In silico analyses I

1. Anaerococcus vaginalis vs.

ROI 1

Anaerococcus tetradius

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPPcopri TGATGATTTGACGTCATCCCCACCTTCCTCCGGTTTATCACCGGCAGTATATCTAGAGTC 60
Anaerococcus_vaginalis_smMIPPcopri TGATGATTTGACGTCGTCCCCACCTTCCTCCGGTTTATCACCGGCAGTATCGCTAGAGTC 60
s o o RS SR R K R KoK ok Sk R ok S R kS o o s S sk s R R S K SR SRR R ORSRRK KRR ok sk R ok ook
Anaerococcus_tetradius_smMIPPcopri CCCAACTTAATGATGGTAACTAAATATAGGGGTTGCGCTCGTTATGGGACTTAACCCAAC 120
Anaerococcus_vaginalis_smMIPPcopri CCCAACTTAATGATGGTAACTAACGATAGGGGTTGCGCTCGTTATGGGACTTAACCCAAC 120

Anaerococcus_tetradius_smMIPPcopri
Anaerococcus_vaginalis_smMIPPcopri

5 SNPs on 148 nt = (148-5:

ROI 2

143) /148 * 100 =

%k ook ok ok ok ok skok ok kok ok ok kk ok ok sk ok ko 3k sk sk ok ok ok ok ok ok ok ok kok ok ok kok ok kok kok ok ok skok ok ok sk ok

ATCTCACGACACGAGCTGACGACAACCA
ATCTCACGACACGAGCTGACGACAACCA

5 3 ok oK o o o ok ok o o oK oK oK ok sk oK ok o oK ok K oK

148
148

96.62% similarity

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPSsatelles
Anaerococcus_vaginalis_smMIPSsatelles

CTTCATGCACTCGAGTTGCAGAGTGCAATCCGAACTGGGACAGGCTTTTTGAGTTTTGCT
CTTCATGTACTCGAGTTGCAGAGTACAATCCGAACTGGGACAGACTTTGTGAGTTTCGCT

60
60

Kok kokokk ok ok Rk okok kR kR okok ok KRk okok Rk kR kK Rk kokok Rk kok  kokkkokkk Kk

TAACTTCGCAGTCTCGCTTCCCTGTGTACCTGCCATTGTAGCACGTGTGTAGCCCAAGTC
TCAGATCGCTCTTTCGCTGCCCTCTGTATCTGCCATTGTAGCACGTGTGTAGCCCAAGTC

* % KKK ¥ K OkERKEK KRR REORE KoK koK Kok oK ok R ok R R ok R Rk R R K K R kK R K Kk Kk ok

120
120

Anaerococcus_tetradius_smMIPSsatelles
Anaerococcus_vaginalis_smMIPSsatelles

ATAAAGGGCATGATGATTTGACGTCATCCC
ATAAAGGGCATGATGATTTGACGTCGTCCC

EEEEE L E LR

150
150

Anaerococcus_tetradius_smMIPSsatelles
Anaerococcus_vaginalis_smMIPSsatelles

15 SNPs on 150 nt = (150-15: 135)/150 * 100 = 90.00% similarity

ROI 3

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPCacnes GACGACAACCATGCACCACCTGTATTACAGTCTTCCGAAGAAGTAAGGAACTATCTCTAA 60
Anaerococcus_vaginalis_smMIPCacnes GACGACAACCATGCACCACCTGTAATACAGTAGACCGAAGTCATAGAAAATTATCTCTAA 60
sk ok sk sk ok ok sk ok ok ok sk skok ok ok skok ok ok ks ok ok *k sk kol ok ok skok
Anaerococcus_tetradius_smMIPCacnes TTCCCTCCGTAATATGTCAAGACTTGGTAAGGTTCTTCGCGTTGCGTCGAATTAAACCAC 120
Anaerococcus_vaginalis_smMIPCacnes TTCCCTCCGTATTATGTCAAGACTTGGTAAGGTTCTTCGCGTTGCGTCGAATTAAACCAC 120

