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Table S1. DNA sequences of g-RNAs and primers used for PCR

Primer name

Assay

Genomic target

Primer sequence (5’ to 3’)

UL41-1 top
UL41-1 bottom
UL41-2 top
UL41-2 bottom
UL41-F
UL41-R

LAT-1 top
LAT-1 bottom
LAT-2 top
LAT-2 bottom
LAT-F

LAT-R
UL7-sense
UL7-antisense

PX330-UL41-1 construct

PX330-UL41-2 construct

PCR

PX330-LAT-1 construct

PX330-LAT-2 construct

PCR

PCR

UL41

UL41

UL41

LAT

LAT

LAT

ULz

CACCGGCCGTCCCCCGGGTCCCCG
AAACCGGGGACCCGGGGGACGGCC
CACCGGGTCTGGAGTCGGTGATGG
AAACCCATCACCGACTCCAGACCC
GTGTTGGTGTGATAGAGGTT
CCGATCCGCAGTTACAAT
CACCATGCTTGGGTCTTACTGCCT
AAACAGGCAGTAAGACCCAAGCAT
CACCGGGGGTGATCTCTGGCACGC
AAACGCGTGCCAGAGATCACCCCC
TGTCGTTCAACAAAGACGCCGCGTTTC
ACCCAGGCATGCTCGGTGGTATGAAGGA
AGATCGCGGTCGCCCGGAAGAACTG
AGTTCTCCAGGTACATCAGCAGACA
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Table S2. Primers used for plasmid construction and gPCR

Primer name Assay Genomic target  Primer sequence (5’ to 3')
UL30-F CATCACCGACCCGGAGAGGGAC
UL30-R GGGCCAGGCGCTTGTTGGTGTA

Absolute quantification RT-PCR UL30

5'-6FAM-CCGCCGAACTGAGCAG
TaqgMan probe

ACACCCGCGC-TAMRA
LAT-intron-F GGTCGGACGGGTAAGTAACAGAGT
- Relative quantification RT-PCR LAT
LAT-intron-R CGCCCCAGAGGCTAAGGT
RS1-QF CTGCTGGCCTCCATGGTAGA
Relative quantification RT-PCR RS1
RS1-QR TCATCGTCGTCGGCTCGAA
GAPDH-QF GGTGAAGGTCGGTGTGAACG
Relative quantification RT-PCR GAPDH
GAPDH-QR CTCGCTCCTGGAAGATGGTG
LAT-probe In situ hybridization LAT CATAGAGAGCCAGGCACAAAAACAC-Dig
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Figure S1. UL7 gene sequence alignment results
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Figure S2. UL41 gene sequence alignment results
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Figure S3. LAT gene sequence alignment results
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