
1

Vol.:(0123456789)

Scientific Reports |        (2023) 13:18719  | https://doi.org/10.1038/s41598-023-45937-z

www.nature.com/scientificreports

Comparative RNA‑seq analysis 
of resistant and susceptible banana 
genotypes reveals molecular 
mechanisms in response to banana 
bunchy top virus (BBTV) infection
Darlon V. Lantican 1*, Jen Daine L. Nocum 1, Anand Noel C. Manohar 1, Jay‑Vee S. Mendoza 1, 
Roanne R. Gardoce 1, Grace C. Lachica 1,2, Lavernee S. Gueco 1 & Fe M. Dela Cueva 1

Bananas hold significant economic importance as an agricultural commodity, serving as a primary 
livelihood source, a favorite fruit, and a staple crop in various regions across the world. However, 
Banana bunchy top disease (BBTD), which is caused by banana bunchy top virus (BBTV), poses a 
considerable threat to banana cultivation. To understand the resistance mechanism and the interplay 
of host suitability factors in the presence of BBTV, we conducted RNA-seq-based comparative 
transcriptomics analysis on mock-inoculated and BBTV-inoculated samples from resistant (wild Musa 
balbisiana) and susceptible (Musa acuminata ‘Lakatan’) genotypes. We observed common patterns 
of expression for 62 differentially expressed genes (DEGs) in both genotypes, which represent the 
typical defense response of bananas to BBTV. Furthermore, we identified 99 DEGs exclusive to the 
’Lakatan’ banana cultivar, offering insights into the host factors and susceptibility mechanisms 
that facilitate successful BBTV infection. In parallel, we identified 151 DEGs unique to the wild M. 
balbisiana, shedding light on the multifaceted mechanisms of BBTV resistance, involving processes 
such as secondary metabolite biosynthesis, cell wall modification, and pathogen perception. 
Notably, our validation efforts via RT-qPCR confirmed the up-regulation of the glucuronoxylan 
4-O-methyltransferase gene (14.28 fold-change increase), implicated in xylan modification and 
degradation. Furthermore, our experiments highlighted the potential recruitment of host’s substrate 
adaptor ADO (30.31 fold-change increase) by BBTV, which may play a role in enhancing banana 
susceptibility to the viral pathogen. The DEGs identified in this work can be used as basis in designing 
associated gene markers for the precise integration of resistance genes in marker-assisted breeding 
programs. Furthermore, the findings can be applied to develop genome-edited banana cultivars 
targeting the resistance and susceptibility genes, thus developing novel cultivars that are resilient to 
important diseases.

Banana is a major fruit crop in the Philippines and remains to be a large contributor to the country’s dollar 
reserve, with an estimated total production of 2.40 million metric tons during the last quarter of 20201. ‘Caven-
dish’, ‘Saba’ and ‘Lakatan’ varieties had the highest production of 50.4%, 28.5% and 10.7%, respectively. Among 
the 57 banana cultivars in the Philippines, the most planted varieties are ‘Saba’, ‘Latundan’, ‘Lakatan’, ‘Bungulan’ 
and ‘Cavendish’. The ‘Cavendish’ variety contributes to about 50% of the country’s total export, being highly 
preferred by the global market2. Nevertheless, the Philippines is still ranked 3rd next to India and China in terms 
of 2010–2015 average global production but ranked 2nd (next to Ecuador) in terms of 2013 agricultural export 
value3. On a global scale, it’s impossible to understate the importance of bananas as a significant agricultural 
commodity. They serve as a primary source of livelihood and a staple crop in various parts of the world. Con-
sequently, it is imperative to prioritize the safeguarding of the global banana industry against threats that could 
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potentially harm the entire sector. However, the maximum potential in banana production is currently being 
hindered by biotic and abiotic factors, such as the spread of destructive plant diseases like the banana bunchy 
top disease (BBTD). Almost all regions cultivating bananas are affected by the prevalence of banana bunchy top 
disease. This underscores the need to develop next-generation methods for integrating into the global manage-
ment of the BBTD, such as biotechnology applications.

BBTD, caused by banana bunchy top virus (BBTV), is transmitted by an aphid vector (Pentalonia nigroner-
vosa Coquerel) and results to stunted growth, and an inability to produce fruits in bananas4, 5. The infection also 
occurs in other banana planting materials, hence the faster spread of the disease4. One effective way to control 
BBTD is early detection of the vector and/or host infection and immediate replacement of infected plantlets 
with BBTV-free planting materials. Still, deployment of BBTV-resistant banana varieties in conjunction with 
a high-throughput, rapid and sensitive BBTV detection system is still the most sustainable approach to attain-
ing optimum banana production. BBTV-resistant ‘Mapilak’ banana cultivar was previously developed through 
gamma irradiation and in vitro induced mutations of Musa acuminata ‘Lakatan’6. However, the resistance reac-
tion of this cultivar only accounted for 20% of the disease incidence reduction7. Hence, identification of new 
sources of resistance alleles to be introgressed in the existing elite varieties is still an area of further research. 
Fortunately, the Philippines has local access to natural genetic resources such as wild Musa balbisiana accessions 
with complete resistance against the pathogen8, 9.

Comparative RNA-seq analysis has aided in unraveling the mechanisms of disease resistance and identifica-
tion of host-factor genes in several crops. The response mechanisms of banana during infection of  race 1 and 
tropical race 4 of Fusarium oxysporum f. sp. cubense10 and Xanthomonas campestris pv. musacearum11 were also 
effectively elucidated based on this approach. To date, there are still no publications or reports explaining the 
molecular mechanisms of banana-BBTV interaction with varying resistance and susceptibility responses.

With the availability of confirmed BBTV-resistant wild M. balbisiana genotype from the Philippines, iden-
tification of host-factors and resistance genes through transcriptomics studies (i.e. RNA-seq) is now possible. 
Here, we provide insights into the molecular basis of disease resistance and host susceptibility between the wild 
M. balbisiana and BBTV-susceptible genotype ‘Lakatan’.

Results
Transcriptomic profiles of resistant and susceptible banana genotypes
Two banana genotypes, wild Musa balbisiana (BBTV-resistant9) and Musa acuminata ‘Lakatan’ (BBTV-sus-
ceptible6), were mock- and BBTV-inoculated by Pentalonia nigronervosa and the RNA samples from young 
leaf tissues were isolated at 72 h post-inoculation (hpi). In total, 12 RNA samples were sent for next-generation 
sequencing using Illumina NextSeq 500/550 to represent the total transcriptomic profiles of BBTV-free and 
BBTV-inoculated resistant and susceptible banana genotypes. Approximately 40–67 million raw reads (75-bp 
length per read) were generated from each sequencing library. All the raw reads generated from this study were 
uploaded to NCBI under BioProject Accession number PRJNA746416.

The M. acuminata version 2 genome assembly12 from the Banana Genome Hub (https://​banana-​genome-​
hub.​south​green.​fr) was used as reference in the genome-guided mapping of the RNA-seq reads for subsequent 
differential gene expression transcriptomic analysis. Around 5–14 million trimmed paired-end reads (~ 150-bp 
length) of the RNA-seq data were observed to uniquely map to the reference genome. On average, 94.56% (mock-
inoculated ‘Lakatan’), 94.25% (BBTV-inoculated ‘Lakatan’), 94.32% (mock-inoculated wild M. balbisiana), and 
94.25% (BBTV-inoculated wild M. balbisiana) were mapped to the genome (Supplementary Table S1).

Changes in expression patterns between wild M. balbisiana (resistant) and ‘Lakatan’ (suscep‑
tible) in response to BBTV
The RSEM-normalized expected count data from BBTV-challenged wild M. balbisiana (24,670 genes with non-
zero read count) and ‘Lakatan’ (26,901) were statistically compared using the DESeq2 R package13. The DESeq2 
pipeline was able to identify 161 and 213 differentially expressed genes based upon BBTV-infection in ‘Lakatan’ 
and wild M. balbisiana, respectively (Supplementary Table S2). A similar trend was also previously observed in 
the transcriptomic investigation of the response of M. balbisiana to Xanthomonas campestris pv. musacearum 
causing banana Xanthomonas wilt disease, in which the resistant M. balbisiana had higher number of identified 
DEGs as compared to the susceptible genotype, Pisang Awak11. Among the significantly expressed genes in our 
study, 77 genes were up-regulated while the other 84 genes were down-regulated in ‘Lakatan’. Meanwhile, the 
wild M. balbisiana was observed to up-regulate 62 genes and down-regulate 151 genes (Volcano plot; Fig. 1). 
Moreover, comparison of the differentially expressed gene (DEG) profiles between the susceptible and resistant 
banana accessions revealed 151 DEGs detected only on the wild M. balbisiana (Venn Diagram; Fig. 1). Results 
further showed that the ‘Lakatan’ banana cultivar differentially expressed 99 genes, exclusively. These DEGs might 
include host factors necessary for a successful BBTV infection in banana. In addition to these DEGs, similar 
profiles for 62 DEGs were observed on both genotypes, suggesting their possible roles in the recognition and 
basal defense response mechanism of banana based upon BBTV introduction.

Shared set of DEGs in resistant and susceptible banana cultivars involved in defense response
Among the identified DEGs, 62 were present in both cultivars in response to BBTV infection (Supplementary 
Table S2). These include DEGs involved in pathogen response such as cysteine-rich receptor-like kinase 6 (CRK6) 
(Ma06_g23640) and calcium-dependent protein kinase (CDPK) (Ma06_g31170) and mitogen-activated protein 
kinase (MAPK)(Ma08_g21950). The gene expression patterns of these genes were the same between wild M. 
balbisiana and M. acuminata, in which CRK6 and CDPK were up-regulated while MAPK was down-regulated. 
CRKs generally plays a role against pathogen attack and programmed cell death14–17; specifically, CRK6 is involved 
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Figure 1.   Volcano plots and Venn diagram of DEGs. (a) Venn diagram showing the overlap of DEGs between 
wild M. balbisiana and M. acuminata ‘Lakatan’. Volcano plots of differentially expressed genes (DEGs) in wild 
Musa balbisiana (b) Musa acuminata ‘Lakatan’ (c) three (3) days post-inoculation. The x-axis shows the fold 
change difference in the expression of genes, and the y-axis indicates the BH-adjusted p-values for the changes 
in the expression. An absolute value of log2 fold change > 1 and the adjusted p-value < 0.05 was set to declare 
differentially expressed genes (DEGs).
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in signaling in response to extracellular reactive oxygen species (ROS)18. MAPK, MAPKKK and CDPK regulate 
plant immune signaling enabling activation of defense genes expression19, 20. On the other hand, heat shock pro-
teins (HSPs), chaperone HSP70 (Ma06_g36160) and co-chaperone HSP40/DnaJ (Ma04_g37990), were observed 
to be both downregulated in the two banana genotypes in response to BBTV. These HSPs generally act as chaper-
ones in pathogenesis, particularly movement, demonstrating their possible role in plant defense or immunity21.