Anaerococcus_tetradius_smMIPCacnes
Anaerococcus_vaginalis_smMIPCacnes

12 SNPs on 153 nt = (153-12:

141) /153 * 100 =

EEE S EE L L L EEEEEEEEEEEE L EEEEEEE LR LR

ATGCTCCGCTGCTTGTGCGGGTCCCCGTCAATT
ATGCTCCGCTGCTTGTGCGGGTCCCCGTCAATT

EEE S EEEE LR EE LR

153
153

92.16% similarity



ROI 4

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPBangulatum TTCCGATACGGCTACCTTGTTACGACTTCACCCCAGTTACTGACCCTACCTTCGACTGCT 60

Anaerococcus_vaginalis_smMIPBangulatum TTCCGATACGGCTACCTTGTTACGACTTCACCCCAGTTACTGACCCTACCTTCGACTGCT 60
F 3k o S K K KK KKK KK K K 3K K K K K KK KK K K R K K SR K KK KKK KK KK 3R K K KK KK KK KKK KO R

Anaerococcus_tetradius_smMIPBangulatum GCTTCCTAA-TGGTTAGCTCACAGGCTTCGGGTATTGCCAACTTCCATGGTGTGACGGGC 119

Anaerococcus_vaginalis_smMIPBangulatum GCGTCCTAAAAGGTTCGCTCACAGGCTTCGGGTATTGCCAACTCCCATGGTGTGACGGGC 120
ok dokokskoRok oRoRoR aookok ok sk ks ok ok ok ok sk sk Rk ook stk ok ok ok ok o ok sk ok o sk ok ok ok ok ok ok ok

Anaerococcus_tetradius_smMIPBangulatum GGTGTGTACAAGACCCGGGAACGCATT 146

Anaerococcus_vaginalis_smMIPBangulatum GGTGTGTACAAGACCCGGGAACGCATT 147
sk 3k ok sk ok ok ok sk ok ok sk ok K ok ok ok 3k ok ok ok sk sk ok ks ok R

5 SNPs on 146 nt = (146-5: 141)/146 * 100 = 96.58% similarity

ROI 5

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPFpraustnizii CGTCAATTCCTTTGAGTTTCACACTTGCGTGCGTACTCCCCAGGCGGAGTGTTTATTGCG 60

Anaerococcus_vaginalis_smMIPFpraustnizii CGTCAATTCCTTTGAGTTTCACACTTGCGTGCGTACTCCCCAGGCGGAGTGTTTAATGCG 60
ok ok ok KKK KKk KRRk KRR R R Kk KRR KRR R KRR R Rk Rk

Anaerococcus_tetradius_smMIPFpraustnizii TTAGCTGCGGCACCCAGATTATTCCAGACACCTAACACTCATCGTTTACGGCGTGGACTA 120

Anaerococcus_vaginalis_smMIPFpraustnizii TTAGCTGCGGCTCCCAGATTATTCCAAGAACCTAACACTCATCGTTTACAGCGTGGACTA 120
ook sk ootk R Rk ok ok ok ok o sk o ok ok ok ok ok ok ok ok ok KRR R Rk ook ok o R o

Anaerococcus_tetradius_smMIPFpraustnizii CCAGGGTATCTAATCCTGTTTGCTA 145

Anaerococcus_vaginalis_smMIPFpraustnizii CCAGGGTATCTAATCCTGTTTGCTA 145
sk 3k ok ok ok sk ok skok sk ok ko Rk R kR skokok sk ok ok ok

6 SNPs on 145 nt = (145-6: 139)/145 * 100 = 95.86% similarity

2. Anaerococcus tetradius vs. Peptostreptococcus anaerobius

ROI 1

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPPcopri TGATGATTTGACGTCATCCCCACCTTCCTCCGGTTTATCACCGGCAGTATATCTAGAGTC 60

Peptostreptococcus_anaerobius_smMIPPcopri TGATGATTTGACGTCATCCCCACCTTCCTCCAGGTTATCCCTGGCAGTCTCTCTAGAGTG 60
ook ok ok sk okokskokok sk kokokskokokskokkokskokokoskkkokskk ok ok cskokkoksk k skkokokkk ok kokokkokokkok

