
Table S1. List of primers used in this study.  

 
 
 
 
 
 
 

Primer name Sequences (5’-->3’) Note 

ITS1 TCCGTAGGTGAACCTGCGG ITS region of fungal strain 

ITS4 TCCTCCGCTTATTGATATGC  

5RACE_545-P1 TCTATCAAGGTTCGGAGC 5’ RACE  

5RACE_398-P2 GACTTCTGTGCGATTCCTAAC  

3RACE_2213-P1 CTCAATGGCTTATCTGGTGTT 3’ RACE 

3RACE_2335-P2 AGACCTTGAGGGAAATGG  

ORF1-357-F CAAGATTACGGTTGACGATG RT-PCR of ORF 1 

ORF1-866-R AGTAGTTGGGTTCTCCGCA  

ORF2-1374-F CGATTAGTCAACAGGATGGTG RT-PCR of ORF 2 

ORF2-2179-R CACTTCTCTGGCTTGAGCA  



 
 
 
Fig. S1. Conidia morphology and Phylogenetic tree. (A) microscopic views of 
individual spores of C. gloeosporioides strain Ssa-44.1. Spore was observed under light 
microscope (40X). (B) Phylogenetic tree of isolated phytopathogenic fungal strain Ssa-
44.1 and other related species, based on ITS gene partial sequences. Branch length 
values were shown, the tree was reconstructed using the Maximum Likelihood 
method and tested by bootstrapping (1,000 replicates). In the phylogenetic tree, strain 
Ssa-44.1 is represented by a red letter and substitutions per position are displayed by 
scale bars. 
 
 
 
 



 

 
 

Fig. S2. Analysis of the CgRV1-Ssa-44.1 dsRNA segments. Electrophoretic profiles on 
a 1% aga-rose gel of dsRNA preparations from total RNA of strain Ssa-44.1 before (−) 
and after (+) digestion with DNase I and S1 nuclease. 
 
 
 
 
 
 
 
 
 
 



 
 
Fig. S3. Predicted secondary structure of the 5’-and 3’-untranslated regions (UTRs) of 
CgRV2 with a complete genome sequence identified in C. gloeosporioides. (A) Predicted 
secondary structure of the 5’-UTRs. (B) Predicted secondary structure of the 3’-UTRs. 
The RNAs were folded and the free energy (∆G) was estimated using the Mfold web 
server (http://mfold.rna.albany.edu/?q=mfold/download-mfold) (accessed on 17 May 
2022). 
 
 



 
Fig. S4. Phylogenetic analysis of ORF 1 encoded hypothetical protein. The Maximum 
Likelihood method was used to create a phylogenetic tree based on the alignment of 
hypothetical protein complete aa sequence along with the previously reported 
members of other genera. The percentage of trees in which the associated taxa 
clustered together is shown next to the branches. In the phylogenetic tree, ORF 1 of. 
strain Ssa-44.1 encodes a hypothetical capsid protein is represented by a red letter and 
genetic distance substitutions are displayed by scale bars. 
  



 

 
Fig. S5. Whole genome sequences of CgRV1-Ssa-44.1.  



 
 
Fig. S6. Virulence assay of virus-infected and virus-free C. gloeosporioides on apple. (A) 
The images illustrate representative lesions elicited by the fungal strains 7 days after 
apple inoculation. (B) Graphical representation of lesion areas on apple measured in 
the experiment described in (A). The data from 5 replicates are means + SD with 
different letters are significantly different (p<0.05) among treatments using one way 
ANOVA analysis. Control variable (CK) was inoculated with PDA (agar plugs) only. 
 
 
 


