APPENDICES

Appendix 1 \i

Alignment nucleotide sequence from all samples after BLAST progr :lll ’CBI data.

Uncultured bacterium partial 165 rRNA gene, clone To13
Sequence |D: FN567982.1 Length: 794 Number of Matches: 1

Range 1: 349 to 414 GenBank Graphics

Score Expect Ider
102 bits(55) 4e-18 64/68(94%)

Porphyromonas gingivalis ATCC 33277 168 ribosomal partial sgqu l ‘i-'
Sequence ID: NR_074234.1 Length: 1475 Number of Matches:

Range 1: 381 to 791 GenBank Graphics

Scare Expect Identities V

671 bits(363) 0.0 397/413(96%)% J

Query 2 GGGCGMGA—CETGM-EAGECA&GTW G
LT T T
GGGCG-AGA

| 111}
Sbjct 381 GCCTEAACCAGCCATCGLGTRAAGGAA

Query 6@  TTCTTTTATACGGGAATAAC
LELLLTTTHETTD

Sbjct 448 TTCTTTTATACGGG

Query

Sbjct (CAGCAGCCEEGGTAA

Query TTCG

Shict

|T?EGT&C

Query
Shjct

Query
§

‘%} gl @ o
bjcty 740 CATACTGCGACTGACAC CGAAGGCATGGATATCAAACAG-GATTAG 791

N

0& Sample 1
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Streptococcus mutans strain NPL952 165 ribosomal RNA gene, partial sequence
Sequence ID: MK908372.1 Length: 417 Number of Matches: 1

Range 1: 4 to 62 GenBank Graphics

Score Expect Idenbties Gaps Strand

110 bits(59) 3e-20 59/59(100%) 0/59({0%) Plus/Plus

Query 15 GTARAGCTCTGTTIG 7
ANARARANAN

Sbjct 4 TAAAGCTCTGTTG

Sample 2 V

Streptococcus mutans strain KCOM 1075 165 ribosomal RNA gene
Sequence ID: MT233343.1 Length: 1530 MNumber of Matches: 1

Range 1: 392 to 447 GenBan

Scare Expect Identibies

104 bits(56) Z2e-18 56/56(100%)

Query 20 TCTGACCGAGCACGCCGCGTGAGT GGTT
IRERTRErRr e e et it nrnl

gkjet 292 TCTGACCGAGCACGCCGCGTEAGTGAAGAAGGTT

Descriptions Graphic summary Alignmerll‘j Taxonomy

Alignmentview | Pairwise Download ~

4 sequences selected @

& Download v GenBank Graphics

<Descriptions

Streptococcus gordonii strain POP1_666
Sequence ID: MT436688.1 Length: 396 Number of

Range 1: 1 to 53 GenBank Graphics

Score Expect Identities
99.0 bits(53) 1le-16 3/53(101

Gaps

0/53(0%)

Query 16 CTGACGAGCACGCC(

Sbjct 1 CTGACGAGCACGCCEI

TCGTAAMGCTCIRTTG 68
TLCLETLTLEL LT gL
CGGATCGTAAAG TT6

& Download v

Gra ‘ ¥ Next a Previous <sDescriptions
Streptococ in POPI_5: iosom A gene, pari ence
‘Sequence ID: 632.1 Lenfth: 396 Number tch

Expect entities

1e-16 3/53(100%) _ Plus/Plus
AGCA TCGTAAA 68
[T HII |
AGCACGCC( ATCGTAAL T6 53

oW d v GenBank Grg ¥ Next a Previous <eDescription:
5 coccus oralis strain POPI_384 16S rib A gene, partial sequence
Sequence ID: MT436586.1 Length: 396 Nnmhero”ech
nge 1: 1 to 53 GenBank Graphics \
col Expect Identities ~ Gaps Strand
99.0 bits(53) 1e-16 53/53(100%) 0/53(0%) Plus/Plus

7

Query 16 CTGACGAGCACGCCGCGTGAGTGAGAAGGTTTTCGGATCGTAAAGCTCTGTTG

Sbjct 1 CTGACGAGCACGCCGCGTGAGTGAGAAGGTTTTCGGATCGTAAAGCTCTGTTG

88



& Download v GenBank Graphics

Streptococcus sanguinis strain POPI_145 16S ribosomal RNA gene,
Sequence ID; MT436525.1 Length: 396 Number of Matches: 1

Range 1: 1 to 53 GenBank

Score Expect Identities Gaps

99.0 bits(53) 1e-16 53/53(100%) 0/53(0%)
N i i
Sbjct 1 CTGACGAGCACGCCGCGTGAGTGAGAAGETTTTCGGATCGTAMGCTCTGTTG

A Previous <«Descriptions

partial sequence

Strand
Plus/Plus

53

Descriptions
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Alignmentview | Pairwise

4sequences selected @

v |

X Download v GenBank Graphics

) cosfeature @

Query 13 GGAGCAGTCTGACCGAGCACGCCGCGTGAGTGAAGAAGGTTTTCGGATGCGTACAGCTCT
sogee 1 b ARAL A AR L LAt
Query 73 GTTG 76
Sbjct 59 z‘;"{‘m‘ 62

Download v

ex Descriptions

I

Streptococcus mutans strain NPL952 16S ribosomal RNA gene, partial sequence

Sequence ID; MK908372.1 Length: 417 Number of Matches: 1

Range 1: 1 to 62 GenBank Grap

Score Expect Identities Gaps Strand .
100 bits(54) 6e-18 61/64(95%) 2/64(3%) Plus/Plus

72
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AL
Yu
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& Download v GenBank Graphics

Streptococcus agalactiae strain StrepA 16S ribosomal RNA gene,
Sequence ID: MH359095.1 Length: 1473 Number of Matches: 1

Range 1: 312 to 369 GenBank

Score Expect Identities Gaps
97.1 bits(52) 8e-17 57/59(37%)
Query 18  AGTCTGACCGAGCACGCCGCGTGAGTGAAGAAGGTTTTCG

LELLUECLLCLEE L LD TLEL LT
Sbjct 312 AGTCTGACCGAGCACGCCGCGTGAGTGAAGAAGGTTTECG

& Download v GenBank Graphics

Streptococcus downei strain ChDC YD3 16;
Sequence ID: AY942563.1 Length: 1521 Numbef’

