Supplementary Fig 2.

ocular syphilis strains 0S-4B, 0S-12VF, 0S-18VF, and the Nichols reference sequence

(NC_021490.2) .

CLUSTAL 0O(1.2.4) multiple sequence alignment

TP _TPANICr0001 16RNAL
0S-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15_ 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15 16sRNA
0S-4_16sSRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNAl
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15_16sRNA

TP _TPANICr0001 16RNA1l
05-18-VID15 16sRNA
0S-4 16sRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15 16sRNA
0S-4_16sRNA
05-12-VID15 16sRNA

TP TPANICr0001 16RNA1l
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP _TPANICr0001 16RNAL
0S-18-VID15 16SRNA
0S-4 16sRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15 16sRNA
0S-4_16sSRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15 16SRNA
0S-4_16sRNA
0S-12-VID15_16sRNA

TP _TPANICr0001 16RNAL
0S-18-VID15 16SRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15 16sRNA
0S-4_16sSRNA
0S-12-VID15 16sRNA

TCGAACGGCAAGGAAGCGAATTTTCGTTTCTCTAGAGTGGCGGACTGGTGAGTAACGCGT
TCGAACGGCAAGGAAGCGAATTTTCGTTTCTCTAGAGTGGCGGACTGGTGAGTAACGCGT
TCGAACGGCAAGGAAGCGAATTTTCGTTTCTCTAGAGTGGCGGACTGGTGAGTAACGCGT
TCGAACGGCAAGGAAGCGAATTTTCGTTTCTCTAGAGTGGCGGACTGGTGAGTAACGCGT

R R R R R R R R I S

GGGTAATCTGCCTTTGAGATGGGGATAGCCTCTAGAAATAGGGGGTAATACCGAATACGC
GGGTAATCTGCCTTTGAGATGGGGATAGCCTCTAGAAATAGGGGGTAATACCGAATACGC
GGGTAATCTGCCTTTGAGATGGGGATAGCCTCTAGAAATAGGGGGTAATACCGAATACGC
GGGTAATCTGCCTTTGAGATGGGGATAGCCTCTAGAAATAGGGGGTAATACCGAATACGC

AR R S RS S S S SRR R SRR R SRR R R R R R R R R R R R R R R R R RS R RS S

TCTTTTGGACGTAGGTCTTTGAGAGGAAAGGGGCTGCGGCCTCGCTCAGAGATGAGCCTG
TCTTTTGGACGTAGGTCTTTGAGAGGAAAGGGGCTGCGGCCTCGCTCAGAGATGAGCCTG
TCTTTTGGACGTAGGTCTTTGAGAGGAAAGGGGCTGCGGCCTCGCTCAGAGATGAGCCTG
TCTTTTGGACGTAGGTCTTTGAGAGGAAAGGGGCTGCGGCCTCGCTCAGAGATGAGCCTG

R R R R R R R I e S

CGACCCATTAGCTTGTTGGTGGGGTAATGGCCTACCAAGGCGTCGATGGGTATCCGACCT
CGACCCATTAGCTTGTTGGTGGGGTAATGGCCTACCAAGGCGTCGATGGGTATCCGACCT
CGACCCATTAGCTTGTTGGTGGGGTAATGGCCTACCAAGGCGTCGATGGGTATCCGACCT
CGACCCATTAGCTTGTTGGTGGGGTAATGGCCTACCAAGGCGTCGATGGGTATCCGACCT

R R R ok kR I S

GAGAGGGTGACCGGACACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCA
GAGAGGGTGACCGGACACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCA
GAGAGGGTGACCGGACACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCA
GAGAGGGTGACCGGACACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCA

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak, k K

GCTAAGAATATTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGTGGATGAGGAAG
GCTAAGAATATTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGTGGATGAGGAAG
GCTAAGAATATTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGTGGATGAGGAAG
GCTAAGAATATTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGTGGATGAGGAAG

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A A A A AR AR AR AR AR AR AR KKKk

