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1. Introduction

Teosinte branched/Cycloidea/Proliferating cell factor (TCP) is a plant-specific transcription factor (TF). TCPs consists of teosinte 
branched 1 from corn, Cycleoidea from Antirrhinum majus, and PCF (proliferating cell nuclear antigen factor) from Oryza sativa. 
The members of TCP contain a DNA binding motif called the TCP domain, and a basic helix loop helix conserved at the N-terminal 
end (Ilhan et al. 2018; Zheng et al. 2018). TCP TF plays a role in embryonic development, leaf development, branching, flowering, 
circadian rhythm, hormone, and stress response mechanisms in plants (Liu et al. 2018; He et al. 2020). The gene family of TCP is 
divided into two subgroups, class I includes PCF or TCP-P, while class II includes CYC/TB1 and CIN (CINCINNATA) or TCP-C 
(Ilhan et al. 2018; Ding et al. 2019; Leng et al. 2019; Lin et al. 2019). Members of the class I group differ from class II in the 4 amino 
acid sequences. Some class II members, however, contain an arginine-rich R domain, which is thought to be involved in protein-protein 
interaction (Wang et al. 2018; Jiu et al. 2019).

Class I TPCs such as TCP20 in Arabidopsis and PCF1/PCF2 in rice (Oryza sativa) are involved in increasing plant growth and cell 
proliferation (Xu et al. 2014). When plants with mutant TCP genes were compared with wild-type plants, no phenotypical difference 
was detected. It is also known that TCP20 is involved in leaf senescence and jasmonic acid synthesis pathway, while TCP16 is involved 
in other stages of floral development (Li et al. 2005; Danisman et al. 2012; Wang et al. 2018). In Arabidopsis, some TCPs, such as 
TCP7, 8, 22, and 23, have near expression levels in young leaves (Aguilar-Martinez & Sinha 2013).
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Class II TCPs are examined in 2 subgroups, the CYC/TB1 and CIN (Martin-Trillo & Cubas 2010; Feng et al. 2019; Jiu et al. 2019). 
Unlike class I, class II TCPs have been found to inhibit mutant cell growth and proliferation (Jiu et al. 2019). Arabidopsis and tomato 
CIN clade mutants showed that leaf blade cells divide for a longer period of time and show larger leaves and shape changes when 
compared to wild types (Jiu et al. 2019; Leng et al. 2019). The TB1 gene inhibits lateral branching and growth in maize and increases 
lateral branching in mutants (Doebley et al. 1997). Class II TCP gene family members have roles in the response mechanism to abiotic 
stress conditions (Ilhan et al. 2018). For this reason, some of the TCP TF is targeted by miR319 (Palatnik et al. 2003; Nag et al. 2009; 
Xu et al. 2014).

Eucalyptus, the most dominant genus in the Australian flora, belongs to the Myrtaceae family. The genus contains more than 800 
species and dominates the much of Australia (Macphail & Thornhill 2016). With its rapid growth and superior tree characteristics, 
eucalyptus is used for tree planting in more than 100 countries on six continents. Eucalyptus grandis and E. globulus are preferred in 
breeding programs worldwide (İlhan 2018). Eucalyptus offers renewable resources for the paper industry, biomaterials, and bioenergy 
production; its high concentrations of mono- and sesquiterpenes also provide ecological functions as well as medical and industrial 
uses (Myburg et al. 2014).

So far, TCP TF members have been detected in Arabidopsis (Li 2015), O. sativa (Yao et al. 2007), Solanum licopersicum L. (Parapunova 
et al. 2014), cotton (Zheng et al. 2018), apple (Xu et al. 2014), sorghum (Francis et al. 2016), common bean (Ilhan et al. 2018), soybean 
(Feng et al. 2018), wheat (Zhao et al. 2018), grape (Jiu et al. 2019; Leng et al. 2019; Min et al. 2018), alfalfa (Wang et al. 2018), carrot 
(Feng et al. 2019). While the importance of TCP genes on growth and development is widely-known, a detailed analysis has yet to be 
performed on Eucalyptus grandis. In this study, a comparative bioinformatics and in silico gene expression analysis in different tissues 
of the TCP gene family members in Eucalyptus grandis was performed,and putative Egra-TCPs were identified by genome-wide scans. 
Additionally, phylogenetic relationships, chromosomal distribution, gene structures, conserved motif, and cis-acting element analyzes 
were performed. The findings from this study will allow for a better understanding of the potential functions and classification of Egra-
TCPs. In addition, it aid future functional studies of the eucalyptus plant.

2. Material and Methods

2.1. Identification of TCP proteins in the eucalyptus genome

The Pfam Accession Number for TCP TF (PF03634; https://www.ebi.ac.uk/interpro/entry/pfam/PF03634/) was obtained from the Pfam 
database. Protein sequences of the TCP gene family in the genome of Eucalyptus (Myburg et al. 2014), Arabidopsis thaliana (Lamesch 
et al. 2012), and Vitis vinifera (Jaillon et al. 2007) were retrieved from Phytozome Database v13 (https://phytozome-next.jgi.doe.
gov/) using the Pfam Accession Number PF03634. Both blastp in the Phytozome Database v13 and a hidden Markov model (HMM) 
(http://www.ebi.ac.uk) were used to scan the E. grandis genome with default parameters to find all probable TCP proteins in the 
eucalyptus genome. TCP protein sequences belonging to maize (Zea mays), common snapdragon (AmCYC, AmCIN) and rice (Oryza 
sativa) (OsPCF1: LOC_Os04g11830, OsPCF2: LOC_Os08g43160) were obtained form Ilhan et al. (2018). The molecular weight and 
theoretical isoelectric point (pI) of the obtained Egra-TCP proteins were determined using the “ProtParam tool” (https://web.expasy.
org/protparam/) according to Kasapoğlu et al. (2020).

Structure, physical locations, gene duplications, identification of conserved motifs, and phylogenetic analyzes of Egra-TCP genes

The Gene Structure Display Server v2.0 (http://gsds.gao-lab.org/) was utilized to define on the exon and intron regions of the Egra-TCP 
proteins (Hu et al. 2015). Genomic and coding DNA sequences have been used to predict the position information of Egra-TCP genes. 
Using the Phytozome Database v13, the chromosomal locations and sizes of the Egra-TCP genes were determined. All TCPs were 
mapped onto the Eucalyptus chromosomes by Circos (Krzywinski et al. 2009; a syntonic map was subsequently displayed by TBtools) 
(Chen et al. 2020). 