Range 1: 390 to 447 GenBank Graj

NN

Score Expect Identitie

97.1 bits(52) 8e-17 1/59(1%)

N TN it il
Sbjct 399 AGTCTGACCGAGC GGTTTTCGGAT-CGTRRAGCTCTGT

L AENN

A Previous «Descriptions

& Download v

Streptococcus

N

A Previous <eDescriptions

Range 1: 440 72
Score ct Entiti?’ Gi nd
95.3 bits 3e-16 4/70(91%) (2%) s/Plus
CGTGARTGAAGAAGGTTRTCGGAIGCGTAC 66
YL

&9




Klebsiella sp. strain C-3 16S ribosomal RNA gene, partial sequence

Sequence ID: MT605302.1 Length: 1476 Number of Matches: 1

Range 1: 334 to 765 GenBank Graphics

Score Expect Identities Gaps Strand

791 bits(428) 0.0 431/432(99%) 1/432(0%) Plus/Minus

Query 8 CGCTTTCGC-CCTGAGCGTCAGTCTTTGTCCAGGGGGCCGCCTTCGCCACCGGTATTCCT 66 s

Sbjct 765 CGCTTTCGCACCTGAGCGTCAGTCTTTGTCCAGGGGGCCGCCTTCGCCACCGGTATTCCT 706

e

Sbjct 765 CCAGATCTCTACGCATTTCACCGCTACACCTGGAATTCTACCCCCCTCTACAAGACTCTA 646

Query 127 GCCTGCCAGTTTCGAATGCAGTTCCCAGGTTGAGCCCGGGGATTTCACATCCGACTTGAC 1
Iéllllll\IH|||||||||\||\|I\||HIIHIHIHIHIIHIHIIHIHI i

GCCAGTTTCGAATGCAGTTCCCAGGT TGAGCCCGGGGATTTCACATCCGACTTGAC _ 58

Query 187 AGACCGCCTGCGTGCGCTTTACGCCCAGTAATTCCEATTAACGCTTGCACCCTCCGIATT
FELCLERLCCCELEEEEE e et e e et |
Sbjct 585 AGACCGCCTGCGTGCGCTTTACGCCCAGTAATTCCEATTAACGCTTGCACCCTCC 5

Query 247

Sbjct 645

GCGGCTGCTGGCACGGAGTTAGCCGGTGCTTCTTCTGCGGGTAACGTCAAT

ACC
CELLCEELEECEE LT T
ACC

[
Sbject 525 GCGGCTGCTGGCACGGAGTTAGCCGETGCTTCTTCTGCGGGTAACGTCA,

Query 387 ?‘T ATTAACCTTATCGCCTTCCTCCCCGCTGAAAGTGCTTTACAACC

Sbjct 465 GGTTATTAACCTTATCGCCTTCCTCCCCGCTGAAAGTGCTTTACAACC

Query 367 TCATACACGCGGCATGGCTGCATCAGGCTTGCGCCCATTGTGL CACTGCTG 42

Sbjct 485 TCATACACGCGGCATGGCTGCATCAGGCTTGCGCCCATTGTGCAATAT

C Q
e A N Y'\l
Sbjct 345 CCTCCCGTAGGA 334 \

Descriptions Graphic Summary

A
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& Download v GenBank Graphics ! 'v ¥ Next <«Descriptions
Klebsiella pneumoniae strain NOS_08 165 ribosol NA gerll, sequel
Sequence ID: MFE52081.1 Length: 871 Nu E\

L

Alignmentview | Pairwise €store defaults}

TCGCCACTGA

\ACGTCAGTCTT,

ATTCCCCACTGCTE 245
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& Download v GenBank Graj ¥ Next A Previous <« Descriptions
Klebsiella pneumoniae strain FS01-6-2 165 ribosomal RNA gene, partial sequence

Sequence ID: MK457128.1 Length: 791 Number of Matches: 1

Range 1: 232 to 663 GenBank Graphics

Score E Identities Gaps Strand
782 bits(423) 0. 429/432(99%) 0/432(0%) Plus/Minus
s ittt
Sbjct 663 CGCTTTOR AGCGTCAGTCTTTGTCCAGGEGECCGCCT TCGCCACCRGTATTCC
GATCT
|

C}"«T TCACCGCTACACCTGGAATTCTACC

) | LTI TTL
Sbjct 603 ¢ A

(C 63
i | \
Ci T T 6684
nitiiyitn it
AGATCTCTACGCATTTCACCGCTACACCTGGAATTCTACCCCCCTCTACAAGACTCTA 544
GCCTGCCAGTTTCGAATGCAGT AGGTTGAGCCCGGGGATTTCACATCCGACTTGAC 183
il AN
CTGCCAGT T
C
|
C
Ci
| V
Ci

'
Query 64  CCAGAT(

¢

C

Query 124

[dee

sbjct 543 GG TTCG‘AA GC/ "((‘(IZC‘»‘L é“(‘TG‘AGCC‘Céﬁ‘éé&TTTCACATCCGA(TTGAC 434
Query 184 CTGCGTGCGCTTTACGLC TCCGATTAACGCTTGCACCCTCCGTATT 243
soger a3 AALSLHSHUBUHAL UL A AU o
CACGGAGT T 303
}

|
@
G
|
G
G GA
| 1] LULLLLLLLTLELL L] LTI

TGCTEGCACGGAGT TAGCCEGTGCTTCTTCTGCGEGTAACGTCAATCGLCGA 364

c
L1 L] |
C6CC CAGTAAT T

Query 244 AC(GC‘G (‘STGCTGG A (\T mec‘ Tc'r'rclmcﬁssm.ucs'rcmrcecc
CG6C CCGBTEC C

111
Sbjct 423 ACCGCG

.
1
-
G
|
o
"FAG
1

Query 364 GGTTA (‘: TGWTTGC‘H‘T AACCCGAAGGCC 263

C GTGCTTTS

T TCCCCRC C TTCT
L LT LLL LT LILLLLLTLITLLL
Sbjct 363 GETTATTAACCTTAACGCCTTCCTCCCCECTGAAA CAACCCGRAGECCTTCT 384

T

I

1

Query 364 423

A
|
A
C
[111 T |
ACACGCGGCATGGCTGCATCAGG C
CGT!