Ten differentially expressed transcription factors (TFs) were all observed to be downregulated in both cultivars 
based upon BBTV introduction that comprise of B-box (BBX) (Ma10_g08680), Dof (Ma11_g14200), six MYB 
(Ma06_g16330, Ma10_g14160, Ma01_g01670, Ma02_g01300, Ma04_g16680, Ma11_g01360), a C2H2 (Ma03_
g14330) and bHLH (Ma08_g10850) TFs. The importance of these transcription factors in defense response of 
the plant host against pathogen invasion has been previously established in other crops22–28.

Differential expression of genes specific to susceptible cultivar
M. acuminata-specific DEGs were further investigated to shed light on the response of a susceptible genotype 
during BBTV invasion as well as identify potential host factors needed for a successful disease progression. 
During BBTD development, DEGs involved in the biogenesis of small ribosomal subunit 40S (Ma01_g15210, 
Ma07_g07360) were up-regulated in the susceptible cultivar. Expression of translation elongation factor eEF1A 
(Ma10_g13420) and eukaryotic translation initiation factor eIF5A (Ma11_g09120) were likewise increased 
by ~ 1.4-fold and ~ 2.6-fold, respectively, most possibly, in response to the invading virus. Being a critical step 
for successful viral replication, subversion of the host’s protein synthesis machinery and increasing the expres-
sion of the components, such as the eEF1A and eIF5A, are needed by the viral pathogen29, 30. Genes involved 
in RNA biosynthesis and processing such as RNA polymerase sigma factor 70 (Ma11_g15590), phosphorolytic 
exoribonuclease PNP (Ma10_g20770) were also up-regulated in the susceptible variety, signifying their poten-
tial involvement in BBTV replication. RNA methyltransferase NOP2 (Ma07_g21640), which is being used by 
viruses to modify viral RNA and affect host anti-viral systems31, was also observed to be upregulated exclusively 
in ‘Lakatan’ by ~ 2.6-fold.

Interestingly, five HSPs involved in protein homeostasis were differentially expressed in the M. acuminata 
‘Lakatan’ comprising of HSP70 (Ma02_g18000), HSP60 (Ma11_g20430), Hsp60-co-chaperone Hsp20 (Ma05_
g04870), and two homologs of HSP90 (Ma06_g00390; Ma03_g29390). The heat shock proteins available in the 
host are needed for the virus’ mechanisms for protein processing and have an impact on viral proliferation 
and counteracting the host’s defense responses32–34. Moreover, NAD-dependent glyceraldehyde 3-phosphate 
dehydrogenase (Ma06_g01470) was upregulated by ~ twofold, previously reported to be implicated in the viral 
cell-to-cell movement and replication35. Hence, the observed upregulation of these sets of DEGs may play a direct 
role in the development of BBTD in the susceptible banana cultivar.

Notably, two genes integral to the host SCF (SKP1-CUL1-F-box protein) ubiquitin ligase complex, substate 
adaptor SKIP35 (Ma03_g02600) and substrate adaptor ADO (Ma07_g10990), were both differentially-expressed 
in BBTV-infected M. acuminata with ~ 2.3-fold downregulation and ~ 5.3-fold upregulation, respectively. The 
SCF ubiquitin ligase complex, which plays a key role in host defense response, has been reported to be hijacked 
by invading viruses for their own advantage36.

Differential expression of defense‑associated genes in resistant cultivar
A total of 151 DEGs were found to be specific in the wild M. balbisiana. These will possibly provide insights into 
the molecular mechanisms of resistance to overcome BBTD disease progression. Among the set of DEGs, six 
protein kinases were exclusively identified in the resistant genotype, which may play an essential role in pathogen 
recognition and signaling for a cascade of plant defense mechanisms37. Two receptor-like kinase proteins were 
found to be differently expressed, with RLCK-VI (Ma04_g22180) being upregulated (~ 2.5-fold) and RLCK-VII 
(Ma04_g09590) being downregulated (~ 3.2-fold). On the other hand, the gene expression of AGC-VIII protein 
kinase PHOT2 (Ma08_g26200), LRR-domain containing protein (Ma07_g26720) and serine/threonine kinase 
(Ma11_g04550), aarF domain-containing protein kinase (Ma04_g25580) in wild M. balbisiana were all repressed. 
Moreover, the gene expression of hypersensitive-induced response protein 1 (Ma07_g25320) in resistant banana 
cultivar were also observed with increased gene expression by 1.4-fold compared to the mock-inoculated control.

Plant immune system is also regulated by the action of phytohormones, which synergistically and/or antago-
nistically work in a complex network to respond to the invading pathogen38, 39. The genes encoding nematode 
resistance protein HSPRO2 (Ma10_g05760) and nematode resistance protein-like HSPRO2 (Ma11_g22440), 
which play roles in hormone-mediated stress signaling40, were both downregulated in resistant banana cultivar. 
Differential gene expression of perception modulator ABAR (Ma02_g08820; downregulated by ~ 2.26-fold), 
involved in abscisic acid signaling, was also observed in wild M. balbisiana. Downregulation of gene expression 
in auxin transport gene such as auxin efflux carrier component 1a (Ma08_g23810) was also detected, mostly, as 
a response of BBTV-resistant cultivar to the invading viral pathogen.

Changes in the reduction–oxidation (redox) levels signal defense response mechanisms in pathogen-chal-
lenged plant cells41. In the BBTV-challenged resistant banana cultivar, a gene implicated in ascorbate-based 
redox regulation, such as cyt-b561 electron shuttle hemoprotein CYBASC (Ma01_g02150) was downregulated. 
In response to excessive reactive oxygen species (ROS), as a consequence of pathogen attack, the resistant geno-
type was observed to increase the expression of a gene encoding for putative protein EARLY RESPONSIVE TO 
DEHYDRATION 15 (Ma11_g05710), which is a transcription factor attenuating ABA signaling and induces PR 
genes, leading to the enhanced plant resistance to pathogens42.

The resistant response of wild M. balbisiana to BBTV was also accompanied by differential expression of 
genes involved in the synthesis of cell wall modifying enzymes. These resistant genotype-exclusive differentially 
expressed genes encode glucuronoxylan 4-O-methyltransferase (Ma08_g29650; up-regulated by ~ 3.72-fold) for 
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xylan modification and degradation, and fatty aldehyde dehydrogenase (FADH; Ma08_g30610; up-regulated 
by ~ 2.1-fold) for cuticular lipid formation. Two genes involved in the biosynthesis of cell wall lignin are all 
upregulated exclusively in the resistant accession, which include tricetin 3′,4′,5′-O-trimethyltransferase (Ma02_
g06390; up-regulated by ~ 2.76), and caffeic acid O-methyltransferase (Ma10_g09050; upregulated by ~ 2.55-fold).

Genes involved in secondary metabolite production, such as terpenoids and phenolics, were also shown to be 
differentially expressed in the resistant cultivar. Specifically, two genes involved in terpenoid biosynthesis [phy-
toene synthase (Ma09_g09640), carotenoid beta-ring hydroxylase BCH (Ma11_g19880)] were downregulated 
while (-)-alpha-terpineol synthase (TPS; Ma04_g08150) was up-regulated. On the other hand, the type-I flavone 
synthase (FNS; Ma02_g12040) which catalyzes the conversion of flavanones to flavones was downregulated in 
the BBTV-resistant banana cultivar based upon BBTV infection by ~ 3.4-fold.

Gene ontology (GO) enrichment of differentially expressed genes
Gene ontology (GO) enrichment analysis (Table 1) was carried out to characterize the gene ontology pro-
cesses involved in banana during its response to BBTV inoculation and further differentiate the two genotypes 
based on the uniquely enriched gene ontology terms. Analysis revealed that BP GO terms ‘circadian rhythm’ 

Table 1.   Significantly enriched biological process (BP) gene ontology (GO) based on the identified DEGs 
in BBTV-susceptible and -resistant genotypes. The entire list containing the significantly enriched molecular 
function (MF) GO, and cellular component (CC) GO can be found as Supplementary Table S3.

