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Abstract 

Colletotrichum siamense is a hemibiotrophic ascomycetous fungus responsible for mango anthracnose. The key 
genes involved in C. siamense infection remained largely unknown. In this study, we conducted weighted gene co-
expression network analysis (WGCNA) of RNA-seq data to mine key genes involved in Colletotrichum siamense-mango 
interactions. Gene modules of Turquoise and Salmon, containing 1039 and 139 respectively, were associated with C. 
siamense infection, which were conducted for further analysis. GO enrichment analysis revealed that protein synthe-
sis, organonitrogen compound biosynthetic and metabolic process, and endoplasmic reticulum-related genes were 
associated with C. siamense infection. A total of 568 proteins had homologs in the PHI database, 370 of which were 
related to virulence. The hub genes in each module were identified, which were annotated as O-methyltransferase 
(Salmon) and Clock-controlled protein 6 (Turquoise). A total of 24 proteins exhibited characteristics of SCRPs. By using 
transient expression in Nicotiana benthamiana, the SCRPs of XM_036637681.1 could inhibit programmed cell death 
(PCD) that induced by BAX (BCL-2-associated X protein), suggesting that it may play important roles in C. siamense 
infection. A mango-C. siamense co-expression network was constructed, and the mango gene of XM_044632979.1 
(auxin-induced protein 15A-like) was positively associated with 5 SCRPs. These findings help to deepen the current 
understanding of necrotrophic stage in C. siamense infection.

Keywords Weighted gene co-expression network analysis, Transcriptome, Colletotrichum siamense, Hub genes, 
Effectors, Mango

Introduction
Mango (Mangifera indica L.)   is a kind of an important 
tropical fruits worldwide. Mango anthracnose, caused 
by Colletotrichum spp., is the most important disease 

of mango around the world, a disease responsible for a 
dramatic loss of crop yield. It has been reported that 
Colletotrichum siamense is one of the Colletotrichum 
species causing Mango anthracnose in Mexico, Thai-
land and China [1–3]. Mango anthracnose could attack 
leaves, twigs, flowering panicles, and fruits [2, 4]. Besides, 
the postharvest fruits infected with anthracnose caused 
greater economic losses. In the early stage of infec-
tion, the black spots would occur, following by enlarge-
ment and fusion of the spots. Eventually, it would cause 
the leaves and inflorescences to wither and the fruits to 
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become rotting. Furthermore, mango anthracnose has 
latent infectivity, and the fruits, that seem healthy, would 
exhibit spots during post-harvest storage [5]. To control 
mango anthracnose, it is important to deepen the current 
understanding of the pathogenesis of the Colletotrichum 
spp..

Plant pathogen fungi would secret effectors to inter-
fere the host immune system for infection [6, 7]. Small 
secreted cysteine-rich proteins (SCRPs) are a kind of 
known apoplastic effectors of pathogen fungi, whose 
cysteine residues could form disulphide bonds that 
enhance the stability in the apoplastic space [8, 9]. For 
instance, three SCRPs of Verticillium dahliae could cause 
cell death of Nicotiana benthamiana accompanied by a 
reactive oxygen species burst, callose deposition, and 
induction of defense genes [10]. Besides, the SCRPs of 
SCRE1 and SCRE2 secreted by Ustilaginoidea virens 
could inhibit programmed cell death (PCD) of N. bentha-
miana induced by BAX [11, 12]. The SCRPs played an 
important role during fungal infection. A lack of suf-
ficient knowledge on SCRPs has prevent a deep under-
standing of the pathogenesis of C. siamense in mango.

Weighted gene co-expression network analysis 
(WGCNA) is an efficient method for mining modules 
and hub genes related to fungal infection [13, 14]. In the 
current study, we have conducted a WGCNA of RNA-
seq data, aiming to identify gene modules and hub genes 
associated with Colletotrichum siamense infection in 
mango. The virulence-related genes were identified by 
PHI database BLASTp analysis. Additionally, we identi-
fied SCRPs from the genes in interested gene modules 
according to the characteristics of SCRPs [10]. Tran-
sient expression in N. benthamiana was used to screen 
the SCRPs that could interfere programmed cell death 
(PCD). A co-expression network was constructed to 
analyze the mango-C. siamense interactions. These find-
ings will help to deepen the current understanding of the 
pathogenesis of Colletotrichum siamense in mango.