G c
| 1] 1 | |
G Cc TG d GCC
inhaisanintnnaiaii
Sbjct 383 TCA AGGCTTGCGCCCATTGTGCAATATTCCCCACTGCTG 244
Query 424 AGGA 435

|

<

C

|

C

G

|

d

T}AACCT TAACGCCTTC
T

A

|

A

i

CGTAGGA 232

111
T
CAC
111
CAC
il
sbjct 243 CCTCC

& Download v GenBank Graphics ¥ Nex
Klebsiella pneumoniae strain P4549 165 ribosomal RNA gene, partial sequence
Sequence ID: KT248058.1 Length: 1259 Number of Matches: 1
Range 1: 278 to 709 GenBank Graphics
Score Expect Identities Gaps Strand ’
782 bits(423) ) 0/432(0%) Plus/Minus

0.0 429/432{99%)

e T T e Y'
sbjct 789 CGCTTTCGCACCTEAGCGTCAGTCTTTGTCCAGGGGGCCGCCTTCGCCACCGRTATTCCT 650

s ., -
Sbjct 649 CCAGATCTCTACGCATTTCACCGCTACACCTGGAATTCTACCCCCCTCTACAAGRETC
Query 124 GCCTGCCAGTTTCGAATGCAGTTCCCAGGTTGAGCC CGGGGATTTCA‘C?T( 1

. L LR VL LTELLTL LU LTI E LT
Sbjct 588 GCCTGCCAGTTTCGAATGCAGTTCCCAGGTTGAGCCCGGGGATTT
C
|
C

Previous

ETGCGTGCGCTHT(‘G(C
TTA

|
C
e i
Sbjct 528  AGACCGCCTGC CCCAGTAA

Query 244 AC(HG CT

|
C
G
| I1]1]
GCCTECGTGCGCTTTAC
i
Sbjct 469 ACCELGGCTGCTGECACGGAGTTAGC
T ¢

Query 304

a—n o—n o=
2
&5

[11] [
Sbjct 49 GGTTATTAACCTTAACGCCTTCCTC

| |
G G
G T
| 1111
G T
TATTAACCTTAACGCCTTCCTCC
PILLLELTELLETTLL LT
CCTTAACGCCTTCCTCC
?GG‘(ISATGHGCT?CA{(AGG(
Sbjct 348 CGGCATGGCTGCAT
Query 424 G

TAGGA 435

G
|
G

Query 364 “(CACAC G o
T
e
| LI
¢ TAGGA 278

|

T

A
LILLULLLLLEL LT
CACACACGCRGCATGGCTGCATCAGE:
i

Sbjct 288 (CTCCCG

& Download v GenBank

. =
Descriptions

iBosomal RNA , partial uepge

of Matches: 1 ? } %

Strand b

Plus/Miry

A;
0 A Previous <

Klebsiella pneumoniae st

nk  Graphics

Score

782 bits(423)
Query 4
sbjct 719
Query

sbict

sb AC
Qugry CCa G
ct
04 GGTTATTAACCTT
HIHIHHI@

LT
PAACGTCAATCEC

|

A
AACGTCAATCGC (‘ZGA 303

C

AAC TACAACCCGAAGGCCTTCT 363
. gt diniithifge
Query 364 TCACACACGCGGCATGGCTGCAT! GCAATATTCCCCACTGCTG 423
e 20 WAL HHELE

[l]

CACAC

ey I
Sbjct 299 CCTCCCGTAGGA 288

N
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Descriptions Graphic Summary m Taxonomy

Alignment view |_Pairwise ~ ][] cosfeature e Download

& Download ~ GenBank Graphics ¥ Next <« Descrip]

Enterobacter sp. strain EF2 165 ribosomal RNA gene, partial sequence
Sequence ID: MT613374.1 Length: 1433 Number of Matches: 1

Range 1: 207 to 728 GenBank G

Score Expect

Tdent Strand
793 bits(429) 0.0 432/432(99%

Flus/Minus

GAATTCTACCCC

TTGTCCAGH T C TATTCC
TTRTCCAGSS T C TATTCC
LI
AATTCTACCCCCC A AGA &l
d GGGATTTCACATCCGACTTGA 186
i
GCT"

CTGCCAGTTTC (e
[T [
CTGCCAGTTTCGA CCGGGGATTTCACATCCGACTTGA 558

TGCACCCTCCGTAT 248

TGCACCCTCT 438
TACCGCGGCTECTGECACGGAGT TAGCCGETECTTCTTCTECGEETAACGTCAATTECTE 286
FECECCLCLELCRLCERE TNV R LR LR LT EE Pt Iun

TACCGLGGCTEC TGECACGGAGT TAGCCGETGCTTCTTCTECGEETAACGTCAATTELTE 438

& Download v GenBank Graphics

Enterobacter cloacae strain HS-6 165 ribosomal RNA gene, partial sequence
Sequence ID: MT520149.1 Length: 1406 Number of Matches: 1

Range 1: 282 to 713 GenBank Graphics

Score Expect  Ideniities

793 bits(429) 0.0 432/433(9!
Query 7 C
sbjct 713 (‘
Query 67 T
sbjct 654 lé
Query 127 AGCCTGCCAGT

ILTLLLILIL]
Sbjct 594 AGCCTGCCAGT

Query 187 CAGACCGCCTG

LILLTLTETLLLLLLLLLLLL
CGCCTG

1]
GCTTTACGCCCAGT,
A

A—8 J—2 2=

(¢
|
(¢
1] \G.Im i
Sbict 534 CAGAC GT
Query 247 (CTCGG(TGCT?E
d

T
) LTI
Sbjct 474 TACCGCGGCTGCTGGCA

e T

AACCACAACAC

it
sbjct 414 TTA

AT

T
11
166 C

Query 367 ‘HC‘ATA ﬁﬁcama‘mﬁ(ﬂ
e &

TGTGC
HITT
TGTGCAA

1]
sbjct 354 CGCCCAT
Query 427 GCCTCCCGTAGG

1[111]
Sbjct 294 GCCTCCCGTAGGA

¥ Next A Previous < Descriptions

]
/Minus

508
CC CCGACTTGA 186
4 HILRL <0
GCCTGC BACGCTTGCACCCTCCGTAT 246
R UL oo

Query 247 TACCGCGGCTGCTGGCACGGAGTTAGCCGGTG! CTT GGGTAACGTCAATTGCTG 306
o s OSSN GHEEER, e
Query 387 TGGTTATTAACCACAACACCTTCCTCCCCGCTGAAAGTACTTTACAACCCGAAGGCCTTC 366
i i i v
Query 367 TTCATACACGCGGCATGGCTGCATCAGGCTTGCGCCCATTGTGCAATATTCCCCACTGCT 426
bt
Query 427 GCCTCCCGTAGGA 439

