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Supp. 1 Virus detection reports for six data 
 

Figure S1. HPV-18 contigs from SRR031636 

Reference Length Read_cov(%) #(Contig_cov%) Depth 

M20325 3135 2324(74.1) 19(62.5) 0.6(8.5) 

 

 

 

 

Figure S2. HBV contigs from SRR039620 

Reference Length Read_cov(%) #(Contig_cov%) Depth 

JQ688404 3215 1756(54.6) 7(13.3) 0.2(6.0) 

 

 

 

 

Figure S3. HCV contigs from SRR039622 

Reference Length Read_cov(%) #(Contig_cov%) Depth 

D85516 9535 1032(10.8) 1(0.5) 0.0(1.8) 

 

 

 

 

 

 

 

 

file:///E:/all_results/SRP002272/result_SRR039620/known_references/JQ688404.html
file:///E:/all_results/SRP002272/result_SRR039622/known_references/D85516.html
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Figure S4. HIV-1 contigs from SRR941591 

Reference Length Read_cov(%) #(Contig_cov%) Depth 

M19921  14825 5831(39.3) 53(32.6) 3.5(210.1) 

 

 

 

 

 

 

 

 

 

Figure S5. SMRV contigs from SRR1563017 

Reference Length Read_cov(%) #(Contig_cov%) Depth 

M23385  8785 8732(99.4) 1(76.9) 318.0(494.5) 

 

 

 

 

 

 

file:///E:/all_results/SRP027589/result_SRR941591/known_references/M19921.html
file:///E:/all_results/SRP046046/result_SRR1563017/known_references/M23385.html
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Figure S6. EBV contigs from SRR1563063 

Reference Length Read_cov(%) #(Contig_cov%) Depth 

M80517  184113 37898(20.6) 34(1.4) 1.2(52.8) 

 

 

file:///E:/all_results/SRP046046/result_SRR1563063/known_references/M80517.html
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Supp. 2 Read distribution on six virus genomes 

 

 
Figure S7. HPV-18 reads distribution in SRR031636 

 

 

Figure S8. HBV reads distribution in SRR039620 
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Figure S9. HCV reads distribution in SRR039622 

 

 

Figure S10. HIV-1 reads distribution in SRR941591 
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Figure S11. SMRV reads distribution in SRR1563017 

 

 

Figure S12. EBV reads distribution in SRR1563063 
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Supp. 3 Four miRNAs from seven duplexes 

 

 
1. The first mature miRNA: 

 

 
 
2. The second mature miRNA: 

 

 
 
3. The third mature miRNA: 

 

 
 
4. The predicted miRNA: 

 

 
Predicted miRNA precursor sequence, 90 bp, dG = -69.8 [Initially -69.3] 

gccgggcggccgccggtgggtcCGCTGGGCCGCTGCCCCGCTCCGGGTGGGGGGTGG

CCCCGCTGGGCACCGCTGCGCCGCCGCCAGGT 

15May03-09-11-36-1db38914b3 is the 2584933rd nucleic acid sequence folded on 

the RNA Institute mfold server. 

- Sunday, May 03 09:11:38 EDT 2015 – 
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The repeated regions on the M80517 reference sequence. 
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Supp. 4 The predicted second structures of seven duplexes 
 

1. The first mature miRNA: 

 

 

 

 

 

 
Note: the mature miRNA is in lower case letters 

 

2. The second and third mature miRNA: 

pre-miRNA Length C+G MFE(-) MFEI 

ebv-mir-BART1 70 39 30.57 1.12 
GGGGGucuuaguggaagugacgugcugUGAAUAC 

AGGUCCAuagcaccgcuauccacuaugucUCGCCCG 

 

 
 

3. The predicted mature miRNA: 

 

pre-miRNA Length C+G MFE(-) MFEI 

new finding 90 77 69.46 1.00 
gccgggcggccgccggtgggtcCGCTGGGCCGCTGCCCCGCTCC 

GGGTGGGGGGTGGCCCCGCTGGGCACCGCTGCGCCGCCGCCAGGT 

 

 
 

4. The unknown 1 and 2 duplexes: 

 

Two unknown 

duplexes 

Length C+G MFE(-) MFEI 

NA 76 65 46.46 0.94 

pre-miRNA Length C+G MFE(-) MFEI 

rlcv-mir-rL1-1 85 49 37.70  0.91  
GGCCGGCUCCUUAUUAACCUGAUCAGCCCCGGGGUUGCCUGUCU 

UAGCACUAAcuccgggccugaagagguugacAAGAAGGGUC 
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CCCCccagacccgggtctcggccagCCGAGCCGACCGGCCC 

CGCGCCTGGcgcctcctcggggccagccgccgCCGGGG 

 

 
5. The unknown 3 duplex: 

unknown duplex Length C+G MFE(-) MFEI 

NA 80 39 10.4 0.33 
tttgtctacaagttcctggccTTTAAGCTGAAGAACTGCAACTACCCCTCCTCGCCC 

GTGTTTGTGATATCCAACAACGG 

 

 