Anaerococcus_tetradius_smMIPPcopri CCCAACTTAATGATGGTAACTAAATATAGGGGTTGCGCTCGTTATGGGACTTAACCCAAC 120

Peptostreptococcus_anaerobius_smMIPPcopri CCCAACTGAATGCTGGCAACTAAAGACAAGGGTTGCGCTCGTTGCGGGACTTAACCCAAC 120
skokokkkkok kokskk ckskk ckokskokskkok ok sk kokskokokokokokok sk ok kokok sk ok 3k ok >k ok %k Kok sk ok ok ok ok k

Anaerococcus_tetradius_smMIPPcopri ATCTCACGACACGAGCTGACGACAACCA 148

Peptostreptococcus_anaerobius_smMIPPcopri ATCTCACGACACGAGCTGACGACAACCA 148
3k 3k >k 3k sk >k 5k 3k ok ok ok ok >k k k ok ok ok ok kok skok ok sk k ok ok

14 SNPs on 148 nt = (148-14: 134)/148 * 100 = 90.54% similarity



ROI 2

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPCacnes
Peptostreptococcus_anaerobius_smMIPCacnes

Anaerococcus_tetradius_smMIPCacnes
Peptostreptococcus_anaerobius_smMIPCacnes

Anaerococcus_tetradius_smMIPCacnes
Peptostreptococcus_anaerobius_smMIPCacnes

GACGACAACCATGCACCACCTGTATTACAGTCTTCCGAAGAAGTAAGGAACTATCTCTAA

GACGACAACCATGCACCACCTGTCACCTCAGC--- -CCCGAAGGGAAGGTGTGATTAAAC
R KRR KRR R R R KRR R R R K * EE T I * ¥ %
TTCCCTCCGTAATATGTCAAGACTTGGTAAGGTTCTTCGCGTTGCGTCGAATTAAACCAC
ACCGGTCTAAGGGATGTCAAGCTTAGGTAAGGTTCTTCGCGTTGCTTCGAATTAAACCAC
* k% B I I L L e EEE T
ATGCTCCGCTGCTTGTGCGGGTCCCCGTCAATT 153
ATGCTCCGCTACTTGTGCGGGTCCCCGTCAATT 149

SRR RRRRRRR R R R R R R R KRR KRR R K

42 SNPs on 149 nt = (149-42: 107)/149 * 100 = 71.81% similarity

ROI 3

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPFpraustinizii
Peptostreptococcus_anaerobius_smMIPFpraustinizii

Anaerococcus_tetradius_smMIPFpraustinizii
Peptostreptococcus_anaerobius_smMIPFpraustinizii

Anaerococcus_tetradius_smMIPFpraustinizii
Peptostreptococcus_anaerobius_smMIPFpraustinizii

CGTCAATTCCTTTGAGTTTCACACTTGCGTGCGTACTCCCCAGGCGGAGTGTTTATTGCG
CGTCAATTCCTTTGAGTTTCACACTTGCGTGCGTACTCCCCAGGCGGAGTACTTAATGCG

Kk sk s sk sk sk sk ok sk R ok sk sk sk ok sk ok Rk sk kR Sk ok Rk kR R RS R R KRR R R R R kR Rk R Rk ok skkk Rskkk

TTAGCTGCGGCACCCAGAT----TATTCCAGACACCTAACACTCATCGTTTACGGCGTGG
TTAGCTGCGGCACCGAGGGGGGTAACCCCCGACACCTAGTACTCATCGTTTACAGCGTGG

sofok kR Rk ok kR Rk * Rk kmkckkk ok kekoklolRRskRRRk Rk Rk Rk
ACTACCAGGGTATCTAATCCTGTTTGCTA 145
ACTACCAGGGTATCTAATCCTGTTTGCTA 149

3 K 3k ok 3k ok K 3k ok %k 5k ok %k K 3k ok k k K K Kk Kk ok ok Rk k%

17 SNPs on 145 nt = (145-17: 128)/145 * 100 = 88.28% similarity

ROI 4

CLUSTAL 0(1.2.4) multiple sequence alignment

Anaerococcus_tetradius_smMIPBangulatum
Peptostreptococcus_anaerobius_smMIPBangulatum