Doy 111 g
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& Downloadv  GenBank Graphics A Previous <« Descriptions

Salmonella enterica subsp. enterica strain SURX10 165 ribosomal RNA gene, partial sequence
Sequence ID: MK780060.1 Length: 1458 Number of Matches: 1

Range 1: 330 to 761 GenBank Graphics

Score Expect  Identities Gaps Strand
793 bits(429) 0.0 432/433(99%) 1/433(0%) Plus/Minus

CCACCTGAGCGTCAGTCTTTGTCCAGGGGGCCGCCTTCGCCACCGRTATTCE 66

Query 7 (‘(‘3(‘ TIC ‘
ACCTGAGCGTCAGTCTTTGTCCAGGEGGCCGCCTTCGCCACCGGTATTCE 763

1] 1]
Sbjct 761 CGCTTTCG- CC
Query 67 C
| L LT LT

|

.
TACGCATT TCF«CCGCTACTC‘ ﬂﬁi‘\ﬁmcm CE‘;CCCTCTACAAGAC TC t‘: 126
ACGCATTTCACCGCTACACCTGGAATTCTACCCCCCTCTACAAGACTCC 643

TCG
11
s

il
Sbjct 782 TCCAGATCT
¢
1
C

|
T
Query 127 ?G( TG

il T"FC(‘SMTGCE«GTTCCCAGGTTGAGCCCGGGGL\TTTCE«CATCCGACTTGA 186
AGCCTG

111 I
TTCEAATGCAGTTCCCAGETTGAGCCCGGGGATTTCACATCCGACTTGA 583

T
|
T
A
|
A
c
1
C

C
C
L1111
TCTCT!
ipil
sbjct 642 CCAGT
CCAGTAATTCCGATTAACGCTTGCACCCTCCGTAT 246

|
G
f \
Ci CCAGTAATTCCGATTAACGCTTGCACCCTCCGTAT 523

e T
Shjct 582 CAGACCGCCTGCGTGLGCTT
Query 247

TACGC
LI
TACGC
sbjct 522
Query 307 o
Sbjct 462 TGGTT/
Query 367 'H(‘
Sbjct 482 TTC

Query 427

P
&

e
2
O

sbjct 342

Descriptions Graphic Summary Taxonomy

Restore defaults|

ngnmentvlewl Pairwise ~ | [ cosfeature L]

ces seleczd @

6seq

&, Download~  GenBank

Enterobacter ludwi train Bacl55 165 ribosomal RNA gene, partial sequence
Sequence ID: KX641539.1 Length: 1132 Number of Matches: 1
Range 1: 23 to 455 GenBank Graph

Score Expect Identities
784 bits{424) 0.0 421/434{95%)

Query CACCTGAAGCGTCAGTCTTTGTCCAG
[111 IR

sbict CTGA-GCGTCAGTCTTTGTCCAGGS!

Query 57

Ssbjct 396

Query 127

sbjct 336

Query 187 CGCCTGCGTECGLTTTAC
LEELTTTELTLTI]

sbict 276 CGCCTGCGTECGCTTTACGC:

Query 247 TACCGCGGCTGCTGGCACGGA
LILLDELELLTTELT LD

Sbjct 216 TACCGCGGITGCTGECA

ATTAACCTCAACGCCTTC
LT T

ATTAACCTCAACGCCTT!

Query 387

«.
a=a
=5

Sbjct 156

Query 367
sbjct 96
Query 427

sbict 36

& Download v

¥ Next A Previous < Descriptions

Enterobacte

Sequence ID

Range

Score
782 bit:

Sighd
fs/Minus

0%)
PR i
CGGTATTCC 663

I1111]
ACTTGA 543

cC

GTAT
I11111
CCGTAT

TG
111
TG
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& Download v GenBank Graphics ¥ Next A Previous <aDescriptions

Enterobacter roggenkampii strain ED5 165 ribosomal RNA gene, partial sequence
Sequence 1D: MT613373.1 Length: 1447 Number of Matches: 1

Range 1: 313 to 744 GenBank Graphics

Score Expect  Identities Gaps Strai

782 bits(423) 0 430/433(99 1/433(0%) Plus/Minus
Query 7 CGCTTTCGCACCTGAAGCGTCAGTCTTTGTCCAGEGGGCCGCCTTCGECACCGGTATTCC 66
sogee 7ae cothidbthtes et UL IR e
Query 67  TCCAGATCTCTACGCATTTCACCGCTACACCTGGAATTCTACCCCCCTCTACAAGACTCC 126
sojet eas MEAMHIEHHUMHHHEELIBIEL o
Query 127 AGCCTGCCAGTTTCGAATGCAGTTCCCAGGTTGAGCCCGGGGATTTCACATCCGACTTGA 186
sogce o5 Acdthel ARG HI I HLIRUIHE, <6
Query 187 CAGACCGCCTGCGTGCGCTTTACGCCCAGTAATTCCGATTAACGCTTGCACCCTCCGTAT 246
soict ses bt EHHE USRI G ses
Query 247 TACCGCGGCTGCTGGCACGGAGTTAGCCGGTGCTTCTTCTGCGGGTAACGTCAATCGCTG 386
sogee sos SIS BAHER. 426
Query 3@7 AGGTTATTAACCTCAACGCCTTCCTCCCCGCTGAMAGTGCTTTACAACCCGAAGGCCTTC 366
sojet ass AHATMCIIMIIHEH bl A A s
Query 367 TTCATACACGCGGCATGGCTGCATCAGGCTTGCGCCCATTGTGCAATATTCCCCACTGLT 426
sogee 385 HUHMAUMEHU LR BIRIEHIE
Query 427 GCCTCCCGTAGGA 439

e L

& Download v  GenBank Graphics

Enterobacter cloacae strain AH1 16S ribosomal RNA gene, partial sequence
Sequence ID: MT613361.1 Length: 1436 Number of Matches: 1