Materials and methods
RNA‑seq data collection and processing
The raw RNA-seq data of Colletotrichum siamense 
infection in mango were achieved from NCBI (Bio-
project: PRJNA872313), and the samples contain-
ing Colletotrichum siamense were chosen for further 
analysis. The fastq files were obtained by decompress-
ing SRA files using software SRA toolkit v3.0.5. Then, 
the reads with low quality and adapts were removed 
using software fastp v0.17.0 [15]. The filtered reads of 
C. siamense hyphae and conidia samples were mapped 
to C. siamense genome (Genbank: GCF_013390195.1), 
and the filtered reads of C. siamense infection samples 
were mapped to both C. siamense genome and mango 

genome (Genbank: GCF_011075055.1) using soft-
ware kallisto v0.46.0 [16]. The transcripts per kilobase 
million (TPM) values were calculated using software 
kallisto v0.46.0. The Linux command line code was 
deposited in Zenodo (https:// doi. org/ 10. 5281/ zenodo. 
84245 04). Differentially expressed genes (DEGs) were 
analyzed using R package of DESeq2 in TBtools v1.10 
[17], and genes with p-value (adjusted) < 0.01 and 
|log2FC|> 2 were considered as DEGs. All genes were 
annotated using eggNOG v2.1.9 software [18].

Weighted gene co‑expression network analysis
The top 5000 genes according to median absolute devi-
ation were used for following analysis. The R package 
of WGCNA [19] was used for weighted gene co-expres-
sion network analysis with a softpower value of 12 
and a mergeCutHeight value of 0.25. The R script was 
deposited in Zenodo (https:// doi. org/ 10. 5281/ zenodo. 
84245 04). The genes were clustered into different gene 
modules according to different expression patterns. 
The C. siamense samples of conidia, hypha, and infect-
ing mango for 3 d and 5 d status were considered as 
conidia, hypha, infect_3d, and infect_5 d traits, respec-
tively. The module-trait correlation coefficient was cal-
culated using the Pearson correlation analysis. The hub 
genes of significant modules were determined using the 
Cytohubba pluggin [20] in Cytoscape v3.9.1. To inter-
pret the biological significance of genes in significant 
modules, Gene Ontology (GO) enrichment analysis 
was performed using TBtools v1.10.

Prediction of candidate effectors
Genes in interested modules were selected for effec-
tor prediction. Firstly, the gene sequences were trans-
formed into protein sequences, which then were 
conducted to BLASTp analysis using the Pathogen Host 
Interaction (PHI) database. Secondly, proteins with fol-
lowing characteristics [13] were considered as small 
secreted cysteine-rich proteins (SCRPs): (1) molecu-
lar mass is smaller than 400 amino acid (AA) residues, 
(2) cysteine content was greater than 3%, which was 
calculated using software DiANNA v1.1 (http:// clavi 
us. bc. edu/ ~clote lab/ DiANNA/), (3) presence of an 
N-signal peptide, which was predicted using software 
SignalP v4.1 (https:// servi ces. healt htech. dtu. dk/ servi 
ce. php? Signa lP-4.1), (4) absence of a transmembrane 
domain, which was predicted using software TMHMM 
v2.0 (https:// servi ces. healt htech. dtu. dk/ servi ce. php? 
TMHMM-2.0). Thirdly, the predicted SCRPs were con-
ducted novel effectors prediction using software Effec-
torP v3.0 [21].

https://doi.org/10.5281/zenodo.8424504
https://doi.org/10.5281/zenodo.8424504
https://doi.org/10.5281/zenodo.8424504
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http://clavius.bc.edu/~clotelab/DiANNA/
http://clavius.bc.edu/~clotelab/DiANNA/
https://services.healthtech.dtu.dk/service.php?SignalP-4.1
https://services.healthtech.dtu.dk/service.php?SignalP-4.1
https://services.healthtech.dtu.dk/service.php?TMHMM-2.0
https://services.healthtech.dtu.dk/service.php?TMHMM-2.0
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C. siamense‑mango gene co‑expression network 
construction
The TPM gene expression levels of C. siamense pre-
dicted SCRPs genes and all mango genes were used for 
the gene co-expression network construction. The data 
were conducted Pearson pairwise correlation analy-
sis across the selected samples using R packages of 
corrplot and hclust with |R|> 0.8 and p-value < 0.001, 
and the co-expression network of SCRPs genes with top 
10 correlation coefficient values were visualized using 
software Cytoscape v3.5.1.

