Supplemental Data S6: Alignment of the HSV-1 US11 Gene Non Multiple 9 nt shorter Than
US11 Gene in HSV-1 Strain 17

NC_001806.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
MH160377.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
MG999862.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
MG999868.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
MG999884 .1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
R R R R T T
NC_001806.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
MH160377.1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGLCGC 120
MG999862.1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
MG999868.1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGL 120
MG999884 .1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCAL 120
R R R L T T
NC_001806.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
MH160377.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
MG999862.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
MG999868.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
MG999884 .1 ATGATCTCCGGATCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
hhkkhkkhkhhhhkhk hhkhh Ak hhhhhkkhhkhkhhkkkhhhhhhkhhkhhkkkkhhkhkkkhkkk*
NC_001806.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
MH160377.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
MG999862.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
MG999868.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
MG999884 .1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
hhhkkkkkhkhhkhkkhhhhhkkkkhhhkkkkhhhkkkhhhhkkkhkhhkkkkhkkkkkkkk*
NC_001806.2 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
MH160377.1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
MG999862.1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
MG999868.1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
MG999884 .1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
hhkkkkkhhhkhkkhhkh kA kkkkhhhkkkkkhkkkkhhhhkhkhkhhkkkkhkkkkkkkk*
NC_001806.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
MH160377.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
MG999862.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
MG999868.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
MG999884 .1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
hhhkkkkkhhhkhkkhhhhkhkkhkhhhhkkhhkhhhkkkhhhhhhkhhkhhkkkkhhhkkkkkk*
NC_001806.2 CCCAGGGATCCACGACAACCCCGGTCTCCCAGGGAGCCCCGGTCTCCCCGGGAGCCCCGG 420
MH160377.1 CCCAGGGATCCACGACAACCCCGGC-----====-=------------ CCCGGGAGCCCCGG 399
MG999862.1 CCCAGGGATCCACGACAACCCCGGC------=-=—=----------- CCCGGGAGCCCCGG 399
MG999868.1 CCCAGGGATCCACGACAACCCCGGC--==-==-=--=------------ GGGAGCCCCGG 396
MG999884 .1 CCCAGGGATCCACGACAACCCCGGC--~~-====-====-==------- CCCGGGAGCCCCGG 399
khkkhkkhhkhkhkhkhhkkrkhhhkk* *okhk Kk kkok Kk k
NC _001806.2 TCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 480
MH160377.1 CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 459
MG999862.1 CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 459
MG999868.1 CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 456
MG999884.1 CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCAAACCACGTACGGCTCGCGGGTCT 459
hhkkkkhkkhhhkkkkhkhhhkkkhhkhhhkhkhkhhhhk hhkhhhhkhhkhhhhkkkkhkhkkk*
NC_001806.2 GTATAG 486
MH160377.1 GTATAG 465
MG999862.1 GTATAG 465
MG999868.1 GTATAG 462
MG999884 .1 GTATAG 465
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