Genotype Enrichment comparison ID Description Gene ratio Bg ratio p value p. adjust q value Count

Wild M. balbisiana Exclusive GO:0005985 Sucrose metabolic process 4/184 24/34,320 7.81E−06 0.00115238 0.00095398 4

Wild M. balbisiana Shared GO:0007623 Circadian rhythm 5/184 87/34,320 0.00010859 0.00678848 0.00561972 5

Wild M. balbisiana Shared GO:0042752 Regulation of circadian 
rhythm 4/184 46/34,320 0.00010943 0.00678848 0.00561972 4

Wild M. balbisiana Exclusive GO:0071456 Cellular response to hypoxia 5/184 116/34,320 0.00041596 0.01873718 0.01551124 5

Wild M. balbisiana Shared GO:0009640 Photomorphogenesis 4/184 66/34,320 0.00044461 0.01873718 0.01551124 4

Wild M. balbisiana Exclusive GO:0009704 De-etiolation 2/184 10/34,320 0.00125058 0.03689217 0.03054053 2

Wild M. balbisiana Exclusive GO:0072488 Ammonium transmembrane 
transport 2/184 12/34,320 0.00182129 0.04218209 0.03491969 2

Wild M. balbisiana Exclusive GO:0015977 Carbon fixation 2/184 13/34,320 0.00214485 0.04218209 0.03491969 2

Wild M. balbisiana Exclusive GO:0010597 Green leaf volatile biosyn-
thetic process 3/184 49/34,320 0.0023301 0.04296127 0.03556473 3

Wild M. balbisiana Exclusive GO:0009813 Flavonoid biosynthetic 
process 3/184 51/34,320 0.0026132 0.04534676 0.03753951 3

Lakatan Shared GO:0042752 Regulation of circadian 
rhythm 6/142 46/34,320 3.69E−08 9.84E-06 7.68E-06 6

Lakatan Shared GO:0007623 Circadian rhythm 7/142 87/34,320 7.93E−08 1.06E-05 8.26E-06 7

Lakatan Exclusive GO:0048511 Rhythmic process 5/142 62/34,320 6.05E−06 0.00040366 0.0003151 5

Lakatan Shared GO:0009640 Photomorphogenesis 5/142 66/34,320 8.24E−06 0.0004401 0.00034355 5

Lakatan Exclusive GO:0009637 Response to blue light 4/142 34/34,320 1.18E−05 0.00052635 0.00041087 4

Lakatan Exclusive GO:0006457 Protein folding 6/142 201/34,320 0.00019791 0.00754897 0.00589275 6

Lakatan Exclusive GO:0009408 Response to heat 5/142 156/34,320 0.00049422 0.014662 0.0114452 5

Lakatan Exclusive GO:0009615 Response to virus 3/142 36/34,320 0.00044797 0.014662 0.0114452 3

Lakatan Exclusive GO:0051085 Chaperone cofactor-depend-
ent protein refolding 3/142 47/34,320 0.0009841 0.01714831 0.01338603 3

Lakatan Exclusive GO:0006354 DNA-templated transcription, 
elongation 2/142 12/34,320 0.00109184 0.01714831 0.01338603 2

Lakatan Exclusive GO:0042026 Protein refolding 3/142 44/34,320 0.0008111 0.01714831 0.01338603 3

Lakatan Exclusive GO:0010187 Negative regulation of seed 
germination 2/142 13/34,320 0.00128686 0.0190884 0.01490047 2

Lakatan Exclusive GO:0009649 Entrainment of circadian 
clock 3/142 54/34,320 0.00147392 0.02071243 0.01616819 3

Lakatan Exclusive GO:0045892 Negative regulation of tran-
scription, DNA-templated 6/142 307/34,320 0.00180666 0.02297043 0.01793079 6

Lakatan Exclusive GO:0009266 Response to temperature 
stimulus 2/142 15/34,320 0.00172293 0.02297043 0.01793079 2

Lakatan Exclusive GO:0006396 RNA processing 4/142 129/34,320 0.00207308 0.02406572 0.01878578 4

Lakatan Exclusive GO:2000028 Regulation of photoperi-
odism, flowering 3/142 76/34,320 0.00390993 0.041758 0.03259643 3

Lakatan Exclusive GO:0034620 Cellular response to unfolded 
protein 2/142 24/34,320 0.00441979 0.04370685 0.0341177 2

Lakatan Exclusive GO:0009058 Biosynthetic process 4/142 164/34,320 0.00489616 0.04507847 0.0351884 4

Lakatan Exclusive GO:0048586 Regulation of long-day photo-
periodism, flowering 2/142 25/34,320 0.00479115 0.04507847 0.0351884 2
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(GO:0009820), ‘photomorphogenesis’ (GO:0009640), ‘regulation of circadian rhythm’ (GO:0042752), were 
enriched in both banana genotypes, ‘Lakatan’ and wild M. balbisiana.

Various biological processes were exclusively enriched from the transcriptome data of each banana genotype. 
In ‘Lakatan’, gene ontology terms related to the biological processes such as those involved in ‘cellular response 
to unfolded protein’ (GO:0034620), protein refolding (GO:0051085; GO:0006457; GO:0042026), regulation of 
photoperiodism (GO:0048586; GO:2000028) and entrainment of circadian rhythm (GO:0009649) were observed. 
In contrast, the wild M. balbisiana was observed to be enriched on the gene ontology biological processes terms 
such as ‘sucrose metabolic process’ (GO:0005985), ‘ammonium transmembrane transport’ (GO:0072488), ‘cel-
lular response to hypoxia’ (GO:0071456), ‘green leaf volatile biosynthetic process’ (GO:0010597) and ‘flavonoid 
biosynthetic process’ (GO:0009813).

RT‑qPCR validation of DEGs
RT-qPCR analysis was implemented to validate the findings of transcriptomic analysis. Sixteen DEGs were 
selected for primer design in RT-qPCR experiments to assess the accuracy of the comparative transcriptomic 
results (Supplementary Table S4). The RT-qPCR results demonstrated high concordance between the two meth-
ods for differential gene expression analysis, with 12 out of the 16 selected DEGs exhibiting consistent expression 
patterns. For instance, the gene expression of Adagio-like (ADO) protein, a candidate host factor gene for suc-
cessful BBTV progression in banana, was found to be up-regulated in ‘Lakatan’. While RNA-Seq data showed an 
5.3-fold change, RT-qPCR indicated a 30.31-fold change between mock-inoculated and BBTV-inoculated states 
at 72 hpi. The same pattern holds for a candidate resistance gene, the glucuronoxylan 4-O-methyltransferase 
gene, which may play a role in enhancing banana resistance through cell wall modification. Its expression values, 
as determined by RNA-seq analysis, exhibited a 3.72-fold increase, while RT-qPCR analysis also indicated an 
up-regulation, with a 14.28-fold change. To normalize gene expression, the L2 gene transcript was used as an 
endogenous control43. Figure 2 illustrates the RT-qPCR data of the selected DEGs for validation.

Discussion
Insights into typical defense response of banana against BBTV
Regardless of the banana genotype, 62 genes are commonly differentially expressed and have similar patterns of 
gene expression upon the exposure of the host plant to the invading pathogen. The defense reaction of banana 
to BBTV, independent of whether a disease would arise or not, is represented by this shared gene set of both 
resistant and susceptible genotypes. To combat against invading pathogens, plants have many layers of defense44. 
Recognition of pathogen invasion is essential for triggering an effective plant defense response. To achieve this, 
plants possess pattern recognition receptors (PRRs) to recognize the evolutionary conserved pathogen’s molecular 

Figure 2.   RT-qPCR expression profiles and validation of exclusive DEGs in wild M. balbisiana and ‘Lakatan’. 
L2 gene was used as internal control43. ADO: Adagio-like protein (Ma07_g10990), EGY1: Probable zinc 
metalloprotease EGY1 (Ma06_g31610), HSPRO2: Nematode resistance protein-like HSPRO2 (Ma10_g05760), 
ProtDTX: protein detoxification (Ma07_g23140), LRR-VI: leucine rich repeat protein kinase VI (Ma07_g26720), 
LRP: Light regulated protein (Ma06_g30390), CHT: chitinase (Ma03_g28040), GOMT: Glucuronoxylan 
4-O-methyltransferase (Ma08_g29650), BTBdcp: BTB domain-containing protein (Ma11_g13780), EDR2dcp: 
EDR2_C domain-containing protein (Ma02_g14310), A-N/INV: alkaline/neutral invertase (Ma08_g06150), 
RuBisCo (Ma11_g20430), eIF-5A: Eukaryotic translation initiation factor 5A-5 (Ma11_g09120), Jdcp: J domain-
containing protein (Ma06_g32730), HATPaseCdcp: HATPase C domain-containing protein (Ma03_g29390), 
APETALA-like2 (Ma03_g29391), RRP5: rRNA biogenesis protein RRP5 (Ma07_g07360), EXL: Protein 
EXORDIUM-like (Ma06_g32100), RNA_pol_sig70dcp: RNA_pol_sigma70 domain-containing protein (Ma11_
g15590), 20kDA-chap: 20kDA chaperonin, chloroplastic (Ma05_g04870).
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fingerprints known as pathogen-associated molecular patterns (PAMPs) or microbe-associated molecular pat-
terns (MAMPs) resulting in pattern-triggered immunity (PTI)45–48. All known plant PRRs are categorized as 
either receptor-like kinases (RLKs) or receptor-like proteins (RLPs) with functional domains, both of which are 
present in the plasma membrane49. In Arabidopsis, cysteine-rich receptor like kinase 6 (CRK6) overexpression 
increased the PTI response and developed resistance to Pseudomonas syringae pv. tomato DC3000 by associating 
with a PRR, the FLAGELLIN SENSING2 (FLS2)50. CaCRK6 was also observed to heterodimerized with CaCRK5, 
suggesting its role in the innate immune response of pepper against Ralstonia solanacearum infection51. Hence, 
the up-regulation of CRK6 (Ma06_g23640) in both banana genotypes may indicate its potential function in the 
recognition of BBTV to initiate basal defense response.

Following the recognition of the pathogen via RLKs or RLPs, plants activate downstream signaling networks 
regulated by Ca2+-dependent protein kinase (CDPK) and mitogen-activated protein kinase (MAPK) cascades52. 
To trigger secondary and late defensive responses, MAPK activations may need to exceed a threshold in both 
duration and amplitude and interact differentially or synergistically with Ca2+ signaling52, 53. The activities and 
synthesis of various transcription factors (TFs), enzymes, hormones, peptides, and antimicrobial chemicals are 
regulated by MAPK and CDPK signaling networks in specific and overlapping manner that contribute to the 
defense response against various pathogens52, 54–56. Thus, the down-regulation of MAPK (Ma08_g21950) and 
the up-regulation of a CDPK (Ma06_g31170) gene expression in banana following the introduction of BBTV 
indicates a possible role in the regulation of processes essential to the defense response through kinase signal-
ing pathways.