Transient expression in N. benthamiana
A total of 10 cDNA sequences of predicted effectors 
were artificially synthesized, then they were cloned 
into the plasmid pCAMBIA3300-CaMV 35S in Beijing 
Tsingke Biotech Co., Ltd. The recombinant plasmids 
were transformed into competent cells of Agrobac-
terium tumefaciens strain GV3101 (AngYuBio) fol-
lowing the manufacturer’s instructions. Colonies 
with recombinant constructs were grown overnight 
in YEP medium (1% beef extract, 1% yeast extract, 
0.5% NaCl [pH 7.0]) containing 50  μg/mL kanamycin 
and 20  μg/mL rifampicin. The cells were resuspended 
two times with infiltration buffer (10  mM  MgCl2, 
10  mM MES, and 150  µM acetosyringone). The cells 
with 35S::effectors were syringe-infiltrated alone into 
4–5-week-old N. benthamiana leaves at OD600 = 0.6. 
Besides, the cells with 35S::effectors and 35S::BAX were 
syringe-infiltrated together with the volume ratio (1:1) 
at OD600 = 0.6. The cells with 35::GFP were consid-
ered as control. Leaf apoptosis was observed after 5 d 
of infiltration.

Results
Analysis of RNA‑seq data
To reveal the transcriptome response of C. siamense 
infection, RNA-seq data of C. siamense-mango interac-
tions were analyzed. In this dataset, a total of 24 samples 
belonging to C. siamense, including strains of GD10 and 
YN56, were selected for further analysis, 6 of which were 
status of conidia, 6 were status of hypha, 6 were status of 
3 d infection, and 6 were status of 5 d infection. A total of 
1746659580 clean reads were obtained, in which Q30 val-
ues were > 92.95%, and GC contents were > 43.27% (Table 
S1). The clean reads of samples of hypha and conidia were 
mapped to the C. siamense genome at a range of 83.5% 
to 87.2%, and samples of infection were 0.1% to 17.2% 
(Table S1). Additionally, the clean reads of samples of 
infection were mapped to the mango genome at a range 
of 62.9% to 88.2% (Table S1). These results suggested that 
the RNA-seq data were reliable for further analysis.

After 3 d and 5 d infection of mango, GD10-infection 
samples expressed 1254 and 1743 DEGs relative to 
GD10-hypha samples, and 1427 and 3427 DEGs relative 
to GD10-conidia samples, respectively, while YN56-
infection samples expressed 1613 and 1737 DEGs 
relative to YN56-hypha samples, and 2854 and 2892 
DEGs relative to YN56-conidia samples, respectively 
(Table  1). These results suggested that the transcrip-
tome response of C. siamense infection was impressed.

Identification of gene modules associated with C. siamense 
infection
WGCNA was used to obtain gene modules associated 
with C. siamense infection in the mango. The expres-
sion profiles of top 5000 genes of median absolute devia-
tion were used for co-expression module construction in 
WGCNA. According to the expression patterns, a total 
of 22 distinct gene modules were identified (Fig. 1A). To 
identify the gene modules related to C. siamense infec-
tion, the correlation coefficient between traits and gene 
modules were calculated. The results indicated that 
the Salmon and Turquoise modules were significantly 
and positively related to C. siamense infection trait of 
‘Infect_5d’ (r = 0.78, p = 7e-06 for Salmon and r = 0.69, 
p = 2e-04 for Turquoise), while other gene modules were 
not (p > 0.01) (Fig. 1B). The Salmon and Turquoise mod-
ules contained 139 and 1039 genes, respectively, which 
were selected for subsequent analysis.

