Supplemental Data S5: Alignment of the HSV-1 US11 Gene with the Length of Multiple 9
nt Longer Than HSV-1 Strain 17

NC_001806.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
OP297870.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
0Q102003.1 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTCCTTAAAA 60
HM585510.2 ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60
hkkkkkkhhkhkhkkkhkhhkkkkkkhkhkhkkkkkkhkkkkkkkkkkkkkkkkkkkhkk kkkkkk*
NC _001806.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
OP297870.1 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGL 120
0Q102003.1 GGCGCGCCGTCCACCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120
HM585510.2 GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGLCGC 120
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NC_001806.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
0P297870.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
0Q102003.1 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
HM585510.2 ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180
hhhkkhkkkhhhkhkkhhhhhkkkhhhhkkhkhkhhhkkkhhhhhhkhhkhhkkkkhkkkkkkkkk*
NC_001806.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
OP297870.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
0Q102003.1 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
HM585510.2 TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240
hkkkkkkhkhkhkhkhkkhkhkhkkkkkkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*
NC_001806.2 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
OP297870.1 CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
0Q102003.1 CCGCCAACAATCCCCAGGACGCCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
HM585510.2 CCGCCAACATTCCCCAGGACGCCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300
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NC_001806.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360

0P297870.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360

0Q102003.1 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360

HM585510.2 CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTCCCGCGTGAC 360
hhhkkhkkkhhhkhkhkhhhhhkkhkhhhhkkhkhhhhkkkhhhhhkkhkhhkkxkk *hkkkhkhh*

NC_001806.2 CCCAGGGATCCACGACAACCCCGGTCTCCCAGGGAGCCCCGGTCTCC-~--~~-~-~--~ CCGG 411

OP297870.1 CCCAGGGATCCACGACAACCCCGGGAGCCCCGGCCTCCCCGGGAGLCCLCGGLLeTCCCCGG 420

0Q102003.1 CCCAGGGATCCACGACAGTCCCGGTCTCCCCGGGAGCCCCGGGATCCACGCACGLCCCGL 420

HM585510.2 CCCAGGGATCCACGACAACCCCGGGAGCCCCGGCCTCCCCGGGATCCACGACAACCCCGG 420
khkkhkkhhkhxkhkhkhhkx  kkkk*x * kK kK * kKKK * % * Kk K

NC _001806.2 GAG------------------ CCCCGGTCTCCCCGGGAGCCCCGGACCCCACGCAC e 453

OP297870.1 GAG------~-=-=---------- CCCCGGCCTCCCCGGGAGCCCCGGACCCCACGCACceee 462

0Q102003.1 GAACCACGACAG--------- CCCCGGTCTCCCCGGGAGCCCCGGGATCCACGCACGC e 471

HM585510.2 GAGCCCCGGCCTCCCCGGGATCCACGACAACCCCGGGAGCCCCGGALCCLCeACG aceeee 480
* % **  x Krkkhkkkkkhxhkhhhkx  khkkkAA*k* KKK

NC_001806.2 CGCGAACCACGTACGGCTCGCGGGTCTGTATAG 486

OP297870.1 CGCGAACCACGTACGGCTCGCGGGTCTGTATAG 495

0Q102003.1 CGCGAACCACGGACGGCTCGCGGGTCTGTATAG 504

HM585510.2 CGCGAACCACGTACGGCTCGCGGGTCTGTATAG 513
hokkkkkkkhkokk  hkokokokokokokokokokokokok ok ok ok kokokok ok