The “Multiple EM for Motif Elimination (MEME) Tool” was used to identify additional conserved motifs of the Egra-TCP proteins 
(Bailey et al. 2006). The parameters of the MEME tool were set as previously described (Ilhan et al. 2018). Identified motifs were 
scanned using the default settings of the InterPro database (Quevillon et al. 2005). In addition, for conserved region sequence analysis, 
sequence logo analyzes of the bHLH domains were drawn using the WEBLOGO online web tool (Crooks et al. 2004). 

Phylogenetic analyzes were performed according to the neighbor-joining (NJ) method with 1000 replicated bootstrap values. A protein 
sequence alignment of the Egra-TCP was performed using ClustalW (Thompson et al. 1997). In addition, a phylogenetic tree was 
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obtained using the MEGA v7 program (Kumar et al. 2016). The tree was shaped using the Interactive Tree of Life (iTOL) interface 
(Letunic & Bork 2011). 

2.2. Subcellular localization and promoter analyses of eucalyptus TCP gene family

PlantCARE (http://bioinformatics.psb.ugent.be/webtools/plantcare/html/) was used to perform cis-acting element analysis in 5’ 
upstream regions (Supplementary File 1) encompassing roughly 2 kilobases DNA segments of each sequence of the Eucalyptus TCP 
gene members (Lescot et al. 2002), after which TBTools software was used to draw the phenogram (Chen et al. 2020). Subcellular 
localizations were estimated via WoLFPSORT (Horton et al. 2007).

2.3. The Orthologous Relationships

Using MCScanX (Wang et al. 2012) with default parameters, gene duplication events between E. grandis, A. thaliana, and V. vinifera 
were determined. The substitution rates of Ka (non-synonymous substitution rate), Ks (synonymous substitution rate), and Ka/Ks 
between duplicate pairs of Egra-TCP genes were calculated and synteny maps were drawn using TBTools.

2.4. In silico gene expression analysis

Illimuna RNAseq datasets were obtained using the Phytozome Database v13. Expression profiles of the Egra-TCP genes were analyzed 
in special tissue libraries obtained from six different plant tissues (Floem, immature xylem, xylem, mature leaf, shoot tips and young 
leaf). In silico expression profiles were calculated with Cufflinks in units of FPKM (Expected number of fragments per kilobase of 
sequenced transcript per million base pairs) (Trapnell et al. 2013). The values of FPKM were converted to logarithm base 2, and a 
heatmap was created using the CIMMiner (https://discover.nci.nih.gov/cimminer/).

3. Results and Discussion

3.1. Identification of E. grandis TCP Genes

The sequences of TCP gene family members were obtained from Eucalyptus grandis, Arabidopsis thaliana, and Vitis vinifera genomes 
using the Phytozome Database v13 with the TCP gene family accession number acquired from the Pfam server. The TCP domains in the 
obtained sequences were confirmed through an HMM analysis. Through these analyzes, 16 TCP genes were identified in eucalyptus. 
The amino acid numbers, theoretical pIs, and instability indices of these genes are provided on Table 1.

The lengths of the eucalyptus TCP proteins range from 194 to 464. The longest amino acid sequence was Egra-TCP-10 with 464, while 
the shortest sequence was Egra-TCP-11 with 194 amino acids. Similarly, the highest molecular weights of Egra-TCP proteins were 
obtained in Egra-TCP-10 with 47.19 kDa, while the lowest was in Egra-TCP-1 with 21.68 kDa. While the theoretical pIs vary between 
6.44and 10.07, the lowest value was determined in Egra-TCP-7 and the highest value was determined in Egra-TCP-4. The instability 
indices were altered from 30.63 (Egra-TCP-11) to 72.42 (Egra-TCP-4). According to these results, the instability index of Egra-TCP-11 
was lower than 40, indicating that this protein is relatively stable.

Table 1- The information about TCP gene family members found in Eucalyptus genome

Gene 
ID

Phytozome 
ID Chromosome location aa 

lenght MW (Da) pI Instability 
index Classifies

Subcellular 
localization 
(WolfPSORT)

NCBI accession 
no

Egra-
TCP-1

Eucgr.
A01143.1

Chr01:25174892..25175768 
(+)

206 21680.53 7.70 62.41 unstable nucl: 5, mito: 
5, cyto: 2, 
chlo: 1, plas: 1

XP_010046620.1

Egra-
TCP-2

Eucgr.
A02843.1

Chr01:43511787..43513420 
(+)

343 35580.41 9.05 63.56 unstable nucl: 14 XP_010025203.1

Egra-
TCP-3

Eucgr.
B00471.1

Chr02:4499527..4501083 (-) 427 44907.43 6.70 67.88 unstable nucl: 14 XP_010029552.1

Egra-
TCP-4

Eucgr.
B03427.1

Chr02:52680182..52680991 
(+)

270 28668.77 10.07 72.42 unstable nucl: 11, mito: 
2, cyto: 1

XP_010046658.1

Egra-
TCP-5

Eucgr.
B03529.1

Chr02:55205056..55206564 
(+)

286 30207.42 6.45 52.72 unstable nucl: 14 XP_010044850.1
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Table 1- Continued

Gene 
ID

Phytozome 
ID Chromosome location aa 

lenght MW (Da) pI Instability 
index Classifies

Subcellular 
localization 
(WolfPSORT)

NCBI accession 
no

Egra-
TCP-6

Eucgr.
B00608.1

Chr02:6164848..6167321 (+) 405 44419.28 6.60 60.86 unstable nucl: 11, chlo: 
2, extr: 1

XP_010045604.1

Egra-
TCP-7

Eucgr.
B00699.1

Chr02:7267363..7269590 (-) 383 42610.25 6.44 48.51 unstable nucl: 13, 
cyto: 1

XP_010031709.1

Egra-
TCP-8

Eucgr.
D02422.1

Chr04:37891043..37892367 
(+)

300 32028.58 7.26 57.79 unstable nucl: 14 XP_010053872.1

Egra-
TCP-9

Eucgr.
F01204.1

Chr06:16221067..16223636 
(-)

414 44803.27 6.66 63.06 unstable nucl: 13, 
cyto: 1

XP_010060659.1

Egra-
TCP-10

Eucgr.
F02587.1

Chr06:37967375..37969007 
(-)

464 47191.71 8.09 60.85 unstable nucl: 14 XP_010064787.1

Egra-
TCP-11

Eucgr.
G02354.1

Chr07:44218919..44219500 
(+)

194 21807.44 9.62 36.63 stable nucl: 13, 
cyto: 1

XP_010068762.1

Egra-
TCP-12

Eucgr.
I02038.1

Chr09:29927883..29930010 
(+)