Light perception also contributes to the response of plants to pathogen attack by activating signaling path-
ways, regulating gene expression and controlling the cell death response57, 58. To sense light, plants utilize a group 
of proteins collectively known as photoreceptors59. In Arabidopsis, HYPERSENSITIVE RESPONSE TO TCV 
(HRT)-mediated plant defense against the Turnip Crinkle Virus (TCV) directly depends on blue-light photorecep-
tors, PHOT1 and PHOT258. This process is negatively regulated by CONSTITUTIVE PHOTOMORPHOGENIC 
1 (COP1), a primary regulator of light signaling, by interacting and tagging HRT protein for degradation via the 
26S proteosome. The interaction between COP1 and SUPPRESSOR OF PHYA-105 (SPA) proteins determines 
the E3 ligase activity of COP1 in plants60. In this study, the two banana genotypes used were observed to have 
downregulation of the COP1-SPA adaptor subcomplex COP1 (Ma06_g36160) and two homologs of regulator 
component SPA (Ma01_g07220; Ma03_g32970). Hence, the downregulation of the components of potential key 
regulator, COP1-SPA E3 Ubiquitin Ligase complex, suggest the potential interaction among these genes to help 
in the typical defense of banana against BBTV.

The possible contribution of some HSPs to defend against the invading BBTV pathogen was also observed in 
both banana genotypes in which the expression of chaperone HSP70 (Ma06_g36160) and co-chaperone HSP40 
(Ma04_g37990) were both observed to be downregulated. In other plant species, upregulation of HSP70 was 
observed as a molecular mechanism in response to pathogens such as Phytophthora parasitica in tomato61 and 
Blumeria graminis in barley62. This is also consistent with the observed overexpression of HSP40 in soybean and 
tomato, demonstrating its role in defense response63, 64.

RNA‑seq reveals putative susceptibility factors for BBTD progression in banana
Viruses heavily rely on the host’s machinery to promote the synthesis of vital components for viral replication 
and systemic cell-to-cell movement towards disease progression by hijacking various cellular processes65, 66. For 
instance, viruses tamper with the host translation system by preventing the recruitment of cap-dependent ribo-
somes for the host’s mRNA translation (also known as "host shut-off "). Such viral strategy has an overall impact 
on the host’s anti-viral defense mechanism as well as promotes the synthesis of proteins for viral proliferation29, 

67. A similar strategy was also implemented by the invading BBTV pathogen during its course of infection in 
‘Lakatan’ banana cultivar based on the results of our current transcriptomic investigation. Components of the 
banana protein biosynthesis system such as 40S ribosomal protein SA, rRNA biogenesis protein/40S assembly 
factor RRP5, elongation factor 1α and 5α, and rRNA methyltransferase were all observed to be recruited by the 
invading pathogen to promote the biosynthesis of its own proteins for successful subversion of the host’s cells. 
Similar findings were obtained in a previous comparative transcriptomics study following cucumber mosaic virus 
(CMV) infection in the susceptible cucumber genotype, ‘Vanda’, where structural components of the ribosome 
and the translation biological process were substantially enriched and up-regulated68.

Viruses not only recruit plant translational components but also exploit and re-localize host genes involved 
in DNA replication and transcription to increase viral replication and spread69, 70. Consequently, genes in banana 
genome implicated in the RNA biosynthesis and processing are somewhat being mobilized by BBTV for its 
advantage, as evidenced by the ‘Lakatan’-specific overexpression of RNA polymerase sigma factor 70 and phos-
phorolytic exoribonuclease PNP. Most ssDNA viruses, such as BBTV, use the host’s DNA replication system to 
convert their ssDNA to intermediate dsDNA, which is subsequently transcribed into mRNA71, 72. Moreover, 
the RNA processing of the host cell, such as splicing machinery, is needed by the virus for the maturation of its 
mRNA necessary for proliferation, survival, and adaptation within the host72.

Virulent pathogens must overcome the initial layer of resistance of the host for successful infection, leading to 
disease development. In a bid to subdue PTI, these pathogens introduce effector proteins into the plant cell. With 
this mechanism, pathogens can survive and complete their life cycle, developing effector-triggered susceptibility 
(ETS) of the host48, 73–75. Plant virus effectors target various host cellular processes such as transcription factors 
regulating defense responses, protein degradation pathways, and re-localization of plant proteins75. Transcrip-
tion factors classified as BBX-DBB, BBX-CO, DOF, MYB, REVEILLE, bZIP, NPL, ERF, AP2, NAC, and bHLH 
were revealed as differentially expressed in the susceptible cultivar during the BBTV infection process. Although 
no direct link has been established on how BBTV utilizes these host TFs via effectors, previous research shows 
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that the association of betasatellites (βC1) with tomato yellow leaf curl China virus (TYLCCNV) increased viral 
pathogenicity by binding to several transcription factors that regulate plant defense responses76. Recently, it was 
reported that a self-replicating alphasatellite associated with BBTV contributes to viral replication, transcription, 
siRNA synthesis, and transmission77. Thus, more research should be undertaken to determine if the BBTV-
associated alphasatellite interacts with the host’s TFs to enhance viral pathogenicity in banana. Moreover, our 
results also suggest that the invading BBTV pathogen also recruits the host SCF (SKP1-CUL1-F-box protein) 
ubiquitin ligase complex, which typically functions for JA signaling and defense responses, to enhance the deg-
radation and ubiquitination of its pathogenesis machinery via ubiquitin/26S proteasome system. Viruses achieve 
this mechanism via molecular mimicry in which the virus-encoded F-box protein interacts with the host SCF 
complex to attenuate plant antiviral defenses36, 78.

Heat shock proteins, particularly HSP70, are essential components of plant immunity, taking part in both 
PTI and ETI responses79. However, viruses use the HSPs of the host for their transcription, translation, post-
translational modification and cellular localization80. When compared to the resistant banana genotype, six 
exclusively differentially expressed HSP genes was observed in the susceptible banana genotype while none on 
the resistant wild M. balbisiana. This is also further supported by the GO enrichment analysis in which the heat 
shock proteins involved in protein folding/refolding are significantly enriched in ‘Lakatan’ which is not observed 
in wild M. balbisiana. Hence, rather than aiding in plant immunity21, the HSPs in banana are being exploited 
by BBTV for its own benefit by recruiting them for enhanced viral invasion, replication, and maturation21. 
In response to viruses of resistant plants, the downregulation of HSP proteins was observed to restrict viral 
movement through plasmodesmata81. Therefore, silencing or inhibiting the expression of these HSP genes may 
contribute to preventing the progression of diseases caused by viral pathogens82–84.

Differential transcriptomic analysis provided insights into resistance mechanisms of banana 
against BBTV
By comparing to the susceptible banana genotype, we were able to identify resistance genes that may contribute 
to the high degree of BBTV resistance reported in wild M. balbisiana10. Our work demonstrates that natural 
BBTV resistance found in the wild encompasses complex and multi-component mechanisms85. These include 
but are not limited to pathogen detection and response, action of phytohormones, reactive oxygen species (ROS), 
hypersensitive response (HR), and production of secondary metabolites.

Unlike the susceptible ‘Lakatan’ genotype, the resistant wild M. balbisiana was found to have a greater number 
of exclusively differentially expressed protein kinase genes [three in ‘Lakatan’ (Ma04_g37140, Ma07_g13740, 
Ma09_g06560) while six in wild M. balbisiana (Ma04_g09590, Ma04_g22180, Ma04_g25580, Ma07_g26720, 
Ma08_g26200, Ma11_g04550)], which may be involved in pathogen recognition and signaling, activating the 
overall resistance mechanisms in banana against BBTV. Protein kinases are essential components of signal-
ing networks in plants that control numerous aspects of growth, development, and stress responses, including 
pathogen defense86. Protein kinases also play a role in other defense mechanisms, such as the production of 
reactive oxygen species (ROS) and the synthesis of defense-related hormones, such as salicylic acid (SA) and 
jasmonic acid (JA)87. Gene expression of wild M. balbisiana-exclusive protein kinase were all down-regulated 
except for Receptor-like protein kinase (Ma04_g22180). The downregulation of most protein kinases might 
trigger compensatory mechanisms in the resistant genotype. Other defense-related genes or pathways may 
be upregulated in response to the reduced activity of these set of protein kinases. Overall, the roles of protein 
kinases in plant immunity against viral pathogens are complex and multifaceted, involving various signaling 
pathways and defense mechanisms. However, further research is needed to fully comprehend the function of 
protein kinases in banana resistance to BBTV and to develop novel strategies for enhancing plant immunity by 
applying the findings of this current transcriptomic analysis to actual banana breeding applications, such as the 
development of EST-SSR markers tagging this candidate resistance gene analogs transcriptomic sequences88.

Restriction of further pathogen infection via HR and cell modification is apparently being implemented by 
the resistant banana genotype to protect itself against BBTV. HR mechanism in plants produces a containment 
zone via programmed cell death to prevent pathogens from spreading, which is an effective method for biotrophs 
such as viruses85. Hence, the over-expression of hypersensitive-induced response protein 1 gene (Ma07_g25320) 
in the resistant genotype provided insights on the possible role of this gene to resist further infection of BBTV. 
The contribution of hypersensitive-reaction protein in plant basal resistance against Rice stripe virus, Turnip 
mosaic virus, Potato virus X, and the bacterial pathogens Pseudomonas syringae and Xanthomonas oryzae via 
EDS1 and salicylic acid-dependent pathways was previously demonstrated in Nicotinia benthamiana and rice89. 
Moreover, genes involved in cell wall organization were differentially expressed in the resistant cultivar based 
upon BBTV introduction, particularly those involved in xylan modification and degradation, cuticular lipid 
formation and biosynthesis of lignin. Various researches on essential plant defense cell wall-associated proteins 
in differential susceptible and resistance responses in plants demonstrate that cell wall organization (loosening 
and/or tightening) can influence viral propagation90. Hence, HR allows rapid, localized and programmed death 
of infected cells, while cell wall modification reinforces plant cell walls to prevent further viral invasion. These 
two mechanisms may act together as a defense strategy in wild M. balbisiana to combat BBTV invasion.