GTCGAAAGATTGTAAAGTTCTTTTGCCGACGAAGAATGAGGACGGGAGGGAATGCCCGTT
GTCGAAAGATTGTAAAGTTCTTTTGCCGACGAAGAATGAGGACGGGAGGGAATGCCCGTT
GTCGAAAGATTGTAAAGTTCTTTTGCCGACGAAGAATGAGGACGGGAGGGAATGCCCGTT
GTCGAAAGATTGTAAAGTTCTTTTGCCGACGAAGAATGAGGACGGGAGGGAATGCCCGTT

R R R R R R R R R I S

TGATGACGGTAGTCGTGCGAATAAGCCCCGGCTAATTACGTGCCAGCAGCCGCGGTAACA
TGATGACGGTAGTCGTGCGAATAAGCCCCGGCTAATTACGTGCCAGCAGCCGCGGTAACA
TGATGACGGTAGTCGTGCGAATAAGCCCCGGCTAATTACGTGCCAGCAGCCGCGGTAACA
TGATGACGGTAGTCGTGCGAATAAGCCCCGGCTAATTACGTGCCAGCAGCCGCGGTAACA

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak k kKK

CGTAAGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCATGCAGGCGGACTGGTA
CGTAAGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCATGCAGGCGGACTGGTA
CGTAAGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCATGCAGGCGGACTGGTA
CGTAAGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCATGCAGGCGGACTGGTA

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR AR AR AR AR AR ARk kKK

AGCCTGGTGTGAAATCCCCGAGCTCAACTTGGGAACTGCACTGGGTACTGCTGGTCTAGA
AGCCTGGTGTGAAATCCCCGAGCTCAACTTGGGAACTGCACTGGGTACTGCTGGTCTAGA
AGCCTGGTGTGAAATCCCCGAGCTCAACTTGGGAACTGCACTGGGTACTGCTGGTCTAGA
AGCCTGGTGTGAAATCCCCGAGCTCAACTTGGGAACTGCACTGGGTACTGCTGGTCTAGA

R R R R R R R R R R R R R R R I S

ATCACGGAGGGGAAACCGGAATTCCAAGTGTAGGGGTGGAATCTGTAGATATTTGGAAGA
ATCACGGAGGGGAAACCGGAATTCCAAGTGTAGGGGTGGAATCTGTAGATATTTGGAAGA
ATCACGGAGGGGAAACCGGAATTCCAAGTGTAGGGGTGGAATCTGTAGATATTTGGAAGA
ATCACGGAGGGGAAACCGGAATTCCAAGTGTAGGGGTGGAATCTGTAGATATTTGGAAGA

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak Ak A Ak A Ak kA kk kK k

Multiple sequence alignment of the 16S rRNA sequences from T. pallidum
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TP TPANICr0001 16RNA1l
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNA1l
0S-18-VID15 16sRNA
0S-4_16sRNA
05-12-VID15 16sRNA

TP TPANICr0001 16RNAl
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15_ 16sRNA
0S-4_16sRNA
05-12-VID15 16sRNA

TP TPANICr0001 16RNAl
0S-18-VID15 16sRNA
0S-4_16SRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNA1l
0S-18-VID15 16SRNA
0S-4_ 16sSRNA
0S-12-VID15 16sRNA

TP _TPANICr0001 16RNAL
0S-18-VID15 16SRNA
0S-4_16sRNA
0S-12-VID15_ 16sRNA

TP TPANICr0001 16RNA1l
0S-18-VID15 16sRNA
0S-4_16sRNA
05-12-VID15 16sRNA

TP TPANICr0001 16RNAl
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP _TPANICr0001 16RNAL
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP _TPANICr0001 16RNAL
0S-18-VID15 16SRNA
0S-4_16sRNA
0S-12-VID15_16SRNA

