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Supplementary data 

Supplementary Tables 

Table S1. Summary of raw data for the individual library sequenced by the HiSeq 2000 

system. 

Table S2. Summary of de novo transcriptome assembly for six peach transcriptomes. 

Table S3. Virus-associated contigs identified by MEGABLAST against the viral genome 

database. 

Table S4. The list of identified viruses and viroids from six peach cultivars. 



Table S5. The de novo assembled viral genomes using peach transcriptome data. 

Table S6. BLAST results using assembled genomes for Peach virus T isolate BC and JH 

against the nucleotide database (NT) in NCBI. 

Table S7. BLAST results using assembled genomes for ACLSV and APCLSV against 

nucleotide database (NT) in NCBI. 

Table S8. BLAST results using assembled genomes for APV1 and APV2 against nucleotide 

database (NT) in NCBI. 

Table S9. BLAST results using an assembled genome for CNRMV isolate MB against 

nucleotide database (NT) in NCBI. 

Table S10. Analysis of single nucleotide variations for individual viral genomes in a single 

plant. 

Table S11. Detailed information for the primers used in this study. 

 



Supplementary Figures 

 

Figure S1. Single nucleotide variations of identified viruses and viroids in the BC cultivar. 
The genome organization, alignment of sequenced reads, and identified SNVs for ACLSV 
isolate BC (a), APCLSV isolate BC (b), APV2 isolate BC (c), and PcVT isolate BC (d). The 
blue bars indicate the position of identified SNVs on the given virus genome. (e) The 
alignment of sequenced reads and identified SNVs for PLMVd isolate BC. (f) The identified 
SNVs in the BC cultivar using 40 PLMVd genome sequences, which were amplified by two 
different primer pairs followed by Sanger Sequencing. Red and blue arrows indicate the 
positions of two primer-pairs for RT-PCR.  
 



 

Figure S2. Single nucleotide variations of the identified viruses and viroids in the JH cultivar. 
Genome organization, alignment of sequenced reads, and identified SNVs for ACLSV isolate 
JH (a), APCLSV isolate JH (b), APV2 isolate JH (c), and PcVT isolate JH (d). Blue bars 
indicate the position of identified SNVs for the given virus genome. (e) The alignment of 
sequenced reads and identified SNVs for PLMVd isolate JH. (f) The identified SNVs in the 
JH cultivar using 40 PLMVd genome sequences, which were amplified by two different 
primer pairs followed by Sanger Sequencing. Red and blue arrows indicate the positions of 
the two primer pairs for RT-PCR.  
 



 

Figure S3. Single nucleotide variations of identified viruses and viroids in the MB cultivar. 
Genome organization, alignment of sequenced reads, and identified SNVs for ACLSV isolate 
MB (a), CNRMV isolate MB (b). Blue bars indicate the position of identified SNVs on the 
given virus genome. (c) Alignment of sequenced reads and identified SNVs for HSVd isolate 
MB and PLMVd isolate MB (d). In the case of HSVd and PLMVd, sequenced reads were 
aligned on a single circular RNA genome. (e) Identified SNVs in the MB cultivar using 40 
PLMVd genome sequences that were amplified by two different primer pairs followed by 
Sanger Sequencing. Red and blue colored arrows indicate the positions for two primer-pairs 
for RT-PCR.  
 



 

 

Figure S4. Single nucleotide variations of identified viruses and viroids in the CJ and CH 
cultivars. 
(a) Genome organization, alignment of sequenced reads, and identified SNVs for ACLSV 
isolate CJ. (b) Alignment of the sequenced reads and identified SNVs for PLMVd isolate CJ. 
(c) Genome organization, alignment of sequenced reads, and identified SNVs for the ACLSV 
isolate CH. (d) Alignment of sequenced reads and identified SNVs for the PLMVd isolate CH. 
(e) Identified SNVs in the CH cultivar using 40 PLMVd genome sequences that were 
amplified for two different primer pairs followed by Sanger Sequencing. Red and blue 
colored arrows indicate the positions of two primer-pairs for RT-PCR. 



 
 
Figure S5. Full-length gels display RT-PCR results with virus- and viroid-specific primers. 
The 18S rRNA gene was used as a positive control.  