Secondary metabolites, on the other hand, have been implicated as elicitors of resistance against pests and 
pathogens in several plant species91. Interestingly, the resistant wild banana appears to be undergoing differential 
production of secondary metabolites in response to BBTV exposure, including terpenes, carotenes, and flavones 
as evidenced by the differential expression of genes for their biosynthesis. Plant secondary metabolites are 
involved in several biological processes, including innate immunity and defense signaling92. Volatile compounds 
such as terpenes and terpenoids are known to have deterrent effects to insect pests. However, the non-preference 
of banana aphids has been noted, but warrants further investigation on antixenosis resistance mechanisms. A 
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study by Luan et al.93 relates the role of terpenoids in vector-virus mutualism, where tomato yellow leaf curl China 
virus (TYLCCNV) infection has suppressed terpenoid biosynthesis in tobacco, thus allowing its whitefly vectors 
to successfully infest a non-suitable host. Furthermore, studies have shown the role of terpenoid compounds 
through knock out assays. As an example, a terpenoid phytoalexin was reported to be involved in the basal 
response of N. benthamina against Potato Virus X (initially non-suitable host) catalyzed by terpenoid synthase 
1 (TPS1)94, suggesting a potential role of the TPS DEGs in banana BBTV resistance. Additionally, cross-talk 
between flavones and salicylic acid reveals that flavone biosynthesis is involved in plant-pathogen interactions. 
Notably, wild banana downregulates the expression of FNS (Ma02_g12040), which is homologous to Arabidopsis 
DOWNY MILDEW RESISTANT6 (AtDMR6) and establishes interaction among flavones, hormone action and 
pathogen attack95. Therefore, these suggest the potential role of the aforementioned phytochemicals in basal 
resistance against BBTV in wild M. balbisiana. Nevertheless, further functional analysis and metabolic profiling 
will be required to validate these claims.

Applications to banana breeding programs
Comparative transcriptomics is a powerful tool for identifying genes and pathways that are differentially 
expressed under different environmental conditions, including pathogen invasion. The application of this tech-
nique in the development of banana varieties that can resist BBTV infection can lead to a better understanding of 
the molecular mechanisms underlying the disease and the identification of genes and pathways that are involved 
in the host–pathogen interactions.

For the first time, this current research sheds insights into the fundamental understanding of the host-
dependent infection process of the most destructive banana viral disease as well as unravels the natural resistance 
mechanism (such as pathogen recognition receptors, LRRs, and cell wall modifying enzymes) found in wild 
bananas. Comparative transcriptomic analysis was able to identify candidate resistance mechanisms in the wild 
M. balbisiana that might have been lost during the process of cultivation of commercial banana varieties for 
outstanding fruit quality traits. Thus, the identification and incorporation of the resistance alleles from the wild 
banana genotypes into the existing banana varieties is critical to developing DNA markers for use in marker-
assisted plant breeding programs 43. Moreover, the potential host factors that are essential to the successful 
invasion of BBTV in banana that this research provides can be targeted for genome editing (e.g. CRISPR-Cas) 
towards creating new sources of resistance alleles towards development transgene-free banana varieties.

Moreover, the insights gained from comparative transcriptomics can be used to develop novel disease control 
strategies. For instance, by targeting genes and pathways that are involved in the pathogen invasion, research-
ers can develop new fungicides, biocontrol agents or other novel strategies that interrupt the BBTV life cycle.

Materials and methods
Preparation of biological samples and aphid‑assisted inoculation
BBTV-resistant wild M. balbisiana9 (Acc No. MB 13-155) conserved and maintained at the National Plant Genetic 
Resource Laboratory (NPGRL), Institute of Plant Breeding, University of the Philippines Los Baños (IPB-UPLB) 
and BBTV-susceptible M. acuminata ‘Lakatan’6 were used for the transcriptomic analysis (Fig. 3). The biological 
samples were grown in large pots filled with sterilized soil, and kept inside an insect-proof cage in a greenhouse 
at IPB-UPLB. The samples were tested using PCR detection96 to guarantee that the biological materials were free 
of BBTV infection. For the BBTV-challenged treatment, three biological replicates each of wild M. balbisiana 
and M. acuminata ‘Lakatan’ were inoculated with BBTV by transferring 50 individual viruliferous aphids (P. 

Figure 3.   Schematic diagram depicting the biological materials and experimental treatments used for the 
generation of transcriptomic sequences.
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nigronervosa) to each plants. On the other hand, the mock-inoculated treatment was prepared by feeding 50 
individual BBTV-negative non-viruliferous aphids to each of the three wild M. balbisiana seedlings and three 
M. acuminata ‘Lakatan’ plants. RNA samples were extracted from youngest leaf tissues of banana plants 72 h 
after inoculation (hpi).

RNA extraction of BBTV‑resistant and BBTV‑susceptible banana accessions
Around 200 mg of plant tissues from each banana samples were homogenized in liquid nitrogen in double steri-
lized mortar and pestle. Total RNA from youngest leaf tissues of three biological replicates of wild M. balbisiana 
and M. acuminata ‘Lakatan’ (BBTV-inoculated and mock-inoculated) were extracted using the modified RNeasy 
Plant Mini Kit Protocol (QIAGEN, GmbH, Hilden, Germany).

RNA concentration and quality were determined by gel electrophoresis in 1% UltraPure™ agarose (Invitro-
gen Corp., Carlsbad, California, USA) in 1X TBE running buffer at 100 V for 30 min. The gel was stained with 
0.1 µL Gel Red (Biotium, CA, USA) visualized under UV illumination at 300 nm using the Enduro GDS Touch 
Imaging System (Labnet International, Inc, Edison, New Jersey, USA). RNA was quantified using Qubit™ RNA 
HS Assay Kit (Life Technologies, Thermo Fisher Scientific Inc.) on Qubit™ 3.0 Fluorometer (Life Technologies, 
Thermo Fisher Scientific Inc.) following the manufacturer’s instruction.

Next‑generation sequencing of extracted RNA
High-quality RNA samples from wild M. balbisiana and M. acuminata ‘Lakatan’ were sent to the Philippine 
Genome Center—DNA Sequencing Core Facility (PGC-DSCF), University of the Philippines Diliman, Diliman, 
Quezon City, Philippines for next-generation sequencing. Quality control check was done through RNA quan-
titation, 260/280 and 260/230 absorbance measurements, and gel separation using Microchip Electrophoresis 
System (MCE™-202 MultiNA; Shimadzu Biotech, Kyoto, Japan). Sequencing libraries were constructed using 
TruSeq Stranded Total RNA Library Prep Plant (Illumina), followed by sequencing on the Illumina NextSeq 
500/550 sequencer.

Bioinformatics analysis
The paired-end raw transcriptomic sequences were pre-processed by removing the adapter sequences and low-
quality base score nucleotide sequences using Trimmomatic v0.3697 with the following parameters: SLIDING-
WINDOW:4:15 MINLEN:50. The paired-end reads were mapped to the M. acuminata version 2 genome12 
using STAR​ v2.7.10a98 with the following settings: --outFilterMatchNmin 0 --outFilterScoreMi-
nOverLread 0.3 --outFilterMatchNminOverLread 0.3 --quantMode Transcrip-
tomeSAM. The resulting binary alignment map files were quantified using rsem-calculate-expression 
function of RSEM99 using the following parameters: -p 60 --paired-end. A matrix of the read count data 
generated from RSEM quantification was prepared and imported to R package DESeq2 v1.26.013 using tximport 
v1.20.0100. The overview of the bioinformatics processes implemented in the analysis is presented in Fig. 4. 

Figure 4.   Overview of the bioinformatics processes implemented to compare the transcriptomic profiles of 
wild M. balbisiana and ‘Lakatan’ in response to BBTV-inoculation using mock-inoculated samples as baseline 
control.
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A single-factor design was implemented independently for each genotype (wild M. balbisiana and ‘Lakatan) to 
consider the factor introduced by the differences in the inoculation state (BBTV-inoculated vs. mock-inoculated) 
from biological replicates. After normalization using the relative log normalization (RLE) method, the DEGs 
between the two treatments were identified. The Wald test from the general linear model (GLM) fitting was used 
to determine p-values. False discovery rate (FDR) values were derived using the Benjamini–Hochberg p-value 
adjustment algorithm. Genes with adjusted p-value (padj) < 0.05 were considered differentially expressed between 
BBTV-inoculated and mock-inoculated ‘Lakatan’ and wild M. balbisiana. Gene ontology enrichment analysis 
was performed using the GO enrichment tool from Banana Genome Hub (https://​banana-​genome-​hub.​south​
green.​fr/​conte​nt/​go-​enric​hment), with pvalue and qvalue cutoffs of 0.05 and 0.1, respectively.

Validation of differentially expressed genes (DEGs) via RT‑qPCR
Leaf samples from three biological replicates of mock-inoculated and BBTV-inoculated (72 hpi) wild M. balbisi-
ana and ‘Lakatan’ were collected and isolated using the Monarch® Total RNA Miniprep Kit (New England Biolabs, 
Inc.) manufacturer’s protocol for tissues. The isolated RNA samples were then subjected to cDNA synthesis using 
the SuperScript™ III First-Strand Synthesis System (Thermo Scientific, Inc.), following the manufacturer’s proto-
cols. Synthesized cDNA were stored to − 20 °C and were used as templates for RT-qPCR validation experiments.

Expression of the DEGs from the RNA-Seq data were validated using RT-qPCR amplification. qPCR primers 
for the target genes are presented in Supplementary Table S4. Detection steps were performed using Bio-Rad 
CFX96 Real-Time PCR Detection System (Bio-Rad Laboratories, Inc., Hercules, California, USA). Three techni-
cal replicates for each of the biological groups of wild M. balbisiana and ‘Lakatan’ were prepared in accordance 
with the MIQE guidelines for qPCR101. Reactions of 10 μL total volume consisted of 5 µL 1 × Universal SYBR® 
Green Supermix (Bio-Rad Laboratories, Inc.), 0.20 µL 0.20 µM of each DEG primer pair, and 1 µL of cDNA. L2 
was used as the internal control gene for DEGs validation of the primers43. The qPCR parameters used for the 
primers were as follows: 95 °C for 3 min, 40 cycles of 95 °C for 15 s, optimized primer annealing temperature 
for 30 s and a default instrument protocol for the melt curve. To determine the relative gene expression of the 
identified DEGs, quantification cycle values obtained from the RT-qPCR runs were computed using the Livak 
method (2−ΔΔCq).

