Supplemental Data S3: Alignment of the HSV-1 US11 Gene 9 nt Shorter Than HSV-1
Strain 17

NC_001806.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
OP297871.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
0Q658624.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
MH160371.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
HM585507.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
HM585501.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
HM585503.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
HM585505.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
hhkkkkkhhhhhkhkhhkhhkhkkkhkhhhkkkkkhhkkkkhhkhkkkkhhkhkhkkkkkhkhkkkkk k&
NC 001806.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
OP297871.1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGL 120
0Q658624.1 GGCGTGCCGTTCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
MH160371.1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCAC 120
HM585507.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGL 120
HM585501.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
HM585503.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGLCGC 120
HM585505.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
hhhkkhkkhkhhh Khkhkhkhhhhkhkhhhhhkrkhkhhhkkkkhhhhkkkhkhhkkkkkhkhkkkk*  *
NC_001806.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
0P297871.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
0Q658624.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
MH160371.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
HM585507.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
HM585501.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
HM585503.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
HM585505.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
R R R R T T
NC_001806.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
0P297871.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
0Q658624.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
MH160371.1 TCGGGTCTACTACGAGTCGGTGCGGCCACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
HM585507.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
HM585501.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
HM585503.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
HM585505.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
R R R R T T
NC_001806.2 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
OP297871.1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
0Q658624 .1 CCGCCAACATTCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
MH160371.1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
HM585507.2 CCGCCAACATTCCCCAGGACGCCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
HM585501.2 CCGCCAACATTCCCCAGGACGCCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
HM585503.2 CCGCCAACATTCCCCAGGACGCCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
HM585505.2 CCGCCAACATTCCCCAGGACGCCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
hhhkkhkkhhkh Khkhkhkhkhhhhkk hhhhhrkhhhhhkkkhhhhkkkhhhhkkkkhhkhkkkkkk*
NC _001806.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
OP297871.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
0Q658624.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
MH160371.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360
HM585507.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTCCCGCGTGAC 360
HM585501.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTCCCGCGTGAC 360
HM585503.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTCCCGCGTGAC 360
HM585505.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTCCCGCGTGAC 360
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NC_001806.2 CCCAGGGATCCACGACAACCCCGGTCTCCCAGGGAGCCCCGGTCTCCCCGGGAGCCCCGG 420

0P297871.1  CCCAGGGATCCACGACAACCCCGGGA--------- GCCCCGGCCTCCCCGEGAGCCCCGE 411
00658624.1  CCCAGGGATCCACGACAACCCCGGGA--------- GCCCCGECCTCCCCGGGEAGCCCCEE 411
MH160371.1  CCCAGGGATCCACGACAACCCCGGGATCCACGACAA--------- CCCCGGEAGCCCCGE 411
HM585507.2  CCCAGGGATCCACGACAACCCCGGGA--------- GCCCCGGCCTCCCCGEGATCCACGA 411
HM585501.2  CCCAGGGATCCACGACAACCCCGGGA--------- GCCCCGGCCTCCCCGGGATCCACGA 411
HM585503.2  CCCAGGGATCCACGACAACCCCGGGA--------- GCCCCGGCCTCCCCGGGATCCACGA 411
HM585505.2  CCCAGGGATCCACGACAACCCCGGGA--------- GCCCCGGCCTCCCCGEGATCCACGA 411
khkkhkhkkkhkhkhkkkhkhkhkkhkhkhkhhkhkkkhkxkx *kkkkkkk **k k%
NC _001806.2 TCTCCCCGEGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGECTCGCGGGTCT 480
0P297871.1 CCTCCCCGEEAGCCCCEGACCCCACGCACCCCCCGCGAACCACGTACGGCTCECGEETCT 471
00658624 .1 CCTCCCCGEEAGCCCCEGACCCCACGCACCCCCCGCGAACCACGTACGGCTCECGEETCT 471
MH160371.1 CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGRTCT 471
HM585507.2 CAACCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGARCCACGTACGGCTCGCGEGTCT 471
HM585501 .2 CAACCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGEETCT 471
HM585503 .2 CAACCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCECGEETCT 471
HM585505. 2 CAACCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGARCCACGTACGGCTCGCGEGTCT 471
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NC _001806.2 GTATAG 486

0P297871.1 GTATAG 477

00658624 .1 GTATAG 477

MH160371.1 GTATAG 477

HM585507.2 GTATAG 477

HM585501 .2 GTATAG 477

HM585503 .2 GTATAG 477

HM585505 . 2 GTATAG 477
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