338 37109.33 6.85 61.83 unstable nucl: 10, chlo: 
1, cyto: 1, 
extr: 1, vacu: 1

XP_010029390.1

Egra-
TCP-13

Eucgr.
J01466.1

Chr10:18021225..18022148 
(-)

308 35211.63 9.27 59.34 unstable nucl: 12.5, 
cyto_nucl: 7, 
chlo: 1

XP_010034424.1

Egra-
TCP-14

Eucgr.
K01089.1

Chr11:13919096..13921146 
(-)

358 39055.27 7.23 59.46 unstable nucl: 14 XP_010035834.1

Egra-
TCP-15

Eucgr.
K02535.1

Chr11:33244993..33246287 
(+)

342 38224.07 8.44 49.06 unstable cyto: 8, nucl: 
4, plas: 1.5, 
golg_plas: 1.5

XP_010037244.1

Egra-
TCP-16

Eucgr.
K02654.1

Chr11:33796218..33797790 
(-)

367 42209.24 8.38 52.99 unstable nucl: 14 XP_010037346.1

3.2. Physical locations and structure of Egra-TCP genes, gene duplications, identification of conserved motifs, and phylogenetic 
analyzes

The positions of the Egra-TCP genes in the genome were obtained from the Phytozome Database v13. All Egra-TCP genes were 
mapped to eucalyptus chromosomes using Circos (Figure 1). The Egra-TCPs are located on chromosomes 1, 2, 4, 6, 7, 9, 10, and 11, 
with most of their 5 genes on chromosome 2 and at least 1 gene on each of chromosomes 4, 7, 9, and 10. 

The exon and intron numbers were determined through a structural analysis performed on the Egra-TCPs using the Gene Structure 
Display Server v2.0 (Figure 2). According to the gene structure analysis, 2 introns were detected in Egra-TCP-8 and 1 intron in Egra-
TCP-7, -15, and -16 (TCP-C member genes). In addition, Egra-TCP-7 and -16 genes are in a similar group based on the phylogenetic 
tree. Again, Egra-TCP-7, -8, -15, and -16 genes were found to contain 2, 3, 2, and 2 exons, respectively. Twelve of these 16 genes are 
entirely intronless. Studies have shown that intronless genes are characteristic of a prokaryotic genome. Additionally, the existence of 
intronless genes in eukaryotic genomes has been known for past 20 years (Makeyev et al. 1999; Sugiyama et al. 1999). Many plant 
species have genes with no intron, including model organisms such as A. thaliana, O. sativa, and Populus (Yang et al. 2009). It has been 
reported that retrogenes are also intronless, and many retrogenes are found in eukaryotic genomes (Zhang et al. 2005). These intronless 
genes in the eukaryotic genomes are known to be important in comparative genomic and evolutionary studies (Zou et al. 2011; Ilhan 
et al. 2018). The intronless genes have been found in studies with TCP genes in different plant genomes. Approximately 77.8% of 
Phaseolus vulgaris TCP genes are intronless (Ilhan et al. 2018). Similarly, thirteen genes have been discovered in Prunus meme (Zhou 
et al. 2016), thirty-two in apple (Xu et al. 2014), forty in tobacco (Chen et al. 2016), thirty-two in Gossypium raimondii (Min et al. 
2018), twelve in V. vinifera (Jiu et al. 2019), sixty-eight in Gossypium barbadense (Zheng et al. 2018), and fifty-one in Brassica juncea 
var. tumida (He et al. 2020).
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Figure 1- Chromosomal distribution and gene duplication events of Egra-TCP genes 
The black curves indicate segmentally-duplicated genes. The lengths of eucalyptus chromosomes can be predicted according to the 

scale given

One of the most crucial evolutionary mechanisms that produce genetic diversity and functional novelty is gene duplication (Huo et al. 
2018). Tandem and segmental duplications have an important role in the proliferation of plant gene families and the acquisition of new 
gene functions in the evolutionary process (Kondrashov et al. 2002; Cao et al. 2021). Gene duplication events have been a sunject of 
study in order to better determine the evolutionary relationships of members of the E. grandis TCP gene family. A total of 6 duplicate 
gene pairs were identified between Egra-TCPs using the MCScanX (Table 2, Figure 1). All of the duplicating gene pairs identified 
were found to be whole genome duplication or segmental duplication genes. Previous studies on the TCP gene family reported that 
there are both segmental and WGD duplications in apples (Xu et al. 2014), and tandem duplications in addition to these duplication 
events in Arabidopsis and rice (Yao et al. 2007). Moreover, it has been suggested that these duplications occurred during the evolution 
of the angiosperm (Yao et al. 2007). New gene functions obtained during these widespread plant duplication events lead to significant 
evolutionary changes (Navaud et al. 2007).

TBTools software was used to compute the Ka, Ks and Ka/Ks values, as a good indicator of the selection pressure at the protein level. 
A Ka/Ks value less than 1 means purifying selection, while a value greater than 1 means positive selection. If Ka/Ks are equal to 1, 
it indicates neutral selection in the evolutionary process (Juretic et al. 2005; İlhan 2018; Kizilkaya et al. 2020). The fact that Ka/Ks is 
less than 1 among WGD or segmental duplication gene pairs found among Egra-TCP genes in this study suggests that they are under 
purifying selection in the evolutionary process (Table 2). As seen in Table 2, the Ka/Ks value could not be calculated between the Egra-
TCP-7/Egra-TCP-11 gene pair. 

The “MEME tool” was performed to discover more Egra-TCP conserved motifs (Bailey et al. 2006; Aygören et al. 2022). In the 
preserved motif analysis, 15 preserved motifs were detected. The length of the determined motifs varied between 2 and 50. The most 
motifs were detected in Egra-TCP-10 (10 motifs), while the least motifs were detected in Egra-TCP-5 and Egra-TCP-14 with 2 motifs. 
The sequence obtained from Motif-1 in InterProScan searches included the TCP domain. Motif-5 shows the CYC/TB1 and R domains 
(Figure 3, Supplementary File 1). Motif -1 is found in all Egra-TCP genes, while Motif-5 containing the R domain, is found in Egra-
TCP-4, -7, -11, -13, -15, and -16 genes.
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Table 2- Ka, Ks, Ka/Ks values, Selection pressure, and duplication type of Egra-TCPs
Gene 1 Gene 2 Ka Ks Ka/Ks Selection pressure Duplication type
Egra-TCP-3 Egra-TCP-4 0.464 1.094 0.424 Purifying WGD or Segmental
Egra-TCP-6 Egra-TCP-12 0.533 2.618 0.204 Purifying WGD or Segmental
Egra-TCP-6 Egra-TCP-15 0.582 1.582 0.368 Purifying WGD or Segmental
Egra-TCP-7 Egra-TCP-16 0.502 2.248 0.223 Purifying WGD or Segmental
Egra-TCP-11 Egra-TCP-13 0.571 3.596 0.159 Purifying WGD or Segmental
Ka : Non-synonymous substitution rate, Ks: Snonymous substitution rate

