Rao G, Zeng Y, He C, Zhang J. Characterization and putative post-translational 
regulation of α- and β-tubulin gene families in Salix arbutifolia. Sci Rep. 
2016;6:19258. https://doi.org/10.1038/srep19258.

30.	 Wu WL, Schaal BA, Hwang CY, Hwang MD, Chiang YC, Chiang TY. Character-
ization and adaptive evolution of α-tubulin genes in the Miscanthus sinensis 
complex (Poaceae). Am J Bot. 2003;90(10):1513–21. https://doi.org/10.3732/
ajb.90.10.1513.

31.	 Lykholat YV, Rabokon AM, Blume RYa, Khromykh NO, Didur OO, Sakharova VH, 
Kabar AM, Pirko YV, Blume YaB. Characterization of β-tubulin genes in Prunus 
persica and Prunus dulcis for fingerprinting of their interspecific hybrids. Cytol 
Genet. 2022;56(6):481–93. https://doi.org/10.3103/S009545272206007X.

32.	 Sanzol J. Dating and functional characterization of duplicated genes in 
the apple (Malus domestica Borkh.) By analyzing EST data. BMC Plant Biol. 
2010;10:87. https://doi.org/10.1186/1471-2229-10-87.

33.	 Zhang YW, Jin D, Xu C, Zhang L, Guo MH, Fang ZY. Regulation of bolt-
ing and identification of the α-tubulin gene family in Brassica rapa L. Ssp 
pekinensis. Genet Mol Res. 2016;15(1):gmr15017507. https://doi.org/10.4238/
gmr.15017507.

34.	 Warwick SI, Francis A, Al-Shehbaz IA. Brassicaceae: species checklist and data-
base on CD Rom. Plant Syst Evol. 2006;259:249–58. https://doi.org/10.1007/
s00606-006-0422-0.

https://doi.org/10.1006/jmbi.2001.5077
https://doi.org/10.1006/jmbi.2001.5077
https://doi.org/10.1083/jcb.201102065
https://doi.org/10.1111/tpj.12243
https://doi.org/10.1111/tpj.12243
https://doi.org/10.0000/issn-2220-8879-networkbiology-2014-v4-0004
https://doi.org/10.0000/issn-2220-8879-networkbiology-2014-v4-0004
https://doi.org/10.1186/s12870-017-1186-0
https://doi.org/10.3390/plants10040668
https://doi.org/10.3390/plants10040668
https://doi.org/10.1104/pp.107.107086
https://doi.org/10.1002/cbin.11001
https://doi.org/10.1002/cbin.11001
https://doi.org/10.1002/dvg.1020080511
https://doi.org/10.1002/dvg.1020080511
https://doi.org/10.1186/1471-2229-10-29
https://doi.org/10.1242/jcs.167387
https://doi.org/10.1016/0962-8924(96)81008-7
https://doi.org/10.3390/cells8030259
https://doi.org/10.3390/cells8030259
https://doi.org/10.1073/pnas.1912240116
https://doi.org/10.1016/j.molstruc.2021.130633
https://doi.org/10.1016/j.molstruc.2021.130633
https://doi.org/10.1007/978-1-4020-8843-8_11
https://doi.org/10.1007/978-1-4020-8843-8_11
https://doi.org/10.1016/j.gene.2004.06.009
https://doi.org/10.3103/S0095452719010067
https://doi.org/10.1007/s12355-022-01118-2
https://doi.org/10.1007/s12355-022-01118-2
https://doi.org/10.1093/jxb/erm167
https://doi.org/10.1186/s42397-021-00097-1
https://doi.org/10.1002/jsfa.3438
https://doi.org/10.1002/jsfa.3438
https://doi.org/10.1002/cm.21099
https://doi.org/10.1002/cm.21099
https://doi.org/10.1046/j.1365-313X.2001.01142.x
https://doi.org/10.1046/j.1365-313X.2001.01142.x
https://doi.org/10.1038/srep19258
https://doi.org/10.3732/ajb.90.10.1513
https://doi.org/10.3732/ajb.90.10.1513
https://doi.org/10.3103/S009545272206007X
https://doi.org/10.1186/1471-2229-10-87
https://doi.org/10.4238/gmr.15017507
https://doi.org/10.4238/gmr.15017507
https://doi.org/10.1007/s00606-006-0422-0
https://doi.org/10.1007/s00606-006-0422-0