Range 1: 303 to 734 GenBank Graphics

Scare Expect  Identities Gaps strand
782 bits(423) 0.0 430/433(99%) 1/433(0%) Plus/Minus

TTGTCCAGGGGGCCGCCTTCGCCACCGGTATTCC

Query 7  CGCTTTCGCACCTGAAGCGTCA( T‘C‘h "
TCTTTGTCCAGGGEECCGCCTTOGCCACCGGTATT

G
. LU L] TLL T
Sbjct 734 CGCTTTCECACCTGA-GCGTCAG

CCCCTCTACAAG

i
Query 67 TCCAGATCTCTACGCATTTCACCGCTACACCTGGAATTC

ot
Query 127 AG(CTG(CAGTTT(GARTGO‘:\G I‘I G (|3 CCGGS ? ‘T'H
G

LTI ]
Sbjct 615 AGCCTGCCAGTTTCGAATGCAG

isiiniitiing
CCCAGETTGAG

c

|

<

CCCGGGGATTTC,
[T

CCCGGGGATT

Query 187 CAGACCGCCTGCGTGCGCTTTA

PLLLLLLTLLELTTTTLEL]
Sbjct 555 CAGACCGCCTGCGTGOGCTTTAC

|
C
T
|
T
c
|

i Gl
GCCCAGTAATTCCGATTAACGCTT!
il
GCTGGCACGGAGTTAGCCGGTGCTTCTTCTG

¢
LLLCLLTLLEL LT TTLLL
C

Query 247 ‘
TGGCACGGAGTTAGCCGGTGCTT(

ﬁc\(\xﬁ Gﬂ\
Sbjct 495 TACCGCGGCTEG
CAACGCCTTOCTCCCC!

LULLLLLLLTTT L
CAACGCCTTCCTCCCC

CTGAAA

Query 307 AGGTTA :

1111
sbjet 435 AGGT
T
|

G
|
&
T
]

TTAAC

|
G
‘TAAC
|

1
TG
Query 367 6L

L]
Ta
‘T(‘A“U‘A TCAG(‘zE

|
e
e
|
(s
(3
| L]

(S TCAGG

T G
LT 1]
TCAACGCC 6C
i
Sbjct 375 TTCATACACGCGGCATGGETECA T
439

G
|
G
Query 427 GCCTCCCGTAGGA
[T
AGGA

sbjct 315 GCCTCCCGTAGGA 303

& Download v  GenBank ¥ Next A Previous <Descriptions

Score
782 bits(423)

Query 7
shict s Tehehllad
Query 67 126
Sbjct 522
185
462
246
402
A TGCTTCTTC GTAACGTCAATCGCTG 306
Hellddeliet o HEH Rt AT 302
AGGTTATTAACCTCAACGCCTTCCTCCCCGCTRAMAGTGORT TACAACCCGAAGGCCTTC 366
swicr a1 AHAHARHUALEHIEL AL e
ery 367 TTCATACACGCGGCATGGCTGCATCAGGUMGGCGCORTTGTGCAATATTCCCCACTGET 426
Soict 231 AL MU o
Query 427 GCCTCCCGTAGGA 439
swice 221 bedfeltbtlbeh e
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& Download v GenBank Graphics

Klebsiella pneumoniae subsp. pneumoniae strain 47 16S ribosomal RNA gene, partial sequence
T180487.1 Length: 1376 Number of Matches: 1

Sequence ID:

Range 1: 312 to 743

Score Expect  Identities Gaps Stra
782 bits(423) 0.0 430/433(99%) 1/433(0%) Plus/Minus
Query 7 CGCTTTCGCACCTGAAGCGTCAGTCTTTGTCCAGGGGGCCGCCTTCGCCACCGGTATTCC 66
e oo SR o
Query 67 TCCAGATCTCTACGCATTTCACCGCTACACCTGGAATTCTACCCCCCTCTACAAGACTCC 126
e oo DOSES TS ERMEAMT AT, e
Query 127 AGCCTGCCAGTTTCGAATGCAGTTCCCAGGTTGAGCCCGGGGATTTCACATCCGACTTGA 186
o g g
Query 187 CAGACCGCCTGCGTGCGCTTTACGCCCAGTAATTCCGATTAACGCTTGCACCCTCCGTAT 246
b v [ e i
Query 247 TACCGCGGCTGCTGGCACGGAGTTAGCCGGTGCTTCTTCTGCGGGTAACGTCAATCGCTG 386
B i
Query 307 AGGTTATTAACCTCAACGCCTTCCTCCCCGCTGAAAGTGCTTTACAACCCGAAGGCCTTC 366
b it i
Query 367 TTCATACACGCGGCATGGCTGCATCAGGCTTGCGCCCATTGTGCAATATTCCCCACTGCT 426
e 200 WA TR
Query 427 GCCTCCCGTAGGA

e 220 LANLALL

A Previous

Sample 6
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[] costeature @ [reNgye Camoe

Allgnmemvlew‘ Pairwise v ‘

5sequences selected @
& Download v GenBank Graphics V
Streptococcus mutans strain YAA 13 165 ribosomal RNA gene, pal ce
T605307.1 Length: 1078 Number of Matches: 1 \
Str

Sequence I

Range 1: 300 to 447 GenBank Grap

Score Expect Identities e

108 bits(58) 4e-20 56/58(100%) %) Plus/Plus
i )
Sbjct 390 AGTCTGACCGAGCACGCCGCGTGAGTGAAGAAGGTT

3

& Download v

GenBank Graphics
Streptococcus mutans strain YAA 12
Sequence ID;: MT605306.1 Length: 1155 Nui
Range 1: 389 to 446 GenBank