Research involving plants
The authors declare that all local, national or international guidelines and legislation were adhered for the use of 
plants in this study. The wild M. balbisiana9 (MB 13-155/GB61996) plants used in this research were requested 
from NPGRL, IPB-UPLB, a national public repository of important and potentially useful agricultural crops 
including the wild and weedy relatives. It was previously collected and identified by Dr. Lavernee S. Gueco and 
Michael B. Biguelme of NPGRL, IPB-UPLB. A voucher specimen (CAHUP 74278) was deposited to a public 
herbarium at the Museum of National History (MNH), University of the Philippines Los Baños, College, Laguna, 
Philippines. Meanwhile, Musa acuminata ‘Lakatan’ is a commercial banana variety that is highly popular in the 
local markets of the Philippines.

Data availability
The RNA-seq datasets generated in this study have been submitted to National Center for Biotechnology Infor-
mation (NCBI) under Accession No. PRJNA746416.

Received: 19 March 2023; Accepted: 25 October 2023

References
	 1.	 Philippine Statistics Authority (PSA). Major Fruit Crops Bulletin, October–December 2020. (2021).
	 2.	 Department of Agriculture (Philippines): High Value Crops Development Program. Philippine Banana Industry Roadmap 

2019–2022. (2018).
	 3.	 Food and Agriculture Organization of the United Nations. Fighting the Threats of Banana Bunchy Top Disease in Africa. (2019).
	 4.	 Magee, C. J. Investigation on the bunchy top disease of the banana. in Bulletin of the Council for Scientific and Industrial Research 

(AUS) (1927).
	 5.	 Anhalt, M. D. & Almeida, R. P. P. Effect of temperature, vector life stage, and plant access period on transmission of Banana 

bunchy top virus to banana. Phytopathology 98, 743–748 (2008).
	 6.	 Damasco, O. P., Cueva, F. M. D., Descalsota, J. C. & Tayobong, R. R. P. Gamma radiation and in vitro induced banana bunchy 

top virus (BBTV) resistant mutant lines of banana cv. ‘Lakatan’ (Musa sp., AA). Philipp. J. Sci. 149, 159–173 (2020).
	 7.	 Abustan, S.A.-F.A. Strengthening national efforts to control banana bunchy top disease. Agric. Mon. 828, 383–387 (2017).
	 8.	 Ngatat, S. et al. Musa germplasm A and B genomic composition differentially. Plants 11, 1–18 (2022).
	 9.	 Dela Cueva, F. M. et al. Resistance of Musa balbisiana accessions of the Philippines to banana bunchy top virus. Plant Dis. https://​

doi.​org/​10.​1094/​PDIS-​10-​22-​2427-​SC (2023).
	 10.	 Li, C. et al. Analysis of banana transcriptome and global gene expression profiles in banana roots in response to infection by 

race 1 and tropical race 4 of Fusarium oxysporum f. sp. cubense. BMC Genom. 14, 1–16 (2013).
	 11.	 Tripathi, L., Tripathi, J. N., Shah, T., Muiruri, K. S. & Katari, M. Molecular basis of disease resistance in banana progenitor Musa 

balbisiana against Xanthomonas campestris pv. musacearum. Sci. Rep. 9, 7007 (2019).
	 12.	 Martin, G. et al. Improvement of the banana ‘Musa acuminata’ reference sequence using NGS data and semi-automated bioin-

formatics methods. BMC Genom. 17, 1–12 (2016).
	 13.	 Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome 

Biol 15, 1–21 (2014).
	 14.	 Acharya, B. R. et al. Overexpression of CRK13, an Arabidopsis cysteine-rich receptor-like kinase, results in enhanced resistance 

to Pseudomonas syringae. Plant J. 50, 488–499 (2007).
	 15.	 Chen, K., Du, L. & Chen, Z. Sensitization of defense responses and activation of programmed cell death by a pathogen-induced 

receptor-like protein kinase in Arabidopsis. Plant Mol. Biol. 53, 61–74 (2003).

https://banana-genome-hub.southgreen.fr/content/go-enrichment
https://banana-genome-hub.southgreen.fr/content/go-enrichment
https://doi.org/10.1094/PDIS-10-22-2427-SC
https://doi.org/10.1094/PDIS-10-22-2427-SC


12

Vol:.(1234567890)

Scientific Reports |        (2023) 13:18719  | https://doi.org/10.1038/s41598-023-45937-z

www.nature.com/scientificreports/

	 16.	 Chen, K., Fan, B., Du, L. & Chen, Z. Activation of hypersensitive cell death by pathogen-induced receptor-like protein kinases 
from Arabidopsis. Plant Mol. Biol. 56, 271–283 (2004).

	 17.	 Wrzaczek, M. et al. Transcriptional regulation of the CRK/DUF26 group of receptor-like protein kinases by ozone and plant 
hormones in Arabidopsis. BMC Plant Biol. 10, 1–19 (2010).

	 18.	 Idänheimo, N. et al. The Arabidopsis thaliana cysteine-rich receptor-like kinases CRK6 and CRK7 protect against apoplastic 
oxidative stress. Biochem. Biophys. Res. Commun. 445, 457–462 (2014).

	 19.	 Thulasi Devendrakumar, K., Li, X. & Zhang, Y. MAP kinase signalling: Interplays between plant PAMP- and effector-triggered 
immunity. Cell. Mol. Life Sci. https://​doi.​org/​10.​1007/​s00018-​018-​2839-3 (2018).

	 20.	 Romeis, T. & Herde, M. From local to global: CDPKs in systemic defense signaling upon microbial and herbivore attack. Curr. 
Opin. Plant Biol. https://​doi.​org/​10.​1016/j.​pbi.​2014.​03.​002 (2014).

	 21.	 Park, C. J. & Seo, Y. S. Heat shock proteins: A review of the molecular chaperones for plant immunity. Plant Pathol. J. https://​
doi.​org/​10.​5423/​PPJ.​RW.​08.​2015.​0150 (2015).

	 22.	 Zhang, H. et al. IbBBX24 promotes the jasmonic acid pathway and enhances fusarium wilt resistance in sweet potato. Plant Cell 
32, 1102–1123 (2020).

	 23.	 Chen, J. et al. Molecular characterization and expression profiles of MaCOL1, a CONSTANS-like gene in banana fruit. Gene 
496, 110–117 (2012).

	 24.	 Gangappa, S. N. & Botto, J. F. The BBX family of plant transcription factors. Trends Plant Sci. https://​doi.​org/​10.​1016/j.​tplan​ts.​
2014.​01.​010 (2014).

	 25.	 Sasaki, N. et al. Transient expression of tobacco BBF1-related Dof proteins, BBF2 and BBF3, upregulates genes involved in virus 
resistance and pathogen defense. Physiol. Mol. Plant Pathol. 89, 70–77 (2015).

	 26.	 Froidurea, S. et al. AtsPLA2-α nuclear relocalization by the Arabidopsis transcription factor AtMYB30 leads to repression of 
the plant defense response. Proc. Natl. Acad. Sci. USA 107, 15281–15286 (2010).

	 27.	 Uehara, Y. et al. Tobacco ZFT1, a transcriptional repressor with a Cys2/His 2 type zinc finger motif that functions in spermine-
signaling pathway. Plant Mol. Biol. 59, 435–448 (2005).

	 28.	 Wang, L., Xiang, L., Hong, J., Xie, Z. & Li, B. Genome-wide analysis of bHLH transcription factor family reveals their involve-
ment in biotic and abiotic stress responses in wheat (Triticum aestivum L.). 3 Biotech. 9, 1–12 (2019).

	 29.	 Walsh, D. & Mohr, I. Viral subversion of the host protein synthesis machinery. Nat. Rev. Microbiol. https://​doi.​org/​10.​1038/​
nrmic​ro2655 (2011).

	 30.	 Seoane, R. et al. eIF5A is activated by virus infection or dsRNA and facilitates virus replication through modulation of interferon 
production. Front. Cell Infect. Microbiol. 12, 960138 (2022).

	 31.	 Wnuk, M., Slipek, P., Dziedzic, M. & Lewinska, A. The roles of host 5-methylcytosine rna methyltransferases during viral infec-
tions. Int. J. Mol. Sci. https://​doi.​org/​10.​3390/​ijms2​12181​76 (2020).

	 32.	 Mayer, M. P. Recruitment of Hsp70 chaperones: A crucial part of viral survival strategies. Rev. Physiol. Biochem. Pharmacol. 
https://​doi.​org/​10.​1007/​s10254-​004-​0025-5 (2005).

	 33.	 Nagy, P. D., Wang, R. Y., Pogany, J., Hafren, A. & Makinen, K. Emerging picture of host chaperone and cyclophilin roles in RNA 
virus replication. Virology. https://​doi.​org/​10.​1016/j.​virol.​2010.​12.​061 (2011).

	 34.	 Nagy, P. D. & Pogany, J. The dependence of viral RNA replication on co-opted host factors. Nat. Rev. Microbiol. https://​doi.​org/​
10.​1038/​nrmic​ro2692 (2012).

	 35.	 Kaido, M. et al. GAPDH-A recruits a plant virus movement protein to cortical virus replication complexes to facilitate viral 
cell-to-cell movement. PLoS Pathog. 10, e1004505 (2014).

	 36.	 Magori, S. & Citovsky, V. Hijacking of the host SCF ubiquitin ligase machinery by plant pathogens. Front. Plant Sci. https://​doi.​
org/​10.​3389/​fpls.​2011.​00087 (2011).

	 37.	 Romeis, T. Protein kinases in the plant defence response. Curr. Opin. Plant Biol. https://​doi.​org/​10.​1016/​S1369-​5266(00)​00193-X 
(2001).

	 38.	 Denancé, N., Sánchez-Vallet, A., Goffner, D. & Molina, A. Disease resistance or growth: The role of plant hormones in balancing 
immune responses and fitness costs. Front. Plant Sci. https://​doi.​org/​10.​3389/​fpls.​2013.​00155 (2013).