Page 21 of 22Blume et al. BMC Genomics          (2024) 25:599 

35.	 Bansal S, Durrett TP. Camelina sativa: an ideal platform for the metabolic engi-
neering and field production of industrial lipids. Biochimie. 2016;120:9–16. 
https://doi.org/10.1016/j.biochi.2015.06.009.

36.	 Zanetti F, Alberghini B, Jeromela AM, Grahovac N, Rajkovic D, Kiprovski B, 
Monti A. Camelina, an ancient oilseed crop actively contributing to the 
rural renaissance in Europe: a review. Agron Sustain Dev. 2021. https://doi.
org/10.1007/s13593-020-00663-y. 41;2.

37.	 Blume RY, Kalendar RN, Guo L, Cahoon EB, Blume YB. Overcoming genetic 
paucity of Camelina sativa: possibilities for interspecific hybridization con-
ditioned by the genus evolution pathway. Front Plant Sci. 2023;14:1259431. 
https://doi.org/10.3389/fpls.2023.1259431.

38.	 Iskandarov U, Kim HJ, Cahoon EB. Camelina: an emerging oilseed platform for 
advanced biofuels and bio-based materials. In: McCann MC, Buckeridge MS, 
Carpita NC, editors. Plants and bioenergy. New York, NY: Springer; 2014. pp. 
131–40. https://doi.org/10.1007/978-1-4614-9329-7_8.

39.	 Neupane D, Lohaus RH, Solomon JKQ, Cushman JC. Realizing the potential 
of Camelina sativa as a bioenergy crop for a changing global climate. Plants. 
2022. https://doi.org/10.3390/plants11060772. 11;772.

40.	 Stamenković OS, Gautam K, Singla-Pareek SL, Dhankher OP, Djalović IG, Kostić 
MD, Mitrović PM, Pareek A, Veljković VB. Biodiesel production from camelina 
oil: Present status and future perspectives. Food Energy Secur. 2021;12:e340. 
https://doi.org/10.1002/fes3.340.

41.	 Blume R, Rakhmetov D, Blume Y. Evaluation of Ukrainian Camelina sativa 
germplasm productivity and analysis of its amenability for efficient biodiesel 
production. Ind Crop Prod. 2022;187B:115477. https://doi.org/10.1016/j.
indcrop.2022.115477.

42.	 Shonnard DR, Williams L, Kalnes TN. Camelina-derived jet fuel and diesel: 
sustainable advanced biofuels. Environ Prog Sustain Energ. 2010. https://doi.
org/10.1002/ep.10461. 3;382 – 92.

43.	 Berti M, Gesch R, Eynck C, Anderson J, Cermak S. Camelina uses, genetics, 
genomics, production, and management. Ind Crop Prod. 2016;94:690–710. 
https://doi.org/10.1016/j.indcrop.2016.09.034.

44.	 Onyilagha J, Bala A, Hallett R, Gruber M, Soroka J, Westcott N. Leaf flavonoids 
of the cruciferous species, Camelina sativa, Crambe spp., Thlaspi arvense and 
several other genera of the family Brassicaceae. Biochem Syst Ecol. 2003. 
https://doi.org/10.1016/S0305-1978(03)00074-7. 31;1309-22.

45.	 Anderson JV, Wittenberg A, Li H, Berti MT. High throughput phenotyping of 
Camelina sativa seeds for crude protein, total oil, and fatty acids profile by 
near infrared spectroscopy. Ind Crop Prod. 2019;137:501–7.