Score Expect
108 bits(58) 4e-20

Query 16 AGTCTGAC[GA(FC

Sbjct 389 AGTCTGAC

& Download v

Sequence ID;: M

Range 14800 to

GCTCTGTTG 447

Previous <Description:

¥ Next A Previous <Description:

H
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& Downloadv  GenBank Graphics

Streptococcus mutans strain NPL952 16S ribosomal RNA gene, partial sequence
Sequence ID: MK908372.1 Length: 417 Number of Matches: 1

Range 1: 5 to 62 GenBank Graphics
Score Expect Identities Gaps Strand
108 bits(58) 4e-20 58/58(100%) 0/58(0%) Plus/Plus

Query 16 AGTCTGACCGAGCACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTG 73

LLCLLELLELLEE LR L]
Sbjct 5 AGTCTGACCGAGCACGLCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTG 62

X Download~  GenBank Graphics

Streptococcus agalactiae strain StrepA 16S ribosomal RNA gene, partial sequence
Sequence ID: MH359095.1 Length: 1473 Number of Matches: 1

Range 1: 312 to 369 GenBank Graphics
Score Expect Identities Gaps Strand
108 bits(58) 4e-20 58/58(100%) 0/58(0%) Plus/Plus

Query 16  AGTCTGACCGAGCACGCCGCGT!
LR LT
GCACGCCG

i AGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTG
Sbjct 312 AGTCTGACCGA( CCGCGT

GAG
PELULLLLLTEE LT LTI
GAG

AGTGAAGAAGGTTTTCGEATCGTAAMGCTCTGTTE 369

¥ Next A Previous <Descriptions

Aw

Descriptions  Graphic Summary m Tasonomy

dentities

& Download v GenBank Graphics

Streptococcus agalactiae strain StrepA 16S ribosomal RN, artial seglfence
Sequence ID: MH359095.1 Length: 1473 Number of Matches: 1

Range 1: 308 to 369 GenBank Graphics

Score Expect Identities
110 bits(59) 1e-20 61/62(98%)

Query 13 (HG(\IGT?TCTG\T(\? TGAG
ACC

i
Sbjct 368 CGGAAGTCTGAC

E
5
|
=
2
2
£
=
o
8
1]
o

i
GAGCACGCCGLGTGAGTGAAG

Query 73 TG 74

1]
Sbjct 368 TG 360

96

Augnmentview | Pairwise ~ ][] cpsfeature ©

sences d

& Download v GenBank Graphics

Streptococcus mutans strain NPL952 165 ribosomal RNA gene, partial sequence
Sequence ID: MK908372.1 Length: 417 Number of Matches: 1

Range 1: 4 to 62 GenBank Graphics c

Score Expe: K ti Gaps Strand
110 bits(59) 1e-20 59/59(100%) 0/59(0%) Plus/Plus
it it
Sbjet 4 GAGTCTGACCGAGCACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTG 2

Strand E \
Plus/Plus
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249 GCGGCTGCTGGCACGTAGTTAGCCATCCCTTTCTGATTAAGTACCGTCACAGTATGAACT 308
399 TTCCATTCTCACACTCATTCTTOCTTAACAACAGAGCTTTACGATCCGARAACCTTLTTC
ACTCACGCGGCGTTGCTCAATCAGGGT TCCCCCCATTGOCGAAGATTCCCTACTGCTGCC

429 TCCCCGTAGGA 439
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Descriptions Graphic Summary Alignments Taxonomy

Alignment view‘ Pairwise v | | | CDS feature Q

A4

Restore defaults

4 sequences selected 9

& Download v GenBank Graphics *
Streptococcus oralis strain 69 165 ribosomal RNA gene, partial sequenge
Sequence ID: MH997774.1 Length: 894 Number of Matches: 1

Range 1: 323 to 391 GenBank Graphics
Score Expect Identities Gaps Strand

108 bits(58) 8e-20 68/72(24%) 3/72(4%) PI
Query 3 AAAGGAAGGAAGTCTGAACCGAAGCCAACGCCGCGTGAGTGAAGAAGGTT 62
79

Sbjct 323 AATGGAAGGAAGTCTGA-CCG-AG-CAACGCCGCGTGAGTGAAGAAGGTTT
Query 63 AAAGCTCTGTTG 74

Sbjct 388 AAAGCTCTGTTG 391

Streptococcus mitis clone BJ038 16S ribosomal @)anial s@quenge
Sequence ID: GU422219.1 Length: 441 Number of Matchgga ’

Range 1: 342 to 411 GenBank Graphics ; \ Y'

Score Expect Identities

104 bits(56) 1e-18 67/72(93%) (29%)
Query 3  AAAGGAAGGAAGTCTGAACCGAAGCC (|3TG TGA»'i-\G»’-\AG
C

CETEE TECEELEEEE T 11 [1]
Sbjct 342 AATGGACGGAAGTCTGACCCGA-G-CAACG

\
GAGTGAAGAAGGTT
ey & A :‘if}‘
Sbjct 48@ AMAGCTCTGTTG 411 \

“ E
3 Download~  GenBank G;ﬁl Q/
Streptococcus cristatu e CWIC4 ribdsomal ene, partial sequence
Sequence ID: GU416365.1 L : 456 Nurm@er of h s:‘l0
:-'3 . Strand
M 7292%) Plus/Plus

ey dmmatitinniii

CEK TGAAGAAGGTTTTCGGATCGT 489

Range 1: 352 to 421

Score
104 bits(56)

Query 3 GGAA
Sbjct 352
Query
Sbjct

@n-Sp%ﬁ-ﬁA 168 ribosomal RNA gene, partial sequence
: MZ2007499.1 Tength: 141% ber of Matches: 1

1: 322 to 390 GenBank Graphi %

core Expect Identities Gaps Strand
2 bits(55) 4e-18 67/72(93%) 3/72(4%) Plus/Plus

Query 3 AAAGGAAGGAAGT CTGAACCGAAGCCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGT 62

LT LR eee e e ee e ee e e el
Sbjct 322 AATGGACGGAAGTCTGA-CCG-AG-CAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGT 378

Query 63  AAAGCTCTGTTG 74

Sbjct 379 AAAGCTCTGTTG 39
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Descriptions Graphic Summary Alignments. Taxonormy