Anaerococcus_tetradius_smMIPBangulatum
Peptostreptococcus_anaerobius_smMIPBangulatum

Anaerococcus_tetradius_smMIPBangulatum
Peptostreptococcus_anaerobius_smMIPBangulatum

TTCCGATACGGCTACCTTGTTACGACTTCACCCCAGTTACTGACCCTACCTTCGACTGCT

TTCCGATACGGCTACCTTGTTACGACTTCACCCCAGTTATCGACGCCACCTTCGACGACT
ok oK KRR RO KRR RS RKRRRRRRoR Rk ko Rk sk oRRoRsRskoRR R Rk

GCTTCCTAATGGTTAGCTCACAGGCTTCGGGTATTGCCAACTTCCATGGTGTGACGGGCG

TCCTCCTTGCGGTTGGATAATCGGCTTCGGGTGTTTCCGACTCCCATGGTGTGACGGGCG
® ok ok dokdkok ok ok ok skolokskdolokdolok kR ok kb skookskooksk ko sk ok ook ok o ok ok

GTGTGTACAAGACCCGGGAACGCATT 146

GTGTGTACAAGACCCGGGAACGCATT 146
Fok ok Kok ok ok ok kK KKKk R Rk KKKk ok R

20 SNPs on 146 nt = (146-20: 126)/146 * 100 = 86.30% similarity
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3. Peptostreptococcus anaerobius vs Gardnerella vaginalis

ROI 1

CLUSTAL 0(1.2.4) multiple sequence alignment

Gardnerella_vaginalis_smMIPPcopri
Peptostreptococcus_anaerobius_smMIPPcopri

Gardnerella_vaginalis_smMIPPcopri
Peptostreptococcus_anaerobius_smMIPPcopri

Gardnerella_vaginalis_smMIPPcopri
Peptostreptococcus_anaerobius_smMIPPcopri

25 SNPs on 148 nt = (148-25:

ROI 2

123) /148 * 100 =

TGATGATCTGACGTCATCCCCACCTTCCTCCGAGTTAACCCCGGCGGTCCCCCGTGAGTT
TGATGATTTGACGTCATCCCCACCTTCCTCCAGGTTATCCCTGGCAGTCTCTCTAGAGTG

Kokokokk koK Kok % 3k ok 3K K ok %k 3 ok K K 5k Xk K %k K K Kk k k. kkkk ckkk kkk kxx X Xk * K Kk

CCCGGCATAACCCGCTGGCAACACAGGGCGAGGGTTGCGCTCGTTGCGGGACTTAACCCA

CCCAAC--TGAATGCTGGCAACTAAAGACAAGGGTTGCGCTCGTTGCGGGACTTAACCCA
*kk ok soRkoksRRRR kR ok RaoRok ok srokok ok ok stk sk ok o sk sk sk o o ok sk ok sk R oK ok

ACATCTCACGACACGAGCTGACGACGACCA

ACATCTCACGACACGAGCTGACGACAACCA
KRR R KRR Rk KRR Kk KRRk

150
148

83.10% similarity

CLUSTAL 0(1.2.4) multiple sequence alignment

Gardnerella_vaginalis_smMIPCacnes
Peptostreptococcus_anaerobius_smMIPCacnes

Gardnerella_vaginalis_smMIPCacnes
Peptostreptococcus_anaerobius_smMIPCacnes

Gardnerella_vaginalis_smMIPCacnes
Peptostreptococcus_anaerobius_smMIPCacnes

95 SNPs on 148 nt = (148-95: 53

————————— AATTGACGGGGGCCCGCACAAGCGGCGGAG- - - -CATGCGGATTAATTCGA

GACGACAACCATGCACCACCTGTCACCTCAGCCCCGAAGGGAAGGTGTGATTAAACACCG
*% k% * % EE I x% ok k k% %

TGC--AACGCGAAGAACCTTACCTGGGCTTGACATGTGCCTGTCGACTGCAGAGATGTGG
GTCTAAGGGATGTCAAGCTTAGGTAAGGTTCTTCGCGTTGCTTCGAATTAAACCACATGC