Annotation of genes in interested modules
GO enrichment analysis were used to explore the func-
tion of genes in Salmon and Turquoise modules. In the 
Salmon module, no GO term enrichment was identi-
fied. In the MEtuoquoise module, 34 GO terms were 
significantly enriched (FDR < 0.01), which were related 
to protein synthesis, ribosome, rRNA, organonitrogen 

Table 1 Statistics of differentially expressed genes

Group Upregulated Downregulated All

GD10_hypha vs. GD10_infect3d 291 963 1254

GD10_hypha vs. GD10_infect5d 961 782 1743

GD10_conidia vs. GD10_
infect3d

463 964 1427

GD10_conidia vs. GD10_
infect5d

1516 1911 3427

YN56_hypha vs. YN56_infect3d 774 839 1613

YN56_hypha vs. YN56_infect5d 892 845 1737

YN56_conidia vs. YN56_
infect3d

1158 1696 2854

YN56_conidia vs. YN56_
infect5d

1406 1486 2892
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compound biosynthetic and metabolic process, and 
endoplasmic reticulum (Fig. 2 and Table S2). The results 
suggested that a large amount of proteins were synthesis 
during C. siamense infection, which may be involved in 
hypha growth. Besides, some synthetized protein may be 
effectors secreted by endoplasmic reticulum, which play 
an important role in C. siamense colonization in mango.

Hub genes in interested modules
Hub genes were identified from Turquoise and Salmon 
gene modules. Gene co-expression networks of these 
modules were separately constructed, and the top ten 
hub genes in each module were identified based on the 
degree values by using the plugin Cytohubba. The top ten 
hub genes in each module were identified according to 
the degree value (Fig. 3A and B). In the Salmon module, 
the gene with highest degree value was XM_036644829.1, 
encoding O-methyltransferase (Table S3), which exhib-
ited highest expression level with 5 d infection of GD10 
(Fig. 3C). In the Turquoise module, the gene with highest 
degree value was XM_036645100.1, encoding Clock-con-
trolled protein 6 (Table S3), and three of the hub genes 

were annotated as 60S ribosomal protein. The expression 
levels of these genes increased with a longer C. siamense 
infection time (Fig. 3D).

Proteins in interested modules associated with virulence
To identify candidate proteins associated with virulence, 
proteins in the Salmon and Turquoise modules were 
BLASTp against the PHI database. A total of 568 proteins 
with significant homology were identified (Table S4), of 
which 227 and 118 were from Aspergillus fumigatus and 
Fusarium graminearum (Fig. 4A). According to the PHI 
database, by using gene deletion or silencing, 250 pro-
teins exhibited reduced virulence, 198 proteins had no 
impact on pathogenicity, 36 proteins showed a loss of 
pathogenicity, and 8 proteins showed increased viru-
lence (Fig. 4B). The homologs that identity value > 0.85 of 
XM_036634636.1, XM_036638449.1, XM_036644019.1, 
XM_036640956.1, XM_036638455.1, XM_036636947.1, 
and XM_036637134.1 showed a loss of pathogenicity, 
which were annotated as uncharacterized protein, plasma 
membrane ATPase, uncharacterized protein, superox-
ide-generating NADPH oxidase heavy chain subunit A, 

Fig. 1 Identification of key gene modules associated with C. siamense infection. A Identification of gene modules by co-expression analysis. A total 
of 22 distinct gene modules were identified. B Correlation of gene modules and traits (Hypha, Conidia, Infect_3d, and Infect_5d). The correlation 
coefficient and adjusted p-value are shown in each cell
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transcription factor steA, imidazoleglycerol-phosphate 
dehydratase, and uncharacterized protein (Table S4), 
respectively. The genes encoding these proteins were 
upregulated during C. siamense infection (Fig. 4C).

Small secreted cysteine‑rich proteins identified 
in interested modules
The small secreted cysteine-rich proteins (SCRPs) of 
C. siamense were predicted from 1178 proteins in the 
Salmon and Turquoise modules based on the character-
istics of SCRPs. Among them, 193 proteins containing 
a N-signal peptide were conducted for further analysis. 
Of these, 35 proteins exhibited > 3% cysteine content, 
156 proteins had no transmembrane domain, and 114 
proteins had a molecular mass of < 400 aa (Fig.  5A and 
Table S5). Based on SCRPs characteristics as previously 
described, a total of 24 proteins were considered as 
SCRPs, 17 of which were annotated as uncharacterized 
proteins while the rest were annotated as CFEM domain 
protein (XM_036641229.1 and XM_036646582.1), 
Rodlet protein (XM_036642444.1), Clock controlled 
protein (XM_036645100.1), Acetylxylan esterase 
(XM_036640888.1), and LysM domain-containing pro-
tein (XM_036640779.1) (Table S5), of which 19 were pre-
dicted as novel effectors by using software EffectorP v3.0 
(Table S5). The genes encoding these SCRPs were upreg-
ulated during C. siamense infection (Fig. 5B).

