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SUPPLEMENTARY INFORMATION 1 

Supp. Table 1. All Putative SNPs. 17dmiR-H1/H6 was subject to Illumina sequencing 2 

and mapped to the HSV-1 17syn+ reference genome (GenBank NC_001806.2) using 3 

SeqMan NGen using default alignment parameters (merSize=21, merSkip=0, 4 

merSkipQuery=4 minMatchPercent=93, matchScore=10, mismatchPenalty=20, 5 

gapPenalty=50, gapExtensionPenalty=5, minAlignedLength=35, maxGap=20, 6 

autoTrim=true, filterDeepLayout=false, alignmentCutoff=20, gap5Prime=true, 7 

forceFullForwardAlign=false, DelayalignInserts=true, removeUniqueInserts=True, 8 

filterDeepLayoutOrganelle=True, removeDuplicateSeqs=false, 9 

combineDuplicateSeqs=True). Out of 6.0M paired reads, template coverage was 10 

99.897% with median coverage of 6,797x. Variants were analyzed using SeqMan Ultra 11 

standard SNP filtering workflow (minDepth=5, minSnpFilter=25, pNotRef=90.0, 12 

pNotRefMinVal= 10.0). Variants were analyzed using SeqMan Ultra. The intended 25 bp 13 

deletion of mature miR-H1-5p/miR-H6-3p was observed at NC_001806.2 nt 8,021-8,045 14 

and 118,329-118,353, representing the tRL and iRL segments respectively. 10 non-15 

synonymous substitutions were observed but did not result in nonsense, no-start, no-stop, 16 

or frameshift mutations. 17 
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Supp. Table 2. Non-Synonymous SNPs. The impact of SNPs was inferred based on 20 

the GenBank NC_001806.2 reference. Of the putative SNPs 10 non-synonymous 21 

substitutions were observed using SeqMan Ultra.  22 
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 24 

Supp. Table 3. BWA Variants. The 25 bp deletion was also confirmed using a standard 25 

SNP analysis workflow using BWA to aligning to a non-redundant HSV-1 genome where 26 

there only one copy of the repeat regions was retained(1) followed by variant calling with 27 
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SAMtools and BCFtools, and visualization with Integrative Genomics Viewer. The in-28 

house script is available from the authors upon request.  29 
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Supp. Figure 1. Confirmation of miR-H1/H6 Deletion. 17dmiR-H1/H6 was subject to 36 

Illumina sequencing and (A-B) mapped to the HSV-1 17syn+ reference genome 37 

(GenBank NC_001806.2) using SeqMan NGen. Variants were analyzed using SeqMan 38 

Ultra. The intended 25 bp deletion of mature miR-H1-5p/miR-H6-3p was observed at 39 

NC_001806.2 nt 8,021-8,045 and 118,329-118,353, representing the(A) tRL and (B) iRL 40 

segments respectively. C) The 25 bp deletion was also confirmed using a standard SNP 41 

analysis workflow using BWA to aligning to a non-redundant HSV-1 genome where 42 

there only one copy of the repeat regions was retained(1) followed by variant calling with 43 

SAMtools and BCFtools, and visualization with Integrative Genomics Viewer.  44 
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