	 39.	 Pieterse, C. M. J., Leon-Reyes, A., van der Ent, S. & van Wees, S. C. M. Networking by small-molecule hormones in plant immu-
nity. Nat. Chem. Biol. https://​doi.​org/​10.​1038/​nchem​bio.​164 (2009).

	 40.	 Murray, S. L., Ingle, R. A., Petersen, L. N. & Denby, K. J. Basal resistance against Pseudomonas syringae in Arabidopsis involves 
WRKY53 and a protein with homology to a nematode resistance protein. Mol. Plant-Microb. Interact. 20, 1431–1438 (2007).

	 41.	 Frederickson Matika, D. E. & Loake, G. J. Redox regulation in plant immune function. Antioxid. Redox Signal. https://​doi.​org/​
10.​1089/​ars.​2013.​5679 (2014).

	 42.	 Alves, M. S., Fontes, E. P. B. & Fietto, L. G. Early responsive to dehydration 15, a new transcription factor that integrates stress 
signaling pathways. Plant Signal. Behav. https://​doi.​org/​10.​4161/​psb.6.​12.​18268 (2011).

	 43.	 Nocum, J. D. L. et al. Identification of suitable internal control genes for gene expression analysis of banana in response to BBTV 
infection. Plant Gene 32, 100383 (2022).

	 44.	 Zhang, M. & Zhang, S. Mitogen-activated protein kinase cascades in plant signaling. J. Integrat. Plant Biol. https://​doi.​org/​10.​
1111/​jipb.​13215 (2022).

	 45.	 Ausubel, F. M. Are innate immune signaling pathways in plants and animals conserved?. Nat. Immunol. https://​doi.​org/​10.​1038/​
ni1253 (2005).

	 46.	 Bittel, P. & Robatzek, S. Microbe-associated molecular patterns (MAMPs) probe plant immunity. Curr. Opin. Plant Biol. https://​
doi.​org/​10.​1016/j.​pbi.​2007.​04.​021 (2007).

	 47.	 Boller, T. & Felix, G. A renaissance of elicitors: Perception of microbe-associated molecular patterns and danger signals by 
pattern-recognition receptors. Annu. Rev. Plant Biol. 60, 379–406 (2009).

	 48.	 Dangl, J. L. & Jones, J. D. G. Plant pathogens and integrated defence responses to infection. Nature https://​doi.​org/​10.​1038/​35081​
161 (2001).

	 49.	 Newman, M. A., Sundelin, T., Nielsen, J. T. & Erbs, G. MAMP (microbe-associated molecular pattern) triggered immunity in 
plants. Front. Plant Sci. https://​doi.​org/​10.​3389/​fpls.​2013.​00139 (2013).

	 50.	 Yeh, Y. H., Chang, Y. H., Huang, P. Y., Huang, J. B. & Zimmerli, L. Enhanced Arabidopsis pattern-triggered immunity by over-
expression of cysteine-rich receptor-like kinases. Front. Plant Sci. 6, 322 (2015).

	 51.	 Mou, S. et al. A cysteine-rich receptor-like protein kinase CaCKR5 modulates immune response against Ralstonia solanacearum 
infection in pepper. BMC Plant Biol. 21, 1–15 (2021).

	 52.	 Tena, G., Boudsocq, M. & Sheen, J. Protein kinase signaling networks in plant innate immunity. Curr. Opin. Plant Biol. https://​
doi.​org/​10.​1016/j.​pbi.​2011.​05.​006 (2011).

	 53.	 Boudsocq, M. et al. Differential innate immune signalling via Ca2+ sensor protein kinases. Nature 464, 418–422 (2010).
	 54.	 Yang, L. et al. Co-regulation of indole glucosinolates and camalexin biosynthesis by CPK5/CPK6 and MPK3/MPK6 signaling 

pathways. J. Integr. Plant Biol. 62, 1780–1796 (2020).
	 55.	 Ludwig, A. A. et al. Ethylene-mediated cross-talk between calcium-dependent protein kinase and MAPK signaling controls 

stress responses in plants. Proc. Natl. Acad. Sci. USA 102, 10736–10741 (2005).
	 56.	 Jammes, F. et al. MAP kinases MPK9 and MPK12 are preferentially expressed in guard cells and positively regulate ROS-mediated 

ABA signaling. Proc. Natl. Acad. Sci. USA 106, 20520–20525 (2009).

https://doi.org/10.1007/s00018-018-2839-3
https://doi.org/10.1016/j.pbi.2014.03.002
https://doi.org/10.5423/PPJ.RW.08.2015.0150
https://doi.org/10.5423/PPJ.RW.08.2015.0150
https://doi.org/10.1016/j.tplants.2014.01.010
https://doi.org/10.1016/j.tplants.2014.01.010
https://doi.org/10.1038/nrmicro2655
https://doi.org/10.1038/nrmicro2655
https://doi.org/10.3390/ijms21218176
https://doi.org/10.1007/s10254-004-0025-5
https://doi.org/10.1016/j.virol.2010.12.061
https://doi.org/10.1038/nrmicro2692
https://doi.org/10.1038/nrmicro2692
https://doi.org/10.3389/fpls.2011.00087
https://doi.org/10.3389/fpls.2011.00087
https://doi.org/10.1016/S1369-5266(00)00193-X
https://doi.org/10.3389/fpls.2013.00155
https://doi.org/10.1038/nchembio.164
https://doi.org/10.1089/ars.2013.5679
https://doi.org/10.1089/ars.2013.5679
https://doi.org/10.4161/psb.6.12.18268
https://doi.org/10.1111/jipb.13215
https://doi.org/10.1111/jipb.13215
https://doi.org/10.1038/ni1253
https://doi.org/10.1038/ni1253
https://doi.org/10.1016/j.pbi.2007.04.021
https://doi.org/10.1016/j.pbi.2007.04.021
https://doi.org/10.1038/35081161
https://doi.org/10.1038/35081161
https://doi.org/10.3389/fpls.2013.00139
https://doi.org/10.1016/j.pbi.2011.05.006
https://doi.org/10.1016/j.pbi.2011.05.006


13

Vol.:(0123456789)

Scientific Reports |        (2023) 13:18719  | https://doi.org/10.1038/s41598-023-45937-z

www.nature.com/scientificreports/

	 57.	 Karpinski, S., Gabrys, H., Mateo, A., Karpinska, B. & Mullineaux, P. M. Light perception in plant disease defence signalling. 
Curr. Opin. Plant Biol. https://​doi.​org/​10.​1016/​S1369-​5266(03)​00061-X (2003).

	 58.	 Jeong, R. D., Kachroo, A. & Kachroo, P. Blue light photoreceptors are required for the stability and function of a resistance 
protein mediating viral defense in Arabidopsis. Plant Signal Behav. 5, 1504–1509 (2010).

	 59.	 Casal, J. J. Phytochromes, cryptochromes, phototropin: Photoreceptor interactions in plants. Photochem. Photobiol. 71, 1–11 
(2007).

	 60.	 Ponnu, J. & Hoecker, U. Illuminating the COP1/SPA ubiquitin ligase: Fresh insights into its structure and functions during plant 
photomorphogenesis. Front. Plant Sci. https://​doi.​org/​10.​3389/​fpls.​2021.​662793 (2021).

	 61.	 Naveed, Z. A. & Ali, G. S. Comparative transcriptome analysis between a resistant and a susceptible wild tomato accession in 
response to Phytophthora parasitica. Int. J. Mol. Sci. 19, 3735 (2018).

	 62.	 Molitor, A. et al. Barley leaf transcriptome and metabolite analysis reveals new aspects of compatibility and Piriformospora 
indica-mediated systemic induced resistance to powdery mildew. Mol. Plant-Microb. Interact. 24, 1427–1439 (2011).

	 63.	 Liu, J. Z. & Whitham, S. A. Overexpression of a soybean nuclear localized type-III DnaJ domain-containing HSP40 reveals its 
roles in cell death and disease resistance. Plant J. 74, 110–121 (2013).

	 64.	 Wang, G. et al. Overexpression of tomato chloroplast-targeted DnaJ protein enhances tolerance to drought stress and resistance 
to Pseudomonas solanacearum in transgenic tobacco. Plant Physiol. Biochem. 82, 95–104 (2014).

	 65.	 Stange, C. Plant-virus interactions during the infective process. Cienc. Investig. Agrar. 33, 1–18 (2006).
	 66.	 Heinlein, M. Plant virus replication and movement. Virology 479–480, 657–671 (2015).
	 67.	 Walsh, D., Mathews, M. B. & Mohr, I. Tinkering with translation: Protein synthesis in virus-infected cells. Cold Spring. Harb. 

Perspect. Biol. 5, a012351 (2013).
	 68.	 Šubr, Z. et al. Comparative transcriptome analysis of two cucumber cultivars with different sensitivity to cucumber mosaic virus 

infection. Pathogens 9, 145 (2020).
	 69.	 Maio, F. et al. Identification of tomato proteins that interact with replication initiator protein (rep) of the geminivirus TYLCV. 

Front. Plant Sci. 11, 1069 (2020).
	 70.	 Wu, M., Ding, X., Fu, X. & Lozano-Duran, R. Transcriptional reprogramming caused by the geminivirus Tomato yellow leaf 

curl virus in local or systemic infections in Nicotiana benthamiana. BMC Genomics 20, 1–17 (2019).
	 71.	 Hull, R. Plant viruses and technology. Plant Virol. https://​doi.​org/​10.​1016/​b978-0-​12-​384871-​0.​00015-7 (2014).
	 72.	 Rampersad, S. & Tennant, P. Replication and expression strategies of viruses. in Viruses: Molecular Biology, Host Interactions, 

and Applications to Biotechnology (2018). https://​doi.​org/​10.​1016/​B978-0-​12-​811257-​1.​00003-6.
	 73.	 Kamoun, S. Groovy times: Filamentous pathogen effectors revealed. Curr. Opin. Plant Biol. https://​doi.​org/​10.​1016/j.​pbi.​2007.​

04.​017 (2007).
	 74.	 Hann, D. R. & Rathjen, J. P. The long and winding road: Virulence effector proteins of plant pathogenic bacteria. Cell. Mol. Life 

Sci. https://​doi.​org/​10.​1007/​s00018-​010-​0428-1 (2010).
	 75.	 Ray, S. & Casteel, C. L. Effector-mediated plant-virus-vector interactions. Plant Cell https://​doi.​org/​10.​1093/​plcell/​koac0​58 

(2022).
	 76.	 Zhang, T. et al. Begomovirus-whitefly mutualism is achieved through repression of plant defences by a virus pathogenicity factor. 