EE k% kKKK K K Kk *kEK K % *  w%

4. Gardnerella vaginalis vs Prevotella buccalis

ROI 1

CLUSTAL 0(1.2.4) multiple sequence alignment

Gardnerella_vaginalis_smMIPPcopri
Prevotella_buccalis_smMIPPcopri

Gardnerella_vaginalis_smMIPPcopri
Prevotella_buccalis_smMIPPcopri

Gardnerella_vaginalis_smMIPPcopri
Prevotella_buccalis_smMIPPcopri

87 SNPs on 150 nt = (150-87:

63)

TTTCCCTTCGGGGCAGGTTCACAGGTGGTGCATGGTCGTCGTC 148
TCCGCTACTTGTGCGGGTCCCCGTCAATT == - === === == - 149
*x * * k% kkkx *x X *
)/148 * 100 = 35.81% similarity
-TGATGATCTGACGTCATCCCCACCTTCCTCCGAGTTA------ ACCCCGGCGGTCCC--
TGGTTGTCGTCAGCTCGTGCCGTGAGGTGTCGGCTTAAGTGCCATAACGAGCGCAACCCC
*  kk * k *% ¥ ¥k k% %k * ok * * %k * %k

--CCGTGAGTTCCCGGCATAACCCGCTGGCAACACAGGGCGAGGGTTGCGCTCGTTGCGG

TTTTTTCAGTTGCCATCAGGTAATGCTGGGCACTCTGGA--~-~-~~~---------~ GA
* ckkk¥ xk Kk FkEkEE KK K Rk *

GACTTAACC--CAACATCTCACGACACGAGCTGACGACGACCA-------

TACTGCCACCGCAAGGTGTGA-GGAAGGTGGGGATGACGTCAAATCAGCA
EEES ®  kxk ok ok ok k& &k Kk kdkokk kK

150
150

/150 * 100 = 42.00% similarity
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ROI 2

CLUSTAL 0(1.2.4) multiple sequence alignment

Gardnerella_vaginalis_smMIPBangulatum
Prevotella_buccalis_smMIPBangulatum

Gardnerella_vaginalis_smMIPBangulatum
Prevotella_buccalis_smMIPBangulatum

Gardnerella vaginalis_smMIPBangulatum
Prevotella_buccalis_smMIPBangulatum

AATGCGTTCCCGGGCCTTGTACACACCGCCCGTCAAGTCATGAAAGTGGGCAGCACCCGA

AATACGTTCCCGGGCCTTGTACACACCGCCCGTCAAGCCATGAAAGCCGGGGGTGCCTGA
Hokok Kok KR KOk ok K KKK R HOR RO ROR KR KRR ROR Kok Kok okkokkokkk ok ok Rk ok

AGCCGGTGGCCTAACCCTTTTGGGATGGAGCCGTCTAAGGTGAGGCTCGTGATTGGGACT
AGTCCGTAACC---------- GTCAAGGAGCGGCCTAGGGCAAAACTGGTGATTGGGGCT
Kk ok kK K Hook kokcloRk sk Kok ok ok ok sokoloRssokoRE ok

AAGTCGTAACAAGGTAGCCGTACCGGAA 148

AAGTCGTAACAAGGTAGCCGTACCGGAA 138
ok ok ok Kok Kok ok oK KR ok R R R KOk KoK KR Kok ok K

35 SNPs on 138 nt = (138-35: 103)/138 * 100 = 74.63% similarity
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In silico analyses II

1.