Figure 2- Exon and intron structures of Egra-TCP genes. The dark-blue and yellow boxes indicate UTRs and exon regions, 
respectively, and the black lines represent introns

Figure 3- Additional motif analysis of Egra-TCPs. Fifteen motifs are displayed in different colors

A sequence alignment analysis showed that all TCPs contain conserved basic helix loop helix. In addition, according to this analysis, 
the members of the PFC group have a deletion of four amino acids compared to the members of the TCP-P group in terms of the basic 
helix loop helix domain (Figure 4). This result is compatible with the phylogenetic analysis results.
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Figure 4- Sequence alignment of Egra-TCPs containing bHLH domain

To further examine the function of Egra-TCPs, the phylogenetic relationships were analyzed. TCP proteins from Arabidopsis thaliana, 
Vitis vinifera, maize (TB1), the common snapdragon (AmCYC, AmCIN) and rice (OsPCF) plants, and E. grandis were aligned based 
on multiple sequence alignment in MEGA v7 program with bootstrap values using the Neighbor-Joining method. A supported rootless 
tree is drawn. The tree was organized with iTOL (Figure 5). 

Egra-TCP proteins are divided into 2 different major groups, Class I and Class II. Class I clan is known as TCP-C clan, while Class II 
clan is known as TCP-P. Class I group TB1/CYC clades, including TB1 and AmCYC, contain Egra-TCP-7, -11, -13, and 16 proteins. 
The CIN clade of the Class II group contain AmCIN contains Egra-TCP-6, -9, -12, -14, and -15 proteins, while the TCP-C clade 
contains OsPFC-1, OsPFC-2, Egra-TCP-1, -2, -3, -4, -5, -8 and -10 proteins.

3.3. Subcellular Localization and promotor analysis of Egra-TCP gene family

The subcellular localization of the Egra-TCPs was estimated using the WoLFPSORT program (Table 1). The Egra-TCP-2, -3, -5, -8, 
-10, -14, and -16 proteins are estimated to be located in the nucleus, while some Egra-TCP proteins have been estimated to be located in 
organelles such as the nucleus, mitochondria, vacuoles, golgi apparatus, and chloroplasts. Previous studies predicted that TCP proteins 
are predominantly located in the nucleus (Leng et al. 2019; Lin et al. 2019).

To further examine the function and regulatory mechanism of the Egra-TCP genes, a promoter region analysis was performed. The 
approximately 2000 bp genomic sequence of the Egra-TCP genes has been uploaded to the PlantCARE database. Using the data 
obtained as a result of the analysis, a phenogram was drawn with the help of TBTools (Figure 6). 

The cis-acting elements in the promoter sequence of the Egra-TCPs were collected in six groups:environmetal stress, development, 
promoter-related, hormone-related, light responsiveness, and site binding-related. Whereas each Egra-TCP had an average of 130 cis-
acting elements, Egra-TCP-13 had the most, with 165; the lowest cis-acting number was Egra-TCP-4 with 106. The GCN4_motif, 
which is one of the elements involved in endosperm expression, was determined in Egra-TCP-2, 3, -7, -9, and -14 genes. The element 
associated with meristem expression, CAT-box, were found in Egra-TCP-1, -2, -9, 10, -11, -13, -14 and -16 genes. Hormone-related 
cis-acting elements such as ABRE, TCA-element, CGTCA-motif, TGACG-motif, GARE-motif, P-box, TATC box, ERE, AuxRR-
core, and TGA-element have been detected in some of the Egra-TCP genes’ promoter regions. The fact that many hormonal-related 
elements have been found in the promoter regions of the Egra-TCP genes suggests that these genes have important roles in growth and 
development. Elements such as ARE, MBS, MBS, and LTR were determined as elements related to environmental stress (Table S2 and 
S3). This supports our findings in previous studies (Ilhan et al. 2018).
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Figure 6- Cis-acting element analysis of Egra-TCP genes according to information obtained from the PlantCARE database

Figure 5- A phyologenetic tree of Eucalyptus grandis, Arabidopsis thaliana, and Vitis vinifera TCP proteins, maize (TB1), common 
snapdragon (AmCYC, AmCIN), and O. sativa (OsPCF1 and OsPCF2) proteins. The tree was drawn using the MEGA v7 and 

Neighbor-joining (NJ) algorithm with 1000 replicated-bootstrap values



İlhan et al. - Journal of Agricultural Sciences (Tarim Bilimleri Dergisi), 2023, 29 (2): 413-426

421

3.4. The Orthologous Relationships 

TCP proteins are a conserved gene family among plant genomes. The orthologous association using the TCP genes Eucalyptus grandis, 
Vitis vinifera, and Arabidopsis thaliana was determined using MCScanX with default parameters. Our results showed orthologous pairs 
between the TCP genes of these three genomes (Table 3). In order to show the selection pressure in the evolutionary process, the Ka/Ks 
values of each orthologous gene pair were calculated. However, this value could not be calculated for some gene pairs. The calculated 
orthologous gene pair are under strong purifying selection pressure. 

To predict the TCP’s evolutionary pathways, a syntenic analysis of the TCP genes was performed in Eucalyptus grandis, Vitis vinifera, 
and Arabidopsis thaliana plants (Figure 7). The homology between E. grandis and Arabidopsis was higher than that between E. grandis 
and V. vinifera. In addition, when compared with the phylogenetic tree, these orthologous genes were determined to be in similar 
groups. Previous studies have revealed that TCP genes in similar groups show similar functions (Mondragon-Palomino and Trontin 
2011; Citerne et al. 2013; Feng et al. 2018). For this reason, it is thought that these genes may have similar functions.