TP TPANICr0001 16RNAl
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

ACACCGGTGGCGAAGGCGGGTTTCTGGCCGATGATTGACGCTGAGGTGCGAAGGTGTGGG
ACACCGGTGGCGAAGGCGGGTTTCTGGCCGATGATTGACGCTGAGGTGCGAAGGTGTGGG
ACACCGGTGGCGAAGGCGGGTTTCTGGCCGATGATTGACGCTGAGGTGCGAAGGTGTGGG
ACACCGGTGGCGAAGGCGGGTTTCTGGCCGATGATTGACGCTGAGGTGCGAAGGTGTGGG

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A A AR A AR A Ak k kKK

GAGCGAACAGGATTAGATACCCTGGTAGTCCACACAGTAAACGATGTACACTAGGTGTTG
GAGCGAACAGGATTAGATACCCTGGTAGTCCACACAGTAAACGATGTACACTAGGTGTTG
GAGCGAACAGGATTAGATACCCTGGTAGTCCACACAGTAAACGATGTACACTAGGTGTTG
GAGCGAACAGGATTAGATACCCTGGTAGTCCACACAGTAAACGATGTACACTAGGTGTTG

R R R R R R R R R R R R R R R R R R S S

GGGCATGAGTCTCGGCGCCGACGCGAACGCATTAAGTGTACCGCCTGGGGAGTATGCTCG
GGGCATGAGTCTCGGCGCCGACGCGAACGCATTAAGTGTACCGCCTGGGGAGTATGCTCG
GGGCATGAGTCTCGGCGCCGACGCGAACGCATTAAGTGTACCGCCTGGGGAGTATGCTCG
GGGCATGAGTCTCGGCGCCGACGCGAACGCATTAAGTGTACCGCCTGGGGAGTATGCTCG

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak Ak kA Ak Ak A Ak kA Ak kA kk kK ok

CAAGAGTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTA
CAAGAGTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTA
CAAGAGTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTA
CAAGAGTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTTA

R R R R R R i R R R R R R e S

ATTCGATGA[TACGCGAGGAACCTTACCCGGGTTTGACATCAAGAGGAGCGCCGTAGAAAT
ATTCGATGA[TACGCGAGGAACCTTACCCGGGTTTGACATCAAGAGGAGCGCCGTAGAAAT
ATTCGATGA[TACGCGAGGAACCTTACCCGGGTTTGACATCAAGAGGAGCGCCGTAGAAAT
ATTCGATGA[TACGCGAGGAACCTTACCCGGGTTTGACATCAAGAGGAGCGCCGTAGAAAT

AR R R R RS S SRR R R R R R R R R R R R R R R R R R R R R R R R R R R R

GCGGTGGCGTAGCGATACGCCTCTTGACAGGTGCTGCATGGCTGTCGTC TCGTGCCG
GCGGTGGCGTAGCGATACGCCTCTTGACAGGTGCTGCATGGCTGTCGTC TCGTGCCG
GCGGTGGCGTAGCGATACGCCTCTTGACAGGTGCTGCATGGCTGTCGTC TCGTGCCG
GCGGTGGCGTAGCGATACGCCTCTTGACAGGTGCTGCATGGCTGTCGTC TCGTGCCG

ER R R R R

TGAGGTGTTGGGTTAAGTCCCGCAACGAGCGCAACCCCTACTGCCAGTTGCCAGCAAGTG
TGAGGTGTTGGGTTAAGTCCCGCAACGAGCGCAACCCCTACTGCCAGTTGCCAGCAAGTG
TGAGGTGTTGGGTTAAGTCCCGCAACGAGCGCAACCCCTACTGCCAGTTGCCAGCAAGTG
TGAGGTGTTGGGTTAAGTCCCGCAACGAGCGCAACCCCTACTGCCAGTTGCCAGCAAGTG

