
Supplemental Table 3.  Genomic loci of known and previously predicted HSV-1 
miRNAs represented with sequence reads, and  genomic loci represented with three or 
more sequence reads of >19 nucleotides between HSV-1 and HSV-2 in productive or 
latent infection tested by the RNA secondary structure predictions programs mfold and 
RNAfold.  

Locus1 Hairpin2 Number of sequence  reads in 
productively infected sample 

Number of sequence reads 
in latently infected sample 

miRNA strand  
 

745 - 3 -  
2118 - 23 -  
2561 - 3 -  
2932 - 4 -  
3221 - 6 -  
3713 - 127 -  
4477P + 1 - miR-H14-5p 
4514 P + 3 - miR-H14-3p 
4563 - 6 -  
7131 + 5 - miR-H15-3p 
7954 + 140 1 moR-H6-5p 
7983 U1 + 83 1 miR-H6-5p 
7999 - 25 -  
8020 + 322 3 miR-H6-3p 
8042 + 11 - moR-H6-3p 
9248 - 10 -  
9763 +/- 4 -  
41872 - 4 -  
57391 - - 7  
62480P + 73 - miR-H11-3p 
67690 - - 5  
69040 + 8 - miR-H16-5p 
84712 - 4 -  
89684 - 5 -  
96221 - 25 -  
99461 - - 10  
100171 - - 7  
112865 - - 8  
118328C + 2555 11 miR-H1-5p 
118368C + 8 - miR -H1-3p 
120805C - 1 -  
121832C + 3 5 miR H2-5p 
121868C + 96 221 miR -H2-3p 
123399 - 10 -  
123419U2 + 1 11 miR-H7-5p 
123809P + 2 4 miR-H8-5p 
125737 + - 1 miR-H3-5p 
125771U1 + 67 167 miR-H3-3p 
125875U1 + 65 130 miR -H4-5p 
125927U1 + 1 11 miR -H4-3p 
126727 + - 2 miR –H5-5p 
126769U1 + 2 1 miR –H5-3p 
128994 - - 13  
131390C + 1 -  
131774C - 1 -  
131841 + - 4 miR-H18-5p 
132006C + 1 - miR-H12-3p 
132754 - 5 -  



143922 - 4 -  
146240C + 5 - miR-H12-3p 
147445 - 10 -  
147699 - 8 -  
150663 + 7 2 miR-H17-3p 
151000 - 17 -  
17041 - 3 -  
26490 - 11 -  
50062  - - 5  
61596  - - 7  
62445P + 73 - miR-H11-3p 
71389  - 26 -  
75477  - 5 -  
102287  - 6 -  
102792  - 6 -  
103140  - 6 -  
104402  - 7 -  
104439  - 3 -  
113948  - 9 -  
116937  +/- 40 -  

 

1Genomic position of starting nucleotide of the sequence read; 2150 nucleotide sequence surrounding 
sequence read tested by mfold (6) and RNAfold (2): (+) read was part of a predicted hairpin with lowest 
free energy tested by mfold and RNAfold, (-) read was not part of a hairpin, (+/-) folding positive by mfold 
or RNAfold only; 3oriL palindorm - not possible to determine the direction of transcription ; italic – loci on 
the complementary strand;  P- loci predicted by Pffefer et al. (3), C – loci predicted by Cui et al. (1), U1-
miRNA identified by Umbach et al. (4); U2- miRNA identified by Umbach et. al. (5). 
 
 

 
 

1. Cui, C., A. Griffiths, G. Li, L. M. Silva, M. F. Kramer, T. Gaasterland, X. J. 
Wang, and D. M. Coen. 2006. Prediction and identification of herpes simplex 
virus 1-encoded microRNAs. J Virol 80:5499-508. 

2. Hofacker, I. L. 2003. Vienna RNA secondary structure server. Nucleic Acids Res 
31:3429-31. 

3. Pfeffer, S., A. Sewer, M. Lagos-Quintana, R. Sheridan, C. Sander, F. A. 
Grasser, L. F. van Dyk, C. K. Ho, S. Shuman, M. Chien, J. J. Russo, J. Ju, G. 
Randall, B. D. Lindenbach, C. M. Rice, V. Simon, D. D. Ho, M. Zavolan, and 
T. Tuschl. 2005. Identification of microRNAs of the herpesvirus family. Nat 
Methods 2:269-76. 

4. Umbach, J. L., M. F. Kramer, I. Jurak, H. W. Karnowski, D. M. Coen, and 
B. R. Cullen. 2008. MicroRNAs expressed by herpes simplex virus 1 during 
latent infection regulate viral mRNAs. Nature 454:780-3. 

5. Umbach, J. L., M. A. Nagel, R. J. Cohrs, D. H. Gilden, and B. R. Cullen. 
2009. Analysis of human alphaherpesvirus microRNA expression in latently 
infected human trigeminal ganglia. J Virol 83:10677-83. 

6. Zuker, M. 2003. Mfold web server for nucleic acid folding and hybridization 
prediction. Nucleic Acids Res 31:3406-15. 

 
 