Table 3- Ka, Ks, Ka/Ks values, and Selection pressure among E. grandis, V. vinifera, and A. thaliana 
orthologous genes

Gene 1 Gene 2 Ka Ks Ka/Ks Selection Pressure
E. grandis-V. vinifera
Egra-TCP-2 GSVIVT01027588001 0.472 2.796 0.169 Purifying
Egra-TCP-2 GSVIVT01019876001 0.426 3.008 0.142 Purifying
Egra-TCP-4 GSVIVT01008023001 0.432 1.859 0.232 Purifying
Egra-TCP-4 GSVIVT01020011001 0.412 1.770 0.233 Purifying
Egra-TCP-7 GSVIVT01008234001 0.309 1.521 0.203 Purifying
Egra-TCP-8 GSVIVT01027588001 0.509 1.408 0.361 Purifying
Egra-TCP-9 GSVIVT01014236001 0.315 1.567 0.201 Purifying
Egra-TCP-12 GSVIVT01008109001 0.371 1.993 0.186 Purifying
Egra-TCP-12 GSVIVT01032911001 0.431 2.222 0.194 Purifying
Egra-TCP-13 GSVIVT01036449001 0.575 3.086 0.186 Purifying
Egra-TCP-14 GSVIVT01020666001 0.467 3.824 0.122 Purifying
Egra-TCP-14 GSVIVT01021167001 0.606 2.738 0.221 Purifying
Egra-TCP-15 GSVIVT01008109001 0.359 2.528 0.142 Purifying
Egra-TCP-16 GSVIVT01008234001 0.483 2.093 0.231 Purifying
E. grandis-A. thaliana
Egra-TCP-7 AT1G68800.1 0.655 3.981 0.164 Purifying
Egra-TCP-7 AT3G18550.1 0.790 3.100 0.255 Purifying
Egra-TCP-13 AT3G18550.1 0.751 2.834 0.265 Purifying
Egra-TCP-15 AT5G60970.1 0.747 2.884 0.259 Purifying
Ka : Non-synonymous substitution rate, Ks: Snonymous substitution rate
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Figure 7- The orthologous relationships among E. grandis/A. thaliana (left) and E. grandis/V. vinifera (right). Black linker lines 
represented the syntenic relationships between E. grandis, V. vinifera, and A. thaliana TCP genes

3.5. In silico gene expression analyzes of TCP genes across various tissues

Different members of gene families are involved in different physiological processes among different tissues. In order to understand 
the expression differences and functions of TCP genes in plant growth and development, the expression values of tissue-specific TCP 
genes were analyzed with the data obtained from the Phytozome Database v13 (Figure 8).

Figure 8- The expression levels of Egra-TCP genes in different tissues. The heatmap below indicates where the 16 Egra-TCPs are 
grouped in the six tissues. On the right are the names of the genes. Scale bars at the top display each gene’s log 2 transformed 

FPKM values
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It is seen that Egra-TCP-2, -5, and -10 have high expression levels in immature xylem, phloem, xylem, shoot tips, mature leaf, and young 
leaf tissues. While the remaining Egra-TCPs were not expressed in tissues such as immature xylem, phloem, and xylem, it was observed 
that they had little expression in shoot tips, mature leaf, and young leaf tissues. This result reveals that TCP genes are expressed tissue-
specifically. Similar results have been recorded in other studies (Feng et al. 2018; Leng et al. 2019; Ling et al. 2020). A number of studies, 
however, have shown that TCP genes have different expression levels in different developmental stages of the plant (Pestana-Calsa et al. 
2012; Xu et al. 2014; Min et al. 2018; Zheng et al. 2018; He et al. 2020). In addition, when the expression levels of duplicate Egra-TCP 
paralogs were compared, differences in gene expressions were detected, for example, the WGD or segmentally duplicated Egra-TCP-6/
Egra-TCP-12 gene pair. While Egra-TCP-12 has a high expression level in shoot tips, mature leaf, and young leaf tissues, the expression 
level of Egra-TCP-6 is almost absent in shoot tips and young leaf tissues, and has been detected very little in mature leaf tissue. Tissue-
specific expression differences are considered to be an indicator of functional transformations between genes (Makova and Li 2003; Li 
et al. 2005; Nag et al. 2009). The duplicated genes and the member of gene family and can acquire new biological functions during the 
evolution of the plant (Nag et al. 2009). Due to, Egra-TCP paralog gene pairs can acquire different functions in different tissues.

4. Conclusions

In this study, using in silico approaches in the eucalyptus genome, 16 TCP gene family members were identified. These genes are 
distributed in 7 different eucalyptus chromosomes. According to the gene expression analyses performed in immature xylem, phloem, 
xylem, shoot tips, mature leaf, and young leaf tissues, it was determined that Egra-TCPs have different expression levels in different 
tissues. In additiom, members of this gene family can take on different physiological functions in the growth and development processes 
of the plant. This contributes to our understanding of the functions and classification of TCP genes in the eucalyptus plant.

Acknowledgments

This study was presented at the International Conference on Food, Agriculture and Animal Sciences (ICOFAAS 2018) and published 
in the Abstract Book as an abstract.

Data availability: Data are available on request due to privacy or other restrictions.

Authorship Contributions: Design: E.İ., Analysis or Interpretation: E.İ., A.G.K., S.M., Writing: E.İ., S.M., A.S.A., M.A.

Conflict of Interest: No conflict of interest was declared by the authors. 

Financial Disclosure: The authors declared that this study received no financial support.

References
Aguilar-Martinez J A & Sinha N (2013). Analysis of the role of Arabidopsis class I TCP genes AtTCP7, AtTCP8, AtTCP22, and AtTCP23 in leaf 

development. Front Plant Sci 4:406. doi.org/10.3389/fpls.2013.00406 
Aygören A S, Muslu S, Isıyel M, Öner B M, Kasapoğlu A G, Aydınyurt R, Yaprak E, Uçar S, İlhan E & Aydın M (2022). Genome-Wide Analysis 

and Characterization of the VPE Gene Family under Salt and Drought Stress in Common Bean Genotypes. European Journal of Science and 
Technology, Ejosat Special Issue 2022 (ICAENS) 553-560. doi.org/10.31590/ejosat.1083440

Bailey T L, Williams N, Misleh C & Li W W (2006). MEME: discovering and analyzing DNA and protein sequence motifs. Nucleic Acids Research 
34: W369-W373. doi.org/10.1093/nar/gkl198 

Cao P B, Le T, Chu H D, Le L, L, T, Aza, S, La V, Tran T & Vu X (2021). Genome-wide Analysis of Aldehyde Dehydrogenase (ALDH) Gene Superfamily 
in Eucalyptus grandis by Using Bioinformatics Methods. Asian Journal of Plant Sciences 20(2): 210-219. doi.org/10.3923/ajps.2021.210.219

Chen C, Chen H, Zhang Y, Thomas H R, Frank M H, He Y & Xia R (2020). TBtools: An Integrative Toolkit Developed for Interactive Analyses of 
Big Biological Data. Mol Plant 13(8): 1194-1202. doi.org/10.1016/j.molp.2020.06.009 

Chen L, Chen Y Q, Ding A M, Chen H, Xia F, Wang W F & Sun Y H (2016). Genome-wide analysis of TCP family in tobacco. Genet Mol Res 15(2): 
doi.org/10.4238/gmr.15027728. 