46.	 Zhang C, Liu P. The lipid droplet: a conserved cellular organelle. Protein Cell. 
2017;8:796–800. https://doi.org/10.1007/S13238-017-0467-6.

47.	 Tsai CH, Zienkiewicz K, Amstutz CL, Brink BG, Warakanont J, Roston R, Ben-
ning C. Dynamics of protein and polar lipid recruitment during lipid droplet 
assembly in Chlamydomonas reinhardtii. Plant J. 2015;83(4):650–60. https://
doi.org/10.1111/tpj.12917.

48.	 Brocard L, Immel F, Coulon D, Esnay N, Tuphile K, Pascal S, Claverol S, Fouillen 
L, Bessoule J-J, Bréhélin C. Proteomic analysis of lipid droplets from Arabidop-
sis aging leaves brings new insight into their biogenesis and functions. Front 
Plant Sci. 2017;8:894. https://doi.org/10.3389/fpls.2017.00894.

49.	 Miklaszewska M, Zienkiewicz K, Inchana P, Zienkiewicz A. Lipid metabolism 
and accumulation in oilseed crops. OCL. 2021;28:50. https://doi.org/10.1051/
ocl/2021039.

50.	 Galasso I, Manca A, Braglia L, Martinelli T, Morello L, Breviario D. h-TBP: an 
approach based on intron-length polymorphism for the rapid isolation 
and characterization of the multiple members of the β-tubulin gene 
family in Camelina sativa (L. Crantz Mol Breed. 2011;28:635–45. https://doi.
org/10.1007/s11032-010-9515-0.

51.	 Kagale S, Koh C, Nixon J, Bollina V, Clarke WE, Tuteja R, Spillane C, Robinson SJ, 
Links MG, Clarke C, Higgins EE, Huebert T, Sharpe AG, Parkin IAP. The emerg-
ing biofuel crop Camelina sativa retains a highly undifferentiated hexaploid 
genome structure. Nat Commun. 2014;5:3706. https://doi.org/10.1038/
ncomms4706.

52.	 Swarbreck D, Wilks C, Lamesch P, Berardini TZ, Garcia-Hernandez M, Foerster 
H, Li D, Meyer T, Muller R, Ploetz L, Radenbaugh A, Singh S, Swing V, Tissier 
C, Zhang P, Huala E. The Arabidopsis Information Resource (TAIR): gene 
structure and function annotation. Nucleic Acid Res. 2008;36(Database 
issue):D1009–14. https://doi.org/10.1093/nar/gkm965.

53.	 Paysan-Lafosse T, Blum M, Chuguransky S, Grego T, Pinto BL, Salazar GA, 
Bileschi ML, Bork P, Bridge A, Colwell L, Gough J, Haft DH, Letunić I, Marchler-
Bauer A, Mi H, Natale DA, Orengo CA, Pandurangan AP, Rivoire C, Sigrist CJA, 
Sillitoe I, Thanki N, Thomas PD, Tosatto SCE, Wu CH, Bateman A. InterPro in 

2022. Nucleic Acids Res. 2023;51(D1):D418–27. https://doi.org/10.1093/nar/
gkac993.

54.	 Prakash A, Jeffryes M, Bateman A, Finn RD. The HMMER web server for 
protein sequence similarity search. Curr Protoc Bioinf. 2017;60. https://doi.
org/10.1002/cpbi.40. 3.15.1–23.

55.	 Žerdoner Čalasan A, Seregin AP, Hurka H, Hofford NP, Neuffer B. The eurasian 
steppe belt in time and space: phylogeny and historical biogeography of the 
false flax (Camelina Crantz, Camelineae, Brassicaceae). Flora. 2019;260:151477. 
https://doi.org/10.1016/j.flora.2019.151477.

56.	 Zhang Z, Meng F, Sun P, Yuan J, Gong K, Liu C, Wang W, Wang X. An updated 
explanation of ancestral karyotype changes and reconstruction of evolution-
ary trajectories to form Camelina sativa chromosomes. BMC Genomics. 
2020;21:705. https://doi.org/10.1186/s12864-020-07081-0.