Inhibition effect of XM_036637681.1 in PCD induced 
by BAX
To analyze the potential function of the predicted SCRPs, 
a total of 10 SCRPs (without signal peptide) were sub-
jected to PCD screening on N. benthamiana using 
a transient expression system. All of them could not 
induce PCD on N. benthamiana (Fig.  6A). The SCRPs 
of XM_036637681.1 could inhibit PCD that induced 
by BAX (Fig.  6B). XM_036637681.1 was annotated as 
uncharacterized protein with 7.69% cysteine percentage 
and predicted as apoplastic effector by using software 
Effector P v3.0 (Table S5), and the most significantly 
positive co-expressed mango gene was XM_044632979.1 
with correlation coefficient value of 0.9516, annotated as 
auxin-induced protein 15A-like (Table S6). These results 
suggested that XM_036637681.1 may play an important 
role in C. siamense infection in mango.

Co‑expression network of SCRPs and mango genes
To explore co-expression network of SCRPs and mango 
genes, the correlation was analyzed using the Pearson 
method with absolute correlation coefficients > 0.8 and p 
value < 0.001, and the co-expression of top 10 correlation 
coefficient values of each SCRPs were visualized using 
Cytoscape v2.4.1. All 24 SCRPs genes exhibited both 
positive and negative co-expression of mango genes, 13 
of which were co-expressed with unique mango genes 

Fig. 2 Enriched GO terms in Turquoise module. The columns and rows indicate GO terms and enrichment score. The round size indicates 
the number of hit genes. BP, CC, and MF represent biological process, cellular component, and molecular function. A total of 34 GO terms were 
significantly enriched (FDR-value < 0.01), and the details of enriched GO terms were shown in Table S2
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while others were not (Fig. 7). In the co-expression net-
work, there were 11, 1, and 1 mango genes co-expressed 
with 2, 3, and 5 SCRPs genes, respectively (Fig.  7), and 
other mango genes were only co-expressed with 1 
SCRPs gene. Notably, Mango gene of XM_044618156.1, 
annotated as uncharacterized protein, were positively 
co-expressed with SCRPs genes of XM_036646562.1, 
XM_036646398.1, and XM_036643348.1. Besides, 
mango gene of XM_044632979.1, annotated as 
auxin-induced protein 15A-like, were positively co-
expressed with SCRPs genes of XM_036643348.1, 
XM_036646398.1, XM_036637681.1, XM_036638029.1, 
and XM_036639193.1. These results suggested that 
mango genes of XM_044618156.1 and XM_044632979.1 

may play an important role in C. siamense-mango 
interactions.

Discussion
C. siamense is a hemibiotrophic ascomycetous fun-
gus, whose infection could be devided into primary 
biotrophic stage and secondary necrotrophic stage. 
According to sample descriptions of GCF_013390195.1, 
hyphae can be seen on the spots when sampling after 5 
d inoculation, which could tell that it was in the second-
ary necrotrophic stage [22]. Therefore, we focused on 
transcriptome analysis of the secondary necrotrophic 
stage in the current study. WGCNA is a powerful tool to 
reveal the correlation between gene expression levels and 