Comparison of V3-V4 variable regions

CLUSTAL 0(1.2.4) multiple sequence alignment

Bifidobacterium_longum
Gardnerella_vaginalis

Bifidobacterium_longum
Gardnerella_vaginalis

Bifidobacterium_longum
Gardnerella_vaginalis

Bifidobacterium_longum
Gardnerella_vaginalis

Bifidobacterium_longum
Gardnerella_vaginalis

Bifidobacterium_longum
Gardnerella_vaginalis

Bifidobacterium_longum
Gardnerella_vaginalis

TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAGGGATGGAGG
TGGGGAATATTGCGCAATGGGGGAAACCCTGACGCAGCGACGNCGCGTGCGGGATGAAGG

sokokokokokokkckckkkok  ckokskokokkk ok kk ckokckokk Rekokokskokokokk kekkskokok kokokkkk skokok

CCTTCGGGTTGTAAACCTCTTTTATCGGGGAGCAAGC- - -GTGAGTGAGTTTACCCGTTG
CCTTCGGGTTGTAAACCGCTTTTGATTGGGAGCAAGCCTTTTGGGTGAGTGTACCTTTCG

Kook kR R ok KRR kR ok ok kokok kR kR Rk K ok sk ok ok ok ok ok ok ok Hk o ckekkokk kR kkkk * ok

AATAAGCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTAT
AATAAGCGCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGCGCAAGCGTTAT

skookoskokokook ok sk sk ok ok ok Sk ok sk sk ok sk R ok sk sk s R sk sk sk sk sk ok st sk R skoR kR ko kR SRR R ROk skokokok R sk osksk kR ok

CCGGAATTATTGGGCGTAAAGGGCTCGTAGGCGGTTCGTCGCGTCCGGTGTGAAAGTCCA
CCGGAATTATTGGGCGTAAAGAGCTTGTAGGCGGTTCGTCGCGTCTGGTGTGAAAGCCCA

SR KRRk kR KRR R KKK R KKKR KK kkk  kokRkcksRkckokkokkskkkkkk kokokkkkkkkk kkk

TCGCTTAACGGTGGATCCGCGCCGGGTACGGGCGGGCTTGAGTGCGGTAGGGGAGACTGG

TCGCTTAACGGTGGGNTTGCGCCGGGTACGGGCGGGCTAGAGTGCAGTAGGGGAGACTGG
FRK KKK KKK KKK I e e e S S

AATTCCCGGTGTAACGGTGGAATGTGTAGATATCGGGAAGAACACCAATGGCGAAGGCAG

AATTCTCGGTGTAACGGTGGAATGTGTAGATATCGGGAAGAACACCAATGGCGAAGGCAG
Hokkkok ok okok kR okok ok Rk kR ko sk sk k ok sk kR kR Rk kR kR R ok sk kR Rk kR R K

GTCTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA 407

GTCTCTGGGCTGTTACTGACGCTGAGAAGCGAAAGCGTGGGGAGCGAACA 410
Fkkkokkk kR kkRokkkokkR koo k R skokokok Rk skok kR kR ok sk ok R ok ok ok

37 SNPs on 410 nt = (410-37: 373)/410 * 100 = 90.97% similarity

2.

Comparison of the five ROIs from V5 - V9 variable regions

ROI from VR V7

CLUSTAL 0(1.2.4) multiple sequence alignment

Bifidobacterium_longum_ROI_VR7_Prevotella_copri_NZ_GG703855_1_rna43_0029
Gardnerella_vaginalis_ROI_VR7_Prevotella_copri_NZ_GG703855_1_rna43_0029

Bifidobacterium_longum_ROI_VR7_Prevotella_copri_NZ_GG703855_1_rna4d3_0029
Gardnerella_vaginalis_ROI_VR7_Prevotella_copri_NZ_GG703855_1_rna43_0029

Bifidobacterium_longum_ROI_VR7_Prevotella_copri_NZ_GG703855_1_rna43_0029
Gardnerella_vaginalis_ROI_VR7_Prevotella_copri_NZ_GG703855_1_rna43_0029

2 SNPs on 150 nt = (150-2:

60
60

117
120

177
180

237
248

297
300

357
360

TGATGATCTGACGTCATCCCCACCTTCCTCCGAGTTAACCCCGGCGGTCCCCCGTGAGTT
TGATGATCTGACGTCATCCCCACCTTCCTCCGAGTTAACCCCGGCGGTCCCCCGTGAGTT

T e e

CCCGGCATAATCCGCTGGCAACACGGGGCGAGGGTTGCGCTCGTTGCGGGACTTAACCCA
CCCGGCATAACCCGCTGGCAACACAGGGCGAGGGTTGCGCTCGTTGCGGGACTTAACCCA