57.	 Hu B. GSDS 2.0: an upgraded gene feature visualization server. Bioinformatics. 
2015;31(8):1296–97. https://doi.org/10.1093/bioinformatics/btu817.

58.	 Bailey TL, Johnson J, Grant CE, Noble WS. The MEME suite. Nucleic Acids Res. 
2015;43(W1). https://doi.org/10.1093/nar/10.1093/nar/gkv416. W39-W49.

59.	 Mistry J, Chuguransky S, Williams L, Qureshi M, Salazar GA, Sonnhammer ELL, 
Tosatto SCE, Paladin L, Raj S, Richardson LJ, Finn RD, Bateman A. Pfam: the 
protein families database in 2021. Nucleic Acids Res. 2021;49(D1):D412–9. 
https://doi.org/10.1093/nar/gkaa913.

60.	 Dawson NL, Sillitoe I, Lees JG, Lam SD, Orengo CA. CATH-Gene3D: generation 
of the resource and its use in obtaining structural and functional annotations 
for protein sequences. In: Wu C, Arighi C, Ross K, editors. Protein Bioinformat-
ics. Methods in Molecular Biology. New York, NY: Humana; 2017. p. 1558. 
https://doi.org/10.1007/978-1-4939-6783-4_4.

61.	 Chen C, Wu Y, Li J, Wang X, Zeng Z, Xu J, Liu Y, Feng J, Chen H, He Y, Xia R. 
TBtools-II: a one for all, all for one bioinformatics platform for biological 
big-data mining. Mol Plant. 2023;16:1733–42. https://doi.org/10.1016/j.
molp.2023.09.010.

62.	 Voorrips RE. MapChart: software for the graphical presentation of link-
age maps and QTLs. J Hered. 2002;93(1):77–8. https://doi.org/10.1093/
jhered/93.1.77.

63.	 Mándaková T, Pouch M, Brock JR, Al-Shehbaz IA, Lysak MA. Origin and evolu-
tion of diploid and allopolyploid Camelina genomes were accompanied 
by chromosome shattering. Plant Cell. 2019;31(11):2596–612. https://doi.
org/10.1105/tpc.19.00366.

64.	 Chaudhary R, Koh CS, Kagale S, Tang L, Wu SW, Lu Z, Mason AS, Sharpe AG, 
Diederichsen A, Parkin IAP. Assessing diversity in the Camelina genus pro-
vides insights into the genome structure of Camelina sativa. Genes Genomes 
Genet. 2020;G3(4):1297–308. https://doi.org/10.1534/g3.119.400957.

65.	 Schranz ME, Lysak MA, Mitchell-Olds T. The ABC’s of comparative genomics 
in the Brassicaceae: building blocks of crucifer genomes. Trends Plant Sci. 
2006;11(11):535–42. https://doi.org/10.1016/j.tplants.2006.09.002.

66.	 Murat F, Louis A, Maumus F, Armero A, Cooke R, Quesneville H, Crollius HR, 
Salse J. Understanding Brassicaceae evolution through ancestral genome 
reconstruction. Genome Biol. 2015;16:262. https://doi.org/10.1186/
s13059-015-0814-y.

67.	 Lysak MA, Mandakova T, Schranz ME. Comparative paleogenomics of cruci-
fers: ancestral genomic blocks revisited. Curr. Opin. Plant Biol. 2016;30:108–15. 
https://doi.org/10.1016/j.pbi.2016.02.001.

68.	 Wang Y, Tang H, DeBarry JD, Tan X, Li J, Wang X, Lee T, Jin H, Marler B, Guo H, 
Kissinger JC, Paterson AH. MCScanX: a toolkit for detection and evolutionary 
analysis of gene synteny and collinearity. Nucleic Acid Res. 2012;40(7):e49. 
https://doi.org/10.1093/nar/gkr1293.

69.	 Edgar RC. MUSCLE: multiple sequence alignment with high accuracy 
and high throughput. Nucleic Acid Res. 2004;32(5):1792–97. https://doi.
org/10.1093/nar/gkh340.