Alignment view | Pairwise v | [ | cDS feature @

Restore defaults

4 sequences selected @

& Download v GenBank Graphics . s
Streptococcus infantis strain 1795 165 ribosomal RNA gene, partial sequence

Sequence ID: MT626073.1 Length: 1418 Number of Matches: 1
Range 1: 310 to 741 GenBank Graphics V

Strand

Gaps
432/432(100%) 0/432(0%) Plus/Minus

Score Expect Identities
798 bits{432) 0.0

Query 8 CGCTTTCGAG
Sbjct 741 CGCTTTCGAG
Query BB
Sbhjct 681
Query 123
Shict 621
Query 188 AL
Shict G561 ﬁi G
Query 243
Sbhjct 501
Query 323
Shict 441
Query 363
Sbjct 381
Query 4238
Sbjct 321

Streptococcus pseudopne
Sequence ID: MT613549.1 L

Range 1: 297 to 728 G

o Strand

%) Plus/Minus

Score
798 bits(432)

=

Query | |(|ZACCGGTGTTCCT [

Shjct CGCCACCGGTGTTCCT 669

Query 127

Shict

‘ Cl'I'C|CCCTCTTGC£\C

TCAA
LILLLLLLLTET LT
AL

ACTCTCCCCTCTTGCACTC 689

Query |T?(|3(|ZTTTAACTTCAGACTTATC|1|’ 187

[LCLLLLLLLT T
GCCACAGCCTTTAACTTCAGACTTATCT 549

CGEOACAACGCTCGOGACCTACGTATTA 247

LOCLLLLLLLLLLELELELLLLT
ACAACGCTCGGGACCTACGTATTA 489

GGTMGATTCCGTCACAG'{ Ll\ﬂ 387

| il
AAGATACCGTCACAGTGTGAA 429

CTT

|

|

.
[11] |
CGLG T
TTTCCACTCTCACACT TCTCTTACAACAGAGCTTTACGATCCGAARACCTTCT 367
+ c|||||\||||||||| ||||||||H||||||I||\|||||||||H||TI |

C
[11]
CACTCTCACACTCGTTCTTCTCTTACAACAGAGCTTTACGATCCGAARACCTTCT 369

CACTCACGLGGLGTTGCTCGOTCAGACTTCCGTCCATTGCCGARGATTCCCTACTGE

T TG
CCCLLCEEL LR L LI EL L] ]
TCACTCACGCGGCGTTGCTCGGTCAGACTTCCGTCCATTECCGAAGATTCCCTACTGCTG

427
389

CCCOTAGGA 439

c
[LII]]]
C

i
CCTCCCGTAGGA 297

|
C
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Streptococcus oralis subsp. tigurinus strain 2620 168 ribosomal RNA gene, partial sequence
Sequence ID: MT611642.1 Length: 1457 Number of Matches: 1

Range 1: 312 to 742 GenBank Graphics

Score Expect Identities Gaps Strand
798 bits(432) 0.0 432/432(100%) 0/432(0%) Plus/Minus ‘

Query 8 CGCTTTCGAGCCTCAGCGTCAGT TACAAGCCAGAGAGCCGCTTTCGCCACCGRTGTTCCT

e e SRR <.,

Query 68 CCATATATCTACGCATTTCACCGCTACACATGGAATTCCACTCTCCCCTCTTGCA 127

NS 4o

Query 128 GTTARACAGTTTCCAAAGCGTACTATGATTAAGCCACAGCCTTTAACTTCAGACTTATCT 187

gy sttt i AN

Query 188 COCCTRCGCTCGCTTTACG AATAAATCCGRACARACGCTCGRGACCTACGTATTA

oy ittt %-

Query 248 CCGCGGCTGCTGGCACGTAGTTAGCCGTCCCTTTCTGATAAGATACCGTCACAGT 07
||||||H|||||H||||||H||||H||||||H|||||H|||||||||||H

GTGT

Sbjct 583 CCGCGGCTGCTGGCACGTAGTTAGCCGTCCCTTTCTGGTAAGATACCGTCACA

Query 388 CTTTCCACTCTCACACTCGTTCTTCTCTTACAACAGAGCTTTALG Cltlil i

||||||H|||||H||||IIH|||||\||||||HI||||H||||
Sbjct 443 CTTTCCACTCTCACACTCGTTCTTCTCTTACAACAGAGCTTTACGATCCGAARAC

Query 368 'i'CTCTCACGCGGCGTTGCTCGGTCAGQ( TTCCGTCCATTGCCGAAGATT \
Shict 383 TCA ' A p)

367
3S4I

|

CACTCACGCGELGTTGCTCGGTCAGACTTCCOTCCATTGCCGAA
e X~
Sbjct 323 CCTCCCGTAGGA 212 N

Streptococcus mitis strain 582 168 ribo w gene
Sequence ID: MT573139.1 Length: 1413 Nygmbe
Range 1: 287 to 718 GenBank Graphics \

Score Expect Identities

798 bits(432) 0.0 |

Query 8 CAGA 67
Sbjct 718 (llli.{l\l |GAG(CGCT CCT 659
Query 68 CACATGGARAT TCCC 127
Sbjct 658 | TGGAATTC C'l'Cl'l'Cll | TG(li.il\l | | | | 599
Query 128 CQTACTATGGETAAGC AGECTT CAGACTTATCT 187
soict 598 ittt ittt
Query 188 GGGACCTACGTATTA 247
sojct 538 UL 470
Query 248 ACCGTCACAGTGTG 387
soict 478 T;'J\' i '(':c'(';T'L':lu':iéT'éT'é' b a0

COATCCGAARACC 367

ACGATCCGAAAACCTTCT 359

Query
Shjct

_|_

Que A G CCATTGCCGAAGATTCCCTACTGCTG 427

LOLLLLLLELLELLLELLLE ]
TGCCGAAGATTCCCTACTGCTG 299
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Descriptions Graphic Summary Taxonomy

Alignment view | Pairwise v | [ | CDS feature (2] w

4 sequences selected @ %
& Download + GenBank Graphics \

Streptococcus infantis strain 1795 16 S ribosomal RNA gene, partia E
Sequence ID: MT626073.1 Length: 1418 Number of Matches: 1