ARk R R R R KRR KK R R KR R R ok R R R R R R K K KRR R

ACATCTCACGACACGAGCTGACGACGACCA 150
ACATCTCACGACACGAGCTGACGACGACCA 150

L

148) /150 * 100 = 98.66% similarity
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ROI from VR V38

CLUSTAL 0(1.2.4) multiple sequence alignment

Bifidobacterium longum_ROI_VR8_Shuttleworthia satelles DSM 14688 _NZ_GG665866_1 rnald_eees CTTCACGCAGTCGAGTTGCAGACTGCGATCCGAACTGAGACCGGTTTTCAGGGATCCGCT 60
Gardnerella_vaginalis ROI_VR8 Shuttleworthia_satelles DSM_14688_NZ_GG665866_1 rnalS_e@es CTTCACGTAGTCGAGTTGCAGACTACGATCCGAACTGAGACCAGTTTTAAGGGATTAGCA 2]
ARERE REREEE RE
Bifidobacterium_longum_ROI_VR8_Shuttleworthia_satelles_DSM_146@80_NZ_GG665866_1_rnald_ooes CCGCGTCGCCGCGTCGCATCCCGTTGTACCEGCCATTGTAGCATGCGTGAAGCCCTGGAC 120
Gardnerella_vaginalis_ROI_VR8_Shuttleworthia_satelles_DSM_1460@_NZ_GG665866_1_rnal9_00es CCATGTCACCATGAAGCAACCCGTTGTACTGGCCATTGTAGCATGCGTGAAGCCCTGGAC 128
Rk RRk EE K kkd

Bifidobacterium_longum_ROI_VRS_Shuttleworthia_satelles_DSM_14608_NZ_GG665866_1_rnald_oees GTAAGGGGCATGATGATCTGACGTCATCCC  15@

Gardnerella_vaginalis ROI_VR8 Shuttlewerthia_satelles DSM_1460@ NZ_GG665866_1_rnald_eees GTAAGGGGCATGATGATCTGACGTCATCCC 150
15 SNPs on 150 nt = (150-15: 135)/150 * 100 = 90.0% similarity
ROI from VR V5

CLUSTAL 0(1.2.4) multiple sequence alignment

Bifidobacterium_longum_ROI_VR5_Mageeibacillus_indolicus_NC_613895_2_rna7_eell AGTTTTAGCCTTGCGGCCGTACTCCCCAGGCGGGATGCTTAACGCGTTAGCTCCGACACG 68
Gardnerella_vaginalis_ROI_VR5_Mageeibacillus_indolicus_NC_@13895_2_rna7_0e11l -GCGAAAGCGTGG---=---~~~ GGAGCGAACAGGATTAGATACCCTGGTAGTCCACGCCG 58