70.	 Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: Molecular Evolutionary 
Genetics Analysis across computing platforms. Mol Biol Evol. 2018;35:1547–
49. https://doi.org/10.1093/molbev/msy096.

71.	 Kalyaanamoorthy S, Minh BQ, Wong TKF, von Haeseler A, Jermiin LS. 
ModelFinder: fast model selection for accurate phylogenetic estimates. Nat 
Methods. 2017;14:587–9. https://doi.org/10.1038/nmeth.4285.

72.	 Nguyen L-T, Schmidt HA, von Haeseler A, Minh BQ. IQ-TREE: a fast and effec-
tive stochastic algorithm for estimating maximum likelihood phylogenies. 
Mol Biol Evol. 2015;32:268–74. https://doi.org/10.1093/molbev/msu300.

73.	 Trifinopoulos J, Nguyen LT, von Haeseler A, Minh BQ. W-IQ-TREE: a fast online 
phylogenetic tool for maximum likelihood analysis. Nucleic Acids Res. 
2016;44(W1):W232–5. https://doi.org/10.1093/nar/gkw256.

https://doi.org/10.1016/j.biochi.2015.06.009
https://doi.org/10.1007/s13593-020-00663-y
https://doi.org/10.1007/s13593-020-00663-y
https://doi.org/10.3389/fpls.2023.1259431
https://doi.org/10.1007/978-1-4614-9329-7_8
https://doi.org/10.3390/plants11060772
https://doi.org/10.1002/fes3.340
https://doi.org/10.1016/j.indcrop.2022.115477
https://doi.org/10.1016/j.indcrop.2022.115477
https://doi.org/10.1002/ep.10461
https://doi.org/10.1002/ep.10461
https://doi.org/10.1016/j.indcrop.2016.09.034
https://doi.org/10.1016/S0305-1978(03)00074-7
https://doi.org/10.1007/S13238-017-0467-6
https://doi.org/10.1111/tpj.12917
https://doi.org/10.1111/tpj.12917
https://doi.org/10.3389/fpls.2017.00894
https://doi.org/10.1051/ocl/2021039
https://doi.org/10.1051/ocl/2021039
https://doi.org/10.1007/s11032-010-9515-0
https://doi.org/10.1007/s11032-010-9515-0
https://doi.org/10.1038/ncomms4706
https://doi.org/10.1038/ncomms4706
https://doi.org/10.1093/nar/gkm965
https://doi.org/10.1093/nar/gkac993
https://doi.org/10.1093/nar/gkac993
https://doi.org/10.1002/cpbi.40
https://doi.org/10.1002/cpbi.40
https://doi.org/10.1016/j.flora.2019.151477
https://doi.org/10.1186/s12864-020-07081-0
https://doi.org/10.1093/bioinformatics/btu817
https://doi.org/10.1093/nar/10.1093/nar/gkv416
https://doi.org/10.1093/nar/gkaa913
https://doi.org/10.1007/978-1-4939-6783-4_4
https://doi.org/10.1016/j.molp.2023.09.010
https://doi.org/10.1016/j.molp.2023.09.010
https://doi.org/10.1093/jhered/93.1.77
https://doi.org/10.1093/jhered/93.1.77
https://doi.org/10.1105/tpc.19.00366
https://doi.org/10.1105/tpc.19.00366
https://doi.org/10.1534/g3.119.400957
https://doi.org/10.1016/j.tplants.2006.09.002
https://doi.org/10.1186/s13059-015-0814-y
https://doi.org/10.1186/s13059-015-0814-y
https://doi.org/10.1016/j.pbi.2016.02.001
https://doi.org/10.1093/nar/gkr1293
https://doi.org/10.1093/nar/gkh340
https://doi.org/10.1093/nar/gkh340
https://doi.org/10.1093/molbev/msy096
https://doi.org/10.1038/nmeth.4285
https://doi.org/10.1093/molbev/msu300
https://doi.org/10.1093/nar/gkw256


Page 22 of 22Blume et al. BMC Genomics          (2024) 25:599 

74.	 Hoang DT, Chernomor O, von Haeseler A, Minhnand BQ, Vinh LS. 
UFBoot2: improving the ultrafast bootstrap approximation. Mol Biol Evol. 
2018;35(2):518–22. https://doi.org/10.1093/molbev/msx281.