Mol. Ecol. 21, 1294–1304 (2012).
	 77.	 Guyot, V. et al. A newly emerging alphasatellite affects banana bunchy top virus replication, transcription, siRNA production 

and transmission by aphids. PLoS Pathog. 18, e1010448 (2022).
	 78.	 Hyodo, K. & Okuno, T. Hijacking of host cellular components as proviral factors by plant-infecting viruses. PLoS Pathog. https://​

doi.​org/​10.​1016/​bs.​aivir.​2020.​04.​002 (2020).
	 79.	 Berka, M., Kopecká, R., Berková, V., Brzobohatý, B. & Černý, M. Regulation of heat shock proteins 70 and their role in plant 

immunity. J. Exp. Bot. https://​doi.​org/​10.​1093/​jxb/​erab5​49 (2022).
	 80.	 Bolhassani, A. & Agi, E. Heat shock proteins in infection. Clin. Chim. Acta 498, 90–100 (2019).
	 81.	 Naqvi, R. Z. et al. Transcriptomics reveals multiple resistance mechanisms against cotton leaf curl disease in a naturally immune 

cotton species, Gossypium arboreum. Sci. Rep. 7, 15880 (2017).
	 82.	 Jiang, S. et al. Heat shock protein 70 is necessary for Rice stripe virus infection in plants. Mol. Plant Pathol. 15, 907–917 (2014).
	 83.	 Jungkunz, I. et al. AtHsp70-15-deficient Arabidopsis plants are characterized by reduced growth, a constitutive cytosolic protein 

response and enhanced resistance to TuMV. Plant J. 66, 983–995 (2011).
	 84.	 Gorovits, R. & Czosnek, H. The involvement of heat shock proteins in the establishment of tomato yellow leaf curl virus infec-

tion. Front. Plant Sci. https://​doi.​org/​10.​3389/​fpls.​2017.​00355 (2017).
	 85.	 Andersen, E., Ali, S., Byamukama, E., Yen, Y. & Nepal, M. Disease resistance mechanisms in plants. Genes 9, 339 (2018).
	 86.	 Lehti-Shiu, M. D. & Shiu, S.-H. Diversity, classification and function of the plant protein kinase superfamily. Philos. Trans. R. 

Soc. B 367, 2619–2639 (2012).
	 87.	 Ding, L.-N. et al. Plant disease resistance-related signaling pathways: Recent progress and future prospects. Int. J. Mol. Sci. 23, 

16200 (2022).
	 88.	 Lantican, D. V., Cortaga, C. Q., Manohar, A. N. C., de la Cueva, F. M. & Sison, M. L. J. Resistance gene analogs of mango: Insights 

on molecular defenses and evolutionary dynamics. Philipp. J. Sci. 149, 915–934 (2020).
	 89.	 Li, S. et al. The hypersensitive induced reaction 3 (HIR3) gene contributes to plant basal resistance via an EDS1 and salicylic 

acid-dependent pathway. Plant J. 98, 783–797 (2019).
	 90.	 Kozieł, E., Otulak-Kozieł, K. & Bujarski, J. J. Plant cell wall as a key player during resistant and susceptible plant–virus interac-

tions. Front. Microbiol. https://​doi.​org/​10.​3389/​fmicb.​2021.​656809 (2021).
	 91.	 Yousaf, H. K. et al. Impact of the secondary plant metabolite Cucurbitacin B on the demographical traits of the melon aphid, 

Aphis gossypii. Sci. Rep. 8, 16473 (2018).
	 92.	 Pang, Z. et al. Linking plant secondary metabolites and plant microbiomes: A review. Front. Plant Sci. https://​doi.​org/​10.​3389/​

fpls.​2021.​621276 (2021).
	 93.	 Luan, J. B. et al. Suppression of terpenoid synthesis in plants by a virus promotes its mutualism with vectors. Ecol. Lett. 16, 

390–398 (2013).
	 94.	 Li, R. et al. A terpenoid phytoalexin plays a role in basal defense of Nicotiana benthamiana against Potato virus X. Sci. Rep. 5, 

9682 (2015).
	 95.	 Ferreyra, M. L. F. et al. The identification of maize and arabidopsis type I flavone synthases links flavones with hormones and 

biotic interactions. Plant Physiol. 169, 1090–1107 (2015).
	 96.	 Mendoza, J.-V. S. et al. Genetic Structure and Diversity of Banana Bunchy Top Virus (BBTV) in the Philippines. https://​doi.​org/​

10.​1101/​2021.​05.​11.​442582 (2021).
	 97.	 Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics https://​doi.​

org/​10.​1093/​bioin​forma​tics/​btu170 (2014).
	 98.	 Dobin, A. et al. STAR: Ultrafast universal RNA-seq aligner. Bioinformatics 29, 15–21 (2013).
	 99.	 Li, B. & Dewey, C. N. RSEM: Accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC 

Bioinform. https://​doi.​org/​10.​1186/​1471-​2105-​12-​323 (2011).
	100.	 Love, M. I., Soneson, C. & Robinson, M. D. Importing transcript abundance datasets with tximport. Dim (txi. inf. rep $ infReps 

$ sample1) 1, 5 (2017).

https://doi.org/10.1016/S1369-5266(03)00061-X
https://doi.org/10.3389/fpls.2021.662793
https://doi.org/10.1016/b978-0-12-384871-0.00015-7
https://doi.org/10.1016/B978-0-12-811257-1.00003-6
https://doi.org/10.1016/j.pbi.2007.04.017
https://doi.org/10.1016/j.pbi.2007.04.017
https://doi.org/10.1007/s00018-010-0428-1
https://doi.org/10.1093/plcell/koac058
https://doi.org/10.1016/bs.aivir.2020.04.002
https://doi.org/10.1016/bs.aivir.2020.04.002
https://doi.org/10.1093/jxb/erab549
https://doi.org/10.3389/fpls.2017.00355
https://doi.org/10.3389/fmicb.2021.656809
https://doi.org/10.3389/fpls.2021.621276
https://doi.org/10.3389/fpls.2021.621276
https://doi.org/10.1101/2021.05.11.442582
https://doi.org/10.1101/2021.05.11.442582
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1186/1471-2105-12-323


14

Vol:.(1234567890)

Scientific Reports |        (2023) 13:18719  | https://doi.org/10.1038/s41598-023-45937-z

www.nature.com/scientificreports/

	101.	 Bustin, S.A. et al. The MIQE guidelines: Minimum Information for publication of Quantitative real-time PCR Experiments. 
Clin. Chem. https://​doi.​org/​10.​1373/​clinc​hem.​2008.​112797 (2009).

Acknowledgements
This research was made possible through funds provided by the Philippine Department of Agriculture—Biotech-
nology Program Office (DA-BIOTECH) and Bureau of Agricultural Research (DA-BAR) to the project entitled 
“DA-BIOTECH R1902: Fast-tracking the Development of BBTV-resistant Banana Cultivars through Modern 
Biotech Tools: Molecular Profiling towards Marker Development and Diagnostics (Phase I).” The authors grate-
fully acknowledge the Institute of Plant Breeding for the use of its facilities and equipment. The authors would 
also like to express their sincere appreciation for the technical and administrative assistance provided by Ronilo 
M. Bajaro, Wilermie Driz-Hernandez, Reina Esther S. Caro, Elaine P. Laurio, Gerardo Luiz J. Sison and Rodelio 
R. Pia. The authors would also like to thank the Philippine Department of Science and Technology (DOST) - 
Advanced Science and Technology Institute (ASTI) for granting them access to the COARE biocomputing server.

Author contributions
D.V.L., A.N.C.M., R.R.G., G.C.L. and F.M.D.C. contributed to the study conception and design. RNA extrac-
tion and RT-qPCR validation were performed by J.D.L.N. with the supervision of A.N.C.M. Preparation and 
treatment of experimental seedlings were conducted by J.S.M. L.S.G. provided the germplasm materials. D.V.L. 
performed the data analysis, and wrote the original draft. A.N.C.M. and D.V.L. interpreted the data. All authors 
read and approved the final manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​023-​45937-z.

Correspondence and requests for materials should be addressed to D.V.L.

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

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

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

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

© The Author(s) 2023

https://doi.org/10.1373/clinchem.2008.112797
https://doi.org/10.1038/s41598-023-45937-z
https://doi.org/10.1038/s41598-023-45937-z
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Comparative RNA-seq analysis of resistant and susceptible banana genotypes reveals molecular mechanisms in response to banana bunchy top virus (BBTV) infection
	Results
	Transcriptomic profiles of resistant and susceptible banana genotypes
	Changes in expression patterns between wild M. balbisiana (resistant) and ‘Lakatan’ (susceptible) in response to BBTV
	Shared set of DEGs in resistant and susceptible banana cultivars involved in defense response
	Differential expression of genes specific to susceptible cultivar
	Differential expression of defense-associated genes in resistant cultivar
	Gene ontology (GO) enrichment of differentially expressed genes
	RT-qPCR validation of DEGs

	Discussion
	Insights into typical defense response of banana against BBTV
	RNA-seq reveals putative susceptibility factors for BBTD progression in banana
	Differential transcriptomic analysis provided insights into resistance mechanisms of banana against BBTV
	Applications to banana breeding programs

	Materials and methods
	Preparation of biological samples and aphid-assisted inoculation
	RNA extraction of BBTV-resistant and BBTV-susceptible banana accessions
	Next-generation sequencing of extracted RNA
	Bioinformatics analysis
	Validation of differentially expressed genes (DEGs) via RT-qPCR
	Research involving plants

	References
	Acknowledgements