* *EE K K * * kkEE *E ® EEE *%
Bifidobacterium_longum ROI_VR5_Mageeibacillus_indolicus_NC_©13895_2 rna7_eell GAACCCGTGGAACGGGCCCCACATCCAGCATCCACCGTTTACGGCGTGGACTACCAGGGT 128
Gardnerella_vaginalis_ROI_VR5_Mageeibacillus_indolicus_NC_013895_2_rna7_ee1ll TAAACGGTGGACGCTGGATGTGGGGCCCATTCCACGGGTTCTGTGTCGGAGCTAACGCGT 118
EE K REEEE * * AEEEE K kR E wEx * okx
Bifidobacterium_longum_ROI_VRS5_Mageeibacillus_indolicus_NC_©13895_2 rna7_gell ATCTAATCCT--------~ GTTCGCTCCCCACGCTTTCGC - 151
Gardnerella_vaginalis_ROI_VR5_Mageeibacillus_indolicus_NC_813895_2_rna7_eel1l TAAGCGTCCCGCCTGGGGAGTACGGCCGCAAGGCTAAAACT 151
*Ek *E kk * ok k k¥ *
91 SNPs on 151 nt = (151-91: 59)/151 * 100 = 39.0% similarity
ROI from VR V6
CLUSTAL 0(1.2.4) multiple sequence alignment
Bifidobacterium_longum ROI_VR6_Cutibacterium_acnes_J139 NZ ADFS@10000@1 1 rna32_0028 ----GACGACGACCATGCACCACC------------~ TGTGAACCCGCCCCGAAGGGAAG 43
Gardnerella_vaginalis_ROI_VR6_Cutibacterium_acnes_J139_NZ_ADF501008001_1_rna32_ee28 AATTGACGGGGGC - CCGCACAAGCGGCGEAGCATGCGGATTAATTCGATGCAACGCGAAG 59
wRAE Rk EEEE B R kR AR A B b EEEw
Bifidobacterium_longum_ROI_VR6_Cutibacterium_acnes_J139_NZ_ADFS@1000081_1_rna32_ge28 CCGTATCTCTACGACCGTCGGGAACATGTCAAGCCCAGETAAGGTTCTTCGCGTTGCATC 183
Gardnerella_vaginalis_ROI_VR6_Cutibacterium_acnes_J139_NZ_ADFS©1080001_1_rna32_0028 AACCTTACCTGGGCTTGACATGTGCCTGACGACTGCAGAGATGTGGTTTCCTTTCGEGGL 119
* B R ok Bk RR R K Rk R K RRE R o %
Bifidobacterium_longum_ROI_VR6_Cutibacterium_acnes_J139_NZ_ADFS01060081_1_rna32_ee28 GAATTAATCCGCATGCTCCGCCGCTTGTGCG-GGCCCCCGTCAATT 148
Gardnerella_vaginalis_ROT_VR6_Cutibacterium_acnes_J139_NZ_ADFS@1008001_1_rna32_0628 AGGTT=--meecmemenn CACAGGTGGTGCATGGTCGTCGTC- -~ = 148
*k * ok ok ok kkdkok ** ok *kkk

84 SNPs on 148 nt = (148-84: 64)/148 * 100 = 43.2% similarity
ROI from VR V9
CLUSTAL 0(1.2.4) multiple sequence alignment
Bifidobacterium_longum_ROI_VR9_Bifidobacterium_angulatum_JCM_7096_GCF_0010251551_ASM102515v1_NZ_AP012322_1_rnad_0019 TTCCGGTACGGCTACCTTGTTACGACTTAGTCCCAATCACGAGCCTCACCTTAGACGGCT 60
Gardnerella_vaginalis_ROI_VR9_Bifidobacterium_angulatum_)CM_7096_GCF_0010251551_ASM102515v1_NZ_AP@12322_1_rna@_0019 ------e--- AATGCGTTCCCGGGCCTTGTACACACCGCCCGTCAAGTCATGAAAGTGGG 50
Bifidobacterium_longum_ROI_VR9_Bifidobacterium_angulatum_JCM_7096_GCF_0010251551_ASM102515v1_NZ_AP812322_1_rnad_0019 CCATCCCACAAGGGGT TAGGC - CACCGGCTTCGGGTGCTGCCCACTTTCATGACTT---- 115
Gardnerella_vaginalis_ROI_VR9_Bifidobacterium_angulatum_JCM_7096_GCF_0010251551_ASM102515v1_NZ_AP@12322_1_rnad_0e19 CAGCACCCGAAGCCGGTGGCCTAACCCTTTTGGGATGGAGCCGTCTAAGGTGAGGCTCGT 110

Bifidobacterium_longum_ROI_VR9_Bifidobacterium_angulatum_JCM_7096_GCF_8@10251551_ASM102515v1_NZ_AP812322_1_rnad_e@19
Gardnerella_vaginalis_ROI_VR9_Bifidobacterium_angulatum_)CM_7096_GCF_0@10251551_ASM102515v1_NZ_AP@12322_1_rna@_oe19

N P T T T .

GACGGGCGGT - -~~~ GTGTACAAGGCCCGGGAACGCATT 149
GATTGGGACTAAGTCGTAACAAGGTAGCCGTACCGGAA - 148

88 SNPs on 148 nt = (148-88: 60)/148 * 100 = 40.5% similarity