75.	 Letunic I, Bork P. Interactive tree of life (iTOL) v5: an online tool for phyloge-
netic tree display and annotation. Nucleic Acids Res. 2021;49(W1):W293–6. 
https://doi.org/10.1093/nar/gkab301.

76.	 Kagale S, Nixon J, Khedikar Y, Pasha A, Provart NJ, Clarke WE, Bollina V, Robin-
son SJ, Coutu C, Hegedus DD, Sharpe AG, Parkin IAP. The developmental tran-
scriptome atlas of the biofuel crop Camelina sativa. Plant J. 2016;88:879–94. 
https://doi.org/10.1111/tpj.13302.

77.	 Babicki S, Arndt D, Marcu A, Liang Y, Grant JR, Maciejewski A, Wishart 
DS. Heatmapper: web-enabled heat mapping for all. Nucleic Acid Res. 
2016;44(W1):W147–53. https://doi.org/10.1093/nar/gkw419.

78.	 Heydarian Z, Yu M, Gruber M, Coutu C, Robinson SJ, Hegedus DD. Changes 
in gene expression in Camelina sativa roots and vegetative tissues in 
response to salinity stress. Sci Rep. 2018;8:9804. https://doi.org/10.1038/
s41598-018-28204-4.

79.	 Bardini M, Lee D, Donini P, Mariani A, Gianì S, Toschi M, Lowe C, Breviario 
D. Tubulin-based polymorphism (TBP): a new tool, based on functionally 
relevant sequences, to assess genetic diversity in plant species. Genome. 
2004;47:281–91. https://doi.org/10.1139/g03-132.

80.	 Yemets A, Shadrina R, Blume R, Plokhovska S, Blume Y. Autophagy formation, 
microtubule disorientation, and alteration of ATG8 and tubulin gene expres-
sion under simulated microgravity in Arabidopsis thaliana. npjMicrogravity. 
2024;10:31. https://doi.org/10.1038/s41526-024-00381-9.

81.	 Pastuglia M, Azimzadeh J, Goussot M, Camilleri C, Belcram K, Evrard JL, Schmit 
AC, Guerche P, Bouchez D. γ-Tubulin is essential for microtubule organization 
and development in Arabidopsis. Plant Cell. 2006;18(6):1412–25. https://doi.
org/10.1105/tpc.105.039644.

82.	 Hu T, Pattyn P, Bakker E, Cao J, Cheng JF, et al. The Arabidopsis lyrata 
genome sequence and the basis of rapid genome size change. Nat Genet. 
2011;43:476–81. https://doi.org/10.1038/ng.807.

83.	 Jiao WB, Schneeberger K. Chromosome-level assemblies of multiple 
Arabidopsis genomes reveal hotspots of rearrangements with altered 
evolutionary dynamics. Nat Commun. 2020;11:989. https://doi.org/10.1038/
s41467-020-14779-y.

84.	 Janke C, Magiera MM. The tubulin code and its role in controlling microtu-
bule properties and functions. Nat Rev Mol Cell Biol. 2020;21:307–26. https://
doi.org/10.1038/s41580-020-0214-3.

85.	 Liu N, Pidaparti R, Wang X. Effect of amino acid mutations on intra-dimer 
tubulin–tubulin binding strength of microtubules. Integr Biol. 2017;9:925–33. 
https://doi.org/10.1039/C7IB00113D.

86.	 Findeisen P, Muhlhausen S, Dempewolf S, Hertzog J, Zietlow A, Carlomagno 
T, Kollmar M. Six subgroups and extensive recent duplications characterize 
the evolution of the eukaryotic tubulin protein family. Genome Biol Evol. 
2014;6(9):2274–88. https://doi.org/10.1093/gbe/evu187.