Citerne H L, Le Guilloux M, Sannier J, Nadot S & Damerval C (2013). Combining Phylogenetic and Syntenic Analyses for Understanding the 
Evolution of TCP ECE Genes in Eudicots. PLoS One 8(9): e74803. doi.org/10.1371/journal.pone.0074803 

Crooks G E, Hon G, Chandonia J M & Brenner S E (2004). WebLogo: A sequence logo generator. Genome Res 14(6): 1188-1190. doi.org/10.1101/
gr.849004 

Danisman S, van der Wal F, Dhondt S, Waites R, de Folter S, Bimbo A, van Dijk A D, Muino J M, Cutri L, Dornelas M C, Angenent G C & Immink R G 
H (2012). Arabidopsis Class I and Class II TCP Transcription Factors Regulate Jasmonic Acid Metabolism and Leaf Development Antagonistically. 
Plant Physiol 159(4): 1511-1523. doi.org/10.1104/pp.112.200303 



İlhan et al. - Journal of Agricultural Sciences (Tarim Bilimleri Dergisi), 2023, 29 (2): 413-426

424

Ding S, Cai Z, Du H & Wang H (2019). Genome-Wide Analysis of TCP Family Genes in Zea mays L. Identified a Role for ZmTCP42 in Drought 
Tolerance. Int J Mol Sci 20(11): 2762. doi.org/10.3390/ijms20112762 

Doebley J, Stec A & Hubbard L (1997). The evolution of apical dominance in maize. Nature 386(6624): 485-488. doi.org/10.1038/386485a0 
Feng K, Hao J N, Liu J X, Huang W, Wang G L, Xu Z S, Huang Y & Xiong A S (2019). Genome-wide identification, classification, and expression 

analysis of TCP transcription factors in carrot. Canadian Journal of Plant Science 99(4): 525-535. doi.org/10.1139/cjps-2018-0232 
Feng Z J, Xu S C, Liu N, Zhang G W, Hu Q Z & Gong Y M (2018). Soybean TCP transcription factors: Evolution, classification, protein interaction 

and stress and hormone responsiveness. Plant Physiol Biochem 127: 129-142. doi.org/10.1016/j.plaphy.2018.03.020 
Francis A, Dhaka N, Bakshi M, Jung K H, Sharma M K & Sharma R (2016). Comparative phylogenomic analysis provides insights into TCP gene 

functions in Sorghum. Sci Rep 6:38488. Erratum in: Sci Rep 2017;7:45801. doi.org/10.1038/srep38488 
He J, He X, Chang P, Jiang H, Gong D & Sun Q (2020). Genome-wide identification and characterization of TCP family genes in Brassica juncea var. 

tumida. PeerJ 8: e9130. doi.org/10.7717/peerj.9130 
Horton P, Park K J, Obayashi T, Fujita N, Harada H, Adams-Collier C J & Nakai K (2007). WoLF PSORT: protein localization predictor. Nucleic Acids 

Res 35: W585-W587. doi.org/10.1093/nar/gkm259 
Hu B, Jin J, Guo A Y, Zhang H, Luo J C & Gao G (2015). GSDS 2.0: an upgraded gene feature visualization server. Bioinformatics 31(8): 1296-1297. 

doi.org/10.1093/bioinformatics/btu817 
Huo, N, Zhang S, Zhu T, Dong L, Wang Y, Mohr T, Hu T, Liu Z, Dvorak J, Luo M C, Wang D, Lee J Y,Altenbach S & Gu Y Q (2018). Gene duplication 

and evolution dynamics in the homeologous regions harboring multiple prolamin and resistance gene families in hexaploid wheat. Front Plant Sci 
9: 673. doi.org/10.3389/fpls.2018.00673 

İlhan E (2018). Genome-wide analysis of Eucalyptus grandis YABBY transcription factors. Turkish Journal of Agricultural Research 5(2): 158-166. 
doi.org/10.19159/tutad.408654

Ilhan E, Buyuk I & Inal B (2018). Transcriptome - Scale characterization of salt responsive bean TCP transcription factors. Gene 642: 64-73. doi.
org/10.1016/j.gene.2017.11.021 

Jaillon O, Aury J M, Noel B, Policriti A, Clepet C, Casagrande A, Choisne N, Aubourg S, Vitulo N, Jubin C, Vezzi A, Legeai F, Hugueney P, Dasilva 
C, Horner D, Mica E, Jublot D, Poulain J, Bruyère C, Billault A, Segurens B, Gouyvenoux M, Ugarte E, Cattonaro F, Anthouard V, Vico V, Del 
Fabbro C, Alaux M, Di Gaspero G, Dumas V, Felice N, Paillard S, Juman I, Moroldo M, Scalabrin S, Canaguier A, Le Clainche I, Malacrida G, 
Durand E, Pesole G, Laucou V, Chatelet P, Merdinoglu D, Delledonne M, Pezzotti M, Lecharny A, Scarpelli C, Artiguenave F, Pè M E, Valle G, 
Morgante M, Caboche M, Adam-Blondon A F, Weissenbach J, Quétier F, Wincker P (2007). The grapevine genome sequence suggests ancestral 
hexaploidization in major angiosperm phyla. Nature 449(7161): 463-467. doi.org/10.1038/nature06148 

Jiu S, Xu Y, Wang J, Wang L, Wang S, Ma C, Guan L, Abdullah M, Zhao M, Xu W, Ma W & Zhang C (2019). Genome-Wide Identification, 
Characterization, and Transcript Analysis of the TCP Transcription Factors in Vitis vinifera. Front Genet 10. doi.org/10.3389/fgene.2019.01276 

Juretic N, Hoen D R, Huynh M L, Harrison P M & Bureau T E (2005). The evolutionary fate of MULE-mediated duplications of host gene fragments 
in rice. Genome Res 15(9): 1292-1297. doi.org/10.1101/gr.4064205 

Kasapoğlu A G, İlhan E, Kızılkaya D, Hossein-Pour A & Haliloğlu K (2020). Genome-Wide Analysis of BES1 Transcription Factor Family in 
Sorghum [Sorghum bicolor (L.) Moench] Genome. Turkish Journal of Agricultural Research 7(1): 85-95. doi.org/10.19159/tutad.671605