Range 1: 500 to 777 GenBank Graphics N

Score Expect Identities Gaps
514 bits(278) le-141 278/278(100%) 0/278(0%

Query 7 GGETAATACGTAGGTCCCEAGCGTTGTCCGRATTTATTGGGCGTAAAG

Sbjct 568 GGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGLG
Query 67  TTAGATAAGTCTGAAGTTAAAGGCTGTGGCTTAACCATAGTACG

Sbjct 568 TTAGATAAGTCTGAAGTTAAAGGCTGTGGCTTAACCA
Query 127 ACTTGAGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAGCG

Sbjct 628 ACTTGAGTGCAAGAGGGGAGAGTGGAATTCCATGT
Query 187 GGAGGAACACCGGTGGLGAAAGCGGCTCTCTGGLITGTAAC

Sbjct 688 GGAGGAACACCGGTGGCGAAAGLGGCTCTCTGGE

GEAGCAAACAGGATTAGATACCC TAGTC 284

G
|||||||||||||||||||||||||||
CETEGEGAGCAAACAGGATTAGATA

Query 247
Sbjct 748

rain 3203 1
f Matches: 1

Streptococcus pseudopneumonia
Sequence ID: MT613549.1 Length: 143

Range 1: 487 to 764 GenBank Graphics

Score Expect
514 bits(278) le-141
e TINI -
Sbjct 487 546

AMACTGTTTA 126
||||||||\H

TTGGAAACTGTTTA 686

R yuiy
TTAGATAA

Sbijct 547

TGCGTAGATATAT 186

[LLLLLLELETTTL ]
GAAATGCGTAGATATAT 666

Query 127 i\[lj'i'T J GCAAGAGGGGA

shjct  6@7

CGCTOAGGCTCGAAAG 245

AACTGACGCTGAGGCTCGAAAG 726

Query

CA 284
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Sequence ID: MT611642.1 Length: 1457 Number of Matches: 1

Range 1: 502 to 779 GenBank Graphics

Score Expect Identities Gaps Strand
514 bits(278) 1e-141 278/278(100%) ofz?s(o%) Plus/Plus

Sbjct 582 GGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGCAGGLGE 56

Query 67  TTAGATAAGTCTG GCTTAACCATAGTACGCTTTGGARACTGTTTA 126
‘ \III I\IIII\II |||||||| |||||||| LCELLLLEELELELLLLL LT ||||||
Shjct 562 ATAAGTCTGAAGTTAAAGGCTGTGGCT TAACCATAGTACGCTTTGGARACTGT 621
Query 127 ACTTGAGTGCAAGAGEGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATAT 18
HIII\||||\HIIII|||||H|||||||||H||\||||\|H|\||||||||H|| .

Sbjct 622 ACTTGAGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAGCGGTGARATGCGTAGATATAT 68

o T T T
Sbjct 682 GGAGGAACACCGGTGGCGAAAGCGGCTCTCTGGCTTGTAACTGACGCTGAGGCTCE 7
GAGCAAACAGG

G ATTAG
\IIII\IIII\IIIIIIIIIII
CGTEGEGAGCAAACAGGAT TAGA

Query 247 TGGTAGTCCA 234

C
LLLLLLLLLL
CCTGGTAGTCCA 779

ACC
‘ | | [
Shjct 742 TAC

Range 1: 477 to 754 GenBank Graphics

Score Expect Identities
514 bits(278) le-141 278/278(100%),
Query 7 GTAATACGTAGGTCCCGAGCGTTGTCLGE

Sbjct 477 GGTAATACGTAGGTCCCGAGCGTTGTCC
Query 67  TTAGATAAGTCTGAAGTTAAAGGC MeTGGCTT

Sbjct 537 TTAGATAAGTCTGAAGTT

Query 127  ACTTGAGTGCAAGAGGGGAGAGT

|I||||||||||||||||
Sbjct 597 ACTTGAGTGCAAGAGEG

Query 187 GGAGGAACACCGGTGGCG GGCTCICT!

LLLELTTTITLL L
Sbjct 657 GGAGGAACACCGGT

R = S, ity
Sbjct 717 CGTGGGEGEA ATT HGATﬁ.?CTGGT

Streptococcus oralis subsp. tigurinus strain 2620 168 ribosomal RNA gene, partial sequence

Query 7 GGTAATACGTAGGTCCCGAGCGTTGTCCGRATTTATTGGGCGTAAAGCGAGCGCAGGCGE 66 s )
1

Descriptions axonomy

(9]
[
o
o)
o
=
=
@
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H
-
a

reptococcus pneumoniae st@igWghean-Sp936-15A 165 ribosomal RNA gene, partial sequence

ience 10: MZ007499.1 Length: Number of Matches: 1

Range 1: 326 to 390 GenBank Graphics

Score Expect Identities Gaps Strand
110 bits(59) le-20 54/66(97%) 2!66(3% ) Plus/Plus

ATCGTABAGCT 5%

A
LT
A

Query 1 GACGGAA- TCTGAACCGAGCAACGC[GCGTG»’-\GTGMGMGGTTHC‘GG |
TCGTARAGCT 384

CLLLLEE L LU UL L L L]
Shjct 326 GACGGAAGTCTG-ACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGG
Query 68 CTGTTE 65

Sbjct 385 CTGTTG 39@
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Descriptions Graphic Summary Taxonomy

Alignment view | Pairwise v | [] cDS feature @ q
7 sequences selected @ ‘\
X Download v GenBank Graphics .“

Streptococcus pneumoniae strain Nghean-Sp911-23F 1658 ribosomal RNA gene, partial uence

Sequence ID: MZ007497.1 Length: 1415 Number of Matches: 1

Range 1: 336 to 387 GenBank Graphics

Score Expect Identities Gaps Strand
07.1 bits(52) 6e-17 52/52(100%) ofsz(o%u Plus/Plus

Query 1  CCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGT
\I\IIIIIIIC\IGHIIIIIII\I\IIII\IHIIIIIGI IIIIIIII\

| [T
Shjct 336 CCGAGCAACGCCGE GAAGAAGGTT TAMAGCTCTGTTE 387

_4

& Download v GenBank Graphics

Sequence ID: MW866505.1 Length: 1545 Number of Matches: 1