87.	 Kilwein MD, Welte MA. Lipid droplet motility and organelle contacts. Contact. 
2019;2:1–13. https://doi.org/10.1177/2515256419895688.

88.	 Jin Y, Ren Z, Tan Y, Zhao P, Wu J. Motility plays an important role in the 
lifetime of mammalian lipid droplets. Int J Mol Sci. 2021;22:3802. https://doi.
org/10.3390/ijms22083802.

89.	 Chun HJ, Baek D, Jin BJ, Cho HM, Park MS, Lee SH, Lim LH, Cha YJ, Bae DW, 
Kim ST, Yun DJ, Kim MC. Microtubule dynamics plays a vital role in plant 

adaptation and tolerance to salt stress. Int J Mol Sci. 2021;22:5957. https://doi.
org/10.3390/ijms22115957.

90.	 Yang Y, Liu Z, Zhang T, Zhou G, Duan Z, Li B, Dou S, Liang X, Tu J, Shen J, 
Yi B, Fu T, Dai C, Ma C. Mechanism of salt-induced self-compatibility dis-
sected by comparative proteomic analysis in Brassica napus L. Int J Mol Sci. 
2018;19(6):1652. https://doi.org/10.3390/ijms19061652.

91.	 Jiang Y, Yang B, Harris NS, Deyholos MK. Comparative proteomic analy-
sis of NaCl stress-responsive proteins in Arabidopsis roots. J Exp Bot. 
2007;58(13):3591–607. https://doi.org/10.1093/jxb/erm207.

92.	 Spokevicius AV, Southerton SG, MacMillan CP, Qiu D, Gan S, Tibbits JFG, 
Moran GF, Bossinger G. β-tubulin affects cellulose microfibril orientation 
in plant secondary fibre cell walls. Plant J. 2007;51:717–26. https://doi.
org/10.1111/j.1365-313X.2007.03176.x.

93.	 Braglia L, Gavazzi F, Gianì S, Morello L, Breviario D. Tubulin-based polymor-
phism (TBP) in plant genotyping. In: Shavrukov Y, editor. Plant genotyping. 
Methods in molecular biology. Volume 2638. New York, NY: Humana; 2023. 
pp. 387–401. https://doi.org/10.1007/978-1-0716-3024-2_28.

94.	 Galasso I, Manca A, Braglia L, Ponzoni E, Breviario D. Genomic fingerprint-
ing of Camelina species using cTBP as molecular marker. Am J Plant Sci. 
2015;6:1184–200. https://doi.org/10.4236/ajps.2015.68122.

95.	 Blume RY, Rabokon AN, Postovitova AS, Demkovich AY, Pirko YV, Yemets AI, 
Rakhmetov DB, Blume YB. Evaluating diversity and breeding perspectives 
of Ukrainian spring camelina genotypes. Cytol Genet. 2020;54(5):420–36. 
https://doi.org/10.3103/S0095452720050084.

96.	 Sakharova VH, Blume RYa, Rabokon AN, Pirko YV, Blume YB. Efficiency of 
genetic diversity assessment of little-pod false flax (Camelina microcarpa 
Andrz. Ex DC.) In Ukraine using SSR- and TBP-marker systems. Rep Natl Acad 
Sci Ukraine. 2023;4:85–94. https://doi.org/10.15407/dopovidi2023.04.093.

97.	 Rabokon AM, Blume RY, Sakharova VG, Chopei MI, Afanasieva KS, Yemets 
AI, Rakhmetov DB, Pirko YV, Blume YB. Genotyping of interspecific Brassica 
rapa hybrids implying β-tubulin gene intron length polymorphism (TBP/
cTBP) assessment. Cytol Genet. 2023;57(6):538–49. https://doi.org/10.3103/
S0095452723060075.