Kizilkaya D, Kasapoğlu A G, Hossein-pour A, Haliloğlu K, Muslu S & Ilhan E (2020). Genome wide analysis of Sorghum bicolor L. CAMTA 
transcription factors. Atatürk University Journal of Agricultural Faculty 51(3): 267-278. doi.org/10.17097/ataunizfd.690138

Kondrashov F A, Rogozin I B, Wolf Y I & Koonin E V (2002). Selection in the evolution of gene duplications. Genome Biology 3(2): RESEARCH0008. 
doi.org/10.1186/gb-2002-3-2-research0008 

Krzywinski M, Schein J, Birol I, Connors J, Gascoyne R, Horsman D, Jones S J & Marra M A (2009). Circos: An information aesthetic for comparative 
genomics. Genome Research 19(9): 1639-1645. doi.org/10.1101/gr.092759.109

Kumar S, Stecher G & Tamura K (2016). MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger Datasets. Molecular Biology and 
Evolution 33(7): 1870-1874. doi.org/10.1093/molbev/msw054

Lamesch P, Berardini T Z, Li D H, Swarbreck D, Wilk, C, Sasidharan R, Muller R, Dreher K, Alexander D L, Garcia-Hernandez M, Karthikeyan A S, 
Lee C H, Nelson W D, Ploetz L, Singh S, Wensel A & Huala E (2012). The Arabidopsis Information Resource (TAIR): improved gene annotation 
and new tools. Nucleic Acids Research 40(D1): D1202-D1210. doi.org/10.1093/nar/gkr1090 

Leng X, Wei H, Xu X, Ghuge SA, Jia D, Liu G, Wang Y & Yuan Y (2019). Genome-wide identification and transcript analysis of TCP transcription 
factors in grapevine. Bmc Genomics 20(1): 786. doi.org/10.1186/s12864-019-6159-2 

Lescot M, Dehais P, Thijs G, Marchal K, Moreau Y, Van de Peer Y, Rouze P & Rombauts S (2002). PlantCARE, a database of plant cis-acting 
regulatory elements and a portal to tools for in silico analysis of promoter sequences. Nucleic Acids Research 30(1): 325-327. doi.org/10.1093/
nar/30.1.325 

Letunic I & Bork P (2011). Interactive Tree of Life v2: online annotation and display of phylogenetic trees made easy. Nucleic Acids Res 39: 
W475-W478. doi.org/10.1093/nar/gkr201 

Li C, Potuschak T, Colón-Carmona A, Gutiérrez RA & Doerner P (2005). Arabidopsis TCP20 links regulation of growth and cell division control 
pathways. Proc Natl Acad Sci U S A 102(36): 12978-12983. doi.org/10.1073/pnas.0504039102 



İlhan et al. - Journal of Agricultural Sciences (Tarim Bilimleri Dergisi), 2023, 29 (2): 413-426

425

Li S (2015). The Arabidopsis thaliana TCP transcription factors: a broadening horizon beyond development. Plant Signal Behav 10(7): e1044192. 
doi.org/10.1080/15592324.2015.1044192 

Lin J S, Zhu M T, Cai M X, Zhang W P, Fatima M, Jia H F, Li F F & Ming R (2019). Identification and Expression Analysis of TCP Genes in 
Saccharum spontaneum L. Tropical Plant Biology 12(3): 206-218. doi.org/10.1007/s12042-019-09238-y 

Ling L, Zhang W R, An Y M, Du B H, Wang D & Guo C H (2020). Genome-wide analysis of the TCP transcription factor genes in five legume 
genomes and their response to salt and drought stresses. Functional & Integrative Genomics 20(4): 537-550. doi.org/10.1007/s10142-020-00733-0 

Liu Y, Guan X, Liu S, Yang M, Ren J, Guo M, Huang Z & Zhang Y (2018). Genome-Wide Identification and Analysis of TCP Transcription 
Factors Involved in the Formation of Leafy Head in Chinese Cabbage. International Journal of Molecular Sciences 19(3): 847. doi.org/10.3390/
ijms19030847 

Macphail M & Thornhill A H (2016). How old are the eucalypts? A review of the microfossil and phylogenetic evidence. Australian Journal of Botany 
64(8): 579-599.

Makeyev A V, Chkheidze A N & Liebhaber S A (1999). A set of highly conserved RNA-binding proteins, αCP-1 and αCP-2, implicated in mRNA 
stabilization, are coexpressed from an intronless gene and its intron-containing paralog. J Biol Chem 274(35): 24849-24857. doi.org/10.1074/
jbc.274.35.24849

Makova K D & Li W H (2003). Divergence in the spatial pattern of gene expression between human duplicate genes. Genome Res 13(7): 1638-1645. 
doi.org/10.1101/gr.1133803 

Martin-Trillo M & Cubas P (2010). TCP genes: a family snapshot ten years later. Trends Plant Sci 15(1): 31-39. doi.org/10.1016/j.tplants.2009.11.003 
Min Z, Zhang Y, Li R, Liu M, Ju Y, Fang Y & Meng J (2018). Genome-wide Analysis and Expression Profiling Suggest Diverse Roles of TCP Genes 

During Development and Stress Responses in Grapevine (Vitis vinifera L). South African Journal of Enology and Viticulture 39(2): 216-226. doi.
org/10.21548/39-2-2769 

Mondragon-Palomino M & Trontin C (2011). High time for a roll call: gene duplication and phylogenetic relationships of TCP-like genes in monocots. 
Ann Bot 107(9): 1533-1544. doi.org/10.1093/aob/mcr059 

Myburg AA, Grattapaglia D, Tuskan GA, Hellsten U, Hayes RD, Grimwood J, Jenkins J, Lindquist E, Tice H, Bauer D, Goodstein DM, Dubchak I, 
Poliakov A, Mizrachi E, Kullan AR, Hussey SG, Pinard D, van der Merwe K, Singh P, van Jaarsveld I, Silva-Junior OB, Togawa RC, Pappas MR, 
Faria DA, Sansaloni CP, Petroli CD, Yang X, Ranjan P, Tschaplinski TJ, Ye CY, Li T, Sterck L, Vanneste K, Murat F, Soler M, Clemente HS, Saidi 
N, Cassan-Wang H, Dunand C, Hefer CA, Bornberg-Bauer E, Kersting AR, Vining K, Amarasinghe V, Ranik M, Naithani S, Elser J, Boyd AE, 
Liston A, Spatafora JW, Dharmwardhana P, Raja R, Sullivan C, Romanel E, Alves-Ferreira M, Külheim C, Foley W, Carocha V, Paiva J, Kudrna 
D, Brommonschenkel SH, Pasquali G, Byrne M, Rigault P, Tibbits J, Spokevicius A, Jones RC, Steane DA, Vaillancourt RE, Potts BM, Joubert F, 
Barry K, Pappas GJ, Strauss SH, Jaiswal P, Grima-Pettenati J, Salse J, Van de Peer Y, Rokhsar DS & Schmutz J (2014). The genome of Eucalyptus 
grandis. Nature 510(7505): 356-362. doi.org/10.1038/nature13308