Fig. 3 The top ten hub genes in the Salmon and Turquoise modules. Co-expression networks of top ten hub genes in the Salmon and Turquoise 
modules were shown in A and B, respectively. The details of hub genes were shown in Table S3. The cells are color-coded by degree value, which 
represents the number of connections in the co-expression network. Expression profiles of top ten hub genes in the Salmon and Turquoise 
modules were shown in C and D, respectively. The expression levels were standardized by rows
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phenotypic traits [14, 23]. Two gene modules (Salmon 
and Turquoise) significantly associated with C. siamense 
5 d infection in mango (p < 0.001) were identified. Of par-
ticular interest were genes in Turquoise module that were 
enriched in protein synthesis, organonitrogen compound 
biosynthetic and metabolic process, and endoplasmic 
reticulum-related GO terms. As for protein synthesis-
related GO terms, the necrotrophic hyphae grow rapidly 
leading to necrotic lesions, and numerous conidia would 
be produced in the secondary necrotrophic stage [24], 
which needs massive protein synthesis. Additionally, the 
protein synthesis-related genes may be involved in pro-
ducing effectors and plant cell wall degradation enzyme, 
which were associated with virulence. As for endoplas-
mic reticulum-related GO terms, Colletotrichum spp. 
would secret plant cell wall degradation enzymes [25, 
26] and effectors [27, 28] for colonization, and endo-
plasmic reticulum is the main organelle involved in the 
secretion. As for organonitrogen compound biosynthetic 

and metabolic process-related GO terms, it has been 
reported that nitrogen-containing metabolites produced 
by Colletotrichum spp. play an important role in fungi-
plant interaction [29], such as Ferricrocin [30] and Mela-
nin [31]. Thus, these studies implied that genes in these 
enriched GO terms play a critical role in C. siamense 
infection in mango.

Hub genes in each module were mined by using Cyto-
hubba plugin. In the Salmon module, the hub gene 
(XM_036644829.1), with the highest degree value, was 
annotated as O-methyltransferase that is involved in 
methylation modification of oxygen atoms in second-
ary metabolites, which improved the stability for bet-
ter biological activity [32]. During Colletotrichum spp. 
infection, it would secret some secondary metabolites 
for plant cell damage [29], and the O-methyltransferase 
may play an important role in methylation modification 
of these secondary metabolites. In the Turquoise module, 
the top hub gene (XM_036645100.1) was annotated as 

Fig. 4 Homologous proteins identified in the Pathogen-Host Interaction (PHI) database. A Species distribution of homologous proteins in the PHI 
database. B Virulence distribution of homologous proteins in the PHI database. C Expression profiles of homologous proteins during C. siamense 
infection in mango. The expression levels were standardized by rows. The details of homologous proteins were shown in Table S4
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Fig. 5 Small cysteine-rich proteins (SCRPs) in the Salmon and Turquoise modules. A In 193 proteins with N-signal peptide from these two 
modules, 35 had > 3% cysteine content, 114 had < 400 amino acids, 156 had no transmembrane domain. A total of 24 proteins exhibited all SCRPs 
characteristics. B Expression profiles of the predicted SCRPs genes. The expression levels were standardized by rows. The red arrows indicate 
homologous proteins identified in the PHI database. The blue arrow indicates hub genes identified by the Cytohubba plugin. The details of SCRPs 
were shown in Table S5

Fig. 6 SCRPs of XM_036637681 could inhibit PCD induced by BAX. A Identification of PCD-inducing effectors. Agrobacterium tumefaciens harboring 
35S::effector constructs infiltrating Nicotiana benthamiana leaves. A. tumefaciens harboring 35S::GFP and A. tumefaciens harboring 35S::BAX were 
used as negative and positive controls, respectively. B Identification of PCD-inhibiting effectors. A. tumefaciens containing the 35S::effector construct 
was mixed with A. tumefaciens containing the 35S::BAX construct and co-infiltrated into the leaves of N. benthamiana. A. tumefaciens harboring 
35S::GFP mixed with A. tumefaciens harboring 35S::BAX were used as the positive control. The photographs were taken 5 d after infiltration. The 
assays were performed in triplicates
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Clock-controlled protein 6, belonging to circadian clock 
proteins, that provided information of daily environ-
ment changes and controlled primary metabolisms [33, 
34]. Interestingly, this protein exhibited characteristics 
of SCRPs, including N-signal peptide, implying that it 
may be secreted to host, and interfered the host primary 
metabolisms. Functional characterization of these two 
genes will be conducted in a future study.

The PHI database records pathogen proteins that are 
functionally characterized in pathogen-plant interactions 
[35]. Through a BLASTp analysis, 568 of 1178 proteins 
in the Salmon and Turquoise modules had homologous 
proteins in the PHI database, suggesting that there is a 
reliable association between virulence and these two gene 
modules, of which 36 proteins showed a loss of patho-
genicity that may also play essential roles in C. siamense 
virulence. Interestingly, 8 proteins identified in the PHI 

database exhibited characteristics of SCRPs, suggesting 
that there is a reliable association between virulence and 
SCRPs.