R R R R R R R R

GTGTTGGGGACTCTGGCGGAACTGCCGGTGACAAACCGGAGGAAGGTGGGGATGACGTCA
GTGTTGGGGACTCTGGCGGAACTGCCGGTGACAAACCGGAGGAAGGTGGGGATGACGTCA
GTGTTGGGGACTCTGGCGGAACTGCCGGTGACAAACCGGAGGAAGGTGGGGATGACGTCA
GTGTTGGGGACTCTGGCGGAACTGCCGGTGACAAACCGGAGGAAGGTGGGGATGACGTCA

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR AR ARk k kKK

AGTCATCATGGCCCTTATGTCCGGGGCTACACACGTGCTACAATGGTTGCTACAGAGCGA
AGTCATCATGGCCCTTATGTCCGGGGCTACACACGTGCTACAATGGTTGCTACAGAGCGA
AGTCATCATGGCCCTTATGTCCGGGGCTACACACGTGCTACAATGGTTGCTACAGAGCGA
AGTCATCATGGCCCTTATGTCCGGGGCTACACACGTGCTACAATGGTTGCTACAGAGCGA

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak Ak Ak kk kK k

TGCGAGGTTGTGAAGTGGAGCAAACCGCAAAAAGGCAATCGTAGTCCGGATTGAAGTCTG
TGCGAGGTTGTGAAGTGGAGCAAACCGCAAAAAGGCAATCGTAGTCCGGATTGAAGTCTG
TGCGAGGTTGTGAAGTGGAGCAAACCGCAAAAAGGCAATCGTAGTCCGGATTGAAGTCTG
TGCGAGGTTGTGAAGTGGAGCAAACCGCAAAAAGGCAATCGTAGTCCGGATTGAAGTCTG

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR AR AR AR A ARk, kKK

AAACTCGACTTCATGAAGTTGGAATCGCTAGTAATCGCACATCAGCATGGTGCGGTGAAT
AAACTCGACTTCATGAAGTTGGAATCGCTAGTAATCGCACATCAGCATGGTGCGGTGAAT
AAACTCGACTTCATGAAGTTGGAATCGCTAGTAATCGCACATCAGCATGGTGCGGTGAAT
AAACTCGACTTCATGAAGTTGGAATCGCTAGTAATCGCACATCAGCATGGTGCGGTGAAT

B R R R R R R R R R R R R R R R R R I S

GTGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATCCGAGTTGGAGATACCCGAAGT
GTGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATCCGAGTTGGAGATACCCGAAGT
GTGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATCCGAGTTGGAGATACCCGAAGT
GTGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATCCGAGTTGGAGATACCCGAAGT

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A Ak kA A Ak Ak Ak kk kK k
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TP TPANICr0001 16RNA1l
05-18-VID15 16sRNA
0S-4_16sRNA
0S-12-VID15 16sRNA

TP TPANICr0001 16RNA1l
0S-18-VID15 16sRNA
0S-4_16sRNA
05-12-VID15 16sRNA

CACTAGCCTAACCCGCAAGGGAGGGCGGTGCCGAAGGTATGTTTGGTAAGGAGGGTGAAG
CACTAGCCTAACCCGCAAGGGAGGGCGGTGCCGAAGGTATGTTTGGTAAGGAGGGTGAAG
CACTAGCCTAACCCGCAAGGGAGGGCGGTGCCGAAGGTATGTTTGGTAAGGAGGGTGAAG
CACTAGCCTAACCCGCAAGGGAGGGCGGTGCCGAAGGTATGTTTGGTAAGGAGGGTGAAG

KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A A AR A AR A Ak k kKK

TCGTAACAAGGTAGCCGTACCGGAAGGTGCGGCTGGATCACCTCCTTTCTAAGAGA
TCGTAACAAGGTAGCCGTACCGGAAGGTGCGGCTGGATCACCTCCTTTCTAAGAGA
TCGTAACAAGGTAGCCGTACCGGAAGGTGCGGCTGGATCACCTCCTTTCTAAGAGA
TCGTAACAAGGTAGCCGTACCGGAAGGTGCGGCTGGATCACCTCCTTTCTAAGAGA
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