98.	 Binarova P, Cenklova V, Pochylova Z, Draberova E, Draber P. Gamma-
tubulins and their functions in plant cells. In: Blume YB, Baird WV, Yemets 
AI, Breviario D, editors. The plant cytoskeleton: a key tool for agro-
biotechnology. New York, NY: Springer; 2008. pp. 23–43. https://doi.
org/10.1007/978-1-4020-8843-8_11.

99.	 Różańska E, Czarnocka W, Baranowski Ł, Mielecki J, Engler JA, Sobczak M. 
Expression of both Arabidopsis γ-tubulin genes is essential for development 
of a functional syncytium induced by Heterodera schachtii. Plant Cell Rep. 
2018;37:1279–92. https://doi.org/10.1007/s00299-018-2312-7.

100.	 Heath RN, Wingfield MJ, Wingfield BD, Meke G, Mbaga A, Roux J. Ceratocystis 
species on Acacia mearnsii and Eucalyptus spp. in eastern and southern Africa 
including six new species. Fungal Divers. 2009;34:41–67.

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

https://doi.org/10.1093/molbev/msx281
https://doi.org/10.1093/nar/gkab301
https://doi.org/10.1111/tpj.13302
https://doi.org/10.1093/nar/gkw419
https://doi.org/10.1038/s41598-018-28204-4
https://doi.org/10.1038/s41598-018-28204-4
https://doi.org/10.1139/g03-132
https://doi.org/10.1038/s41526-024-00381-9
https://doi.org/10.1105/tpc.105.039644
https://doi.org/10.1105/tpc.105.039644
https://doi.org/10.1038/ng.807
https://doi.org/10.1038/s41467-020-14779-y
https://doi.org/10.1038/s41467-020-14779-y
https://doi.org/10.1038/s41580-020-0214-3
https://doi.org/10.1038/s41580-020-0214-3
https://doi.org/10.1039/C7IB00113D
https://doi.org/10.1093/gbe/evu187
https://doi.org/10.1177/2515256419895688
https://doi.org/10.3390/ijms22083802
https://doi.org/10.3390/ijms22083802
https://doi.org/10.3390/ijms22115957
https://doi.org/10.3390/ijms22115957
https://doi.org/10.3390/ijms19061652
https://doi.org/10.1093/jxb/erm207
https://doi.org/10.1111/j.1365-313X.2007.03176.x
https://doi.org/10.1111/j.1365-313X.2007.03176.x
https://doi.org/10.1007/978-1-0716-3024-2_28
https://doi.org/10.4236/ajps.2015.68122
https://doi.org/10.3103/S0095452720050084
https://doi.org/10.15407/dopovidi2023.04.093
https://doi.org/10.3103/S0095452723060075
https://doi.org/10.3103/S0095452723060075
https://doi.org/10.1007/978-1-4020-8843-8_11
https://doi.org/10.1007/978-1-4020-8843-8_11
https://doi.org/10.1007/s00299-018-2312-7

	﻿Genome-wide identification and evolution of the tubulin gene family in ﻿Camelina sativa﻿
	﻿Abstract
	﻿Introduction
	﻿Materials and methods
	﻿Initial identification and analysis of tubulin genes in the genome of C. Sativa
	﻿Gene and peptide structure analysis
	﻿Genomic blocks reconstruction and synteny analysis
	﻿Phylogenetic analysis
	﻿Expression analysis

	﻿Results
	﻿Identification and characterization of α-tubulins
	﻿Identification and characterization of β-tubulins
	﻿Identification and characterization of γ-tubulins
	﻿Allocation of tubulin genes on ACK genomic blocks within chromosomes of C. sativa and synteny analysis
	﻿Expression profiling of tubulin genes based on transcriptomic data

	﻿Discussion
	﻿The diversity of the identified tubulins
	﻿Expressional speciation of tubulin genes in allopolyploid ﻿C. sativa﻿ genome
	﻿Tubulin phylogeny and possibility to exploit tubulin polymorphism

	﻿Conclusions
	﻿References