High content of cysteine formed disulfide bond in the 
SCRPs, which kept it stable in the host environment [36], 
and SCRPs are a kind of effector that interferes with host 
immune system [10]. In the current study, 24 proteins had 
SCRPs characteristics, of which 18 proteins were anno-
tated as uncharacterized protein, and they deserved fur-
ther functional analysis. Two proteins (XM_036641229.1 
and XM_036646582.1) were annotated as CFEM domain 
protein, which were effectors in pathogenic fungi [37]. 
Notably, the SCRPs of XM_036645100.1 belongs to hub 
genes, indicating that it played an important role in C. 
siamense infection.

Transient expression in N. benthamiana is an effective 
method to identify effectors [10]. In this study, by using 

Fig. 7 Co-expression network of SCRPs genes and mango genes. The co-expression of top 10 correlation coefficient values of each SCRPs were 
visualized using software Cytoscape v3.5.1. The red and blue triangles indicate effector and non-effector, respectively, which were predicted 
by software EffectorP v3.0. The yellow rounds indicate mango genes. The red and blue lines indicate positively and negatively regulation. Thicker 
lines indicate higher correlation coefficients. The details of these genes were shown in Table S6
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transient expression in N. benthamiana, the SCRPs of 
XM_036637681.1, annotated as uncharacterized pro-
tein, could inhibit PCD that induced by BAX. Normally, 
plants form a ‘wall’ to prevent fungi hyphae expan-
sion by PCD, while effector secreted by fungi would 
inhibit the PCD process for fungi colonization [7]. The 
SCRPs of XM_036637681.1 could inhibit PCD process 
in mango during C. siamense infection. The function of 
XM_036637681.1 will be further determined by gene 
deletion.

Co-expression network is a useful tool to study plant-
fungi interaction. An interaction between a smut effector 
gene SsPele1 and a sugarcane gene ScPEPR1 was identi-
fied based on co-expression network [14]. A co-expres-
sion network between SCRPs genes and mango genes was 
constructed based on Pearson analysis. Notably, mango 
gene of XM_044632979.1, annotated as auxin-induced 
protein 15A-like, was positively associated with 5 SCRPs 
genes. Auxin is involved in plant-fungi interaction [38], 
and XM_044632979.1 is a part of auxin signaling, which 
may be regulated by SCRPs to increase host susceptibil-
ity. The relationship between XM_044632979.1 and 5 
SCRPs deserves further study.

Current findings let us to postulate a C. siamense 
infection model of necrotrophic stage (Fig.  8). Protein 
synthesis-related proteins would participate in plant 
cell wall degradation enzymes and effectors synthesis, 
and then endoplasmic reticulum-related proteins would 
assist in their transportations. PCWDEs were involved 
in plant cell degradation for colonization. Effectors 
interfered host immune system, XM_036637681.1 of 
which could inhibit programmed cell death (PCD) 
process. Furthermore, organonitrogen compound bio-
synthetic and metabolic process-related proteins were 

responsible in synthesis of nitrogen-containing metab-
olites, some of which would be toxic to plants [29].

In conclusion, two gene modules (Turquoise and 
Salmon), containing a total of 1178 genes, signifi-
cantly associated with C. siamense infection of necro-
trophic stage in mango were identified using WGCNA. 
GO enrichment analysis of genes in these modules 
revealed that protein synthesis, organonitrogen com-
pound biosynthetic and metabolic process, and endo-
plasmic reticulum-related genes were implicated in C. 
siamense infection. The hub genes of XM_036644829.1 
(O-methyltransferase, Salmon) and XM_036645100.1 
(Clock-controlled protein 6, Turquoise) were identi-
fied using the Cytohubba plugin. Of 1178 proteins, 568 
proteins were identified in PHI database, and 24 pro-
teins exhibited SCRPs characteristics. The SCRPs of 
XM_036637681.1 could inhibit PCD that induced by 
BAX. Besides, the mango gene of XM_044632979.1 was 
positively associated with 5 SCRPs based on co-expres-
sion network. These findings help to deepen the current 
understanding of necrotrophic stage in C. siamense 
infection.
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