Nag A, King S & Jack T (2009). miR319a targeting of TCP4 is critical for petal growth and development in Arabidopsis. Proc Natl Acad Sci U S A 
106(52): 22534-22539. doi.org/10.1073/pnas.0908718106 

Navaud O, Dabos P, Carnus E, Tremousaygue D & Hervé C (2007). TCP transcription factors predate the emergence of land plants. J Mol Evol 65(1): 
23-33. doi.org/10.1007/s00239-006-0174-z

Palatnik J F, Allen E, Wu X L, Schommer C, Schwab R, Carrington J C & Weigel D (2003). Control of leaf morphogenesis by microRNAs. Nature 
425(6955): 257-263. doi.org/10.1038/nature01958 

Parapunova V, Busscher M, Busscher-Lange J, Lammers M, Karlova R, Bovy A G, Angenent G C & de Maagd R A (2014). Identification, cloning and 
characterization of the tomato TCP transcription factor family. Bmc Plant Biology 14: 157. doi.org/10.1186/1471-2229-14-157 

Pestana-Calsa MC, Pacheco CM, de Castro RC, de Almeida RR, de Lira NP & Junior TC (2012). Cell wall, lignin and fatty acid-related transcriptome in 
soybean: Achieving gene expression patterns for bioenergy legume. Genet Mol Biol 35(1): 322-330. doi.org/10.1590/S1415-47572012000200013 

Quevillon E, Silventoinen V, Pillai S, Harte N, Mulder N, Apweiler R & Lopez R (2005). InterProScan: protein domains identifier. Nucleic Acids Res 
33: W116-W120. doi.org/10.1093/nar/gki442 

Sugiyama A, Noguchi K, Kitanaka C, Katou N, Tashiro F, Ono T & Kuchino Y (1999). Molecular cloning and chromosomal mapping of mouse 
intronless myc gene acting as a potent apoptosis inducer. Gene 226(2); 273-283. doi.org/10.1016/S0378-1119(98)00547-2

Thompson J D, Gibson T J, Plewniak F, Jeanmougin F & Higgins D G (1997). The CLUSTAL_X windows interface: flexible strategies for multiple 
sequence alignment aided by quality analysis tools. Nucleic Acids Res 25(24): 4876-4882. doi.org/10.1093/nar/25.24.4876 

Trapnell C, Hendrickson D G, Sauvageau M, Goff L, Rinn J L & Pachter L (2013). Differential analysis of gene regulation at transcript resolution with 
RNA-seq. Nat Biotechnol 31(1): 46-53. doi.org/10.1038/nbt.2450

Wang H, Wang H, Liu R, Xu Y, Lu Z & Zhou C (2018). Genome-Wide Identification of TCP Family Transcription Factors in Medicago truncatula 
Reveals Significant Roles of miR319-Targeted TCPs in Nodule Development. Front Plant Sci 9: 774. doi.org/10.3389/fpls.2018.00774 

Wang Y, Tang H, Debarry J D, Tan X, Li J, Wang X, Lee T H, Jin H, Marler B, Guo H, Kissinger J C & Paterson A H (2012). MCScanX: a toolkit for 
detection and evolutionary analysis of gene synteny and collinearity. Nucleic Acids Res 40(7): e49. doi.org/10.1093/nar/gkr1293

Xu R, Sun P, Jia F, Lu L, Li Y, Zhang S & Huang J (2014). Genomewide analysis of TCP transcription factor gene family in Malus domestica. J Genet 
93(3): 733-746. doi.org/10.1007/s12041-014-0446-0 

Yang X, Jawdy S, Tschaplinski T J, & Tuskan G A (2009). Genome-wide identification of lineage-specific genes in Arabidopsis, Oryza and Populus. 
Genomics 93(5); 473-480. doi.org/10.1016/j.ygeno.2009.01.002



İlhan et al. - Journal of Agricultural Sciences (Tarim Bilimleri Dergisi), 2023, 29 (2): 413-426

426

Yao X, Ma H, Wang J & Zhang D B (2007). Genome-wide comparative analysis and expression pattern of TCP gene families in Arabidopsis, thaliana 
and Oryza sativa. Journal of Integrative Plant Biology 49(6): 885-897. doi.org/10.1111/j.1744-7909.2007.00509.x 

Zhang Y, Wu Y, Liu Y, & Han B (2005). Computational identification of 69 retroposons in Arabidopsis. Plant Physiol 138(2); 935-948. doi.org/10.1104/
pp.105.060244

Zhao J, Zhai Z, Li Y, Geng S, Song G, Guan J, Jia M, Wang F, Sun G, Feng N, Kong X, Chen L, Mao L & Li A (2018). Genome-Wide Identification 
and Expression Profiling of the TCP Family Genes in Spike and Grain Development of Wheat (Triticum aestivum L.). Front Plant Sci 9: 1282. doi.
org/10.3389/fpls.2018.01282 

Zheng K, Ni Z, Qu Y, Cai Y, Yang Z, Sun G & Chen Q (2018). Genome-wide identification and expression analyses of TCP transcription factor genes 
in Gossypium barbadense. Sci Rep 8(1): 14526. doi.org/10.1038/s41598-018-32626-5

Zhou Y, Xu Z, Zhao K, Yang W, Cheng T, Wang J & Zhang Q (2016). Genome-Wide Identification, Characterization and Expression Analysis of the 
TCP Gene Family in Prunus mume. Front Plant Sci 7: 1301. doi.org/10.3389/fpls.2016.01301

Zou M, Guo B & He S (2011). The roles and evolutionary patterns of intronless genes in deuterostomes. Comp Funct Genomics 2011: 680673. doi.
org/10.1155/2011/680673 

Copyright@Author(s) - Available online at https://dergipark.org.tr/en/pub/ankutbd.
Content of this journal is licensed under a Creative Commons Attribution-NonCommercial 4.0 International License.

Supplementary File 1 Link: http://glns.co/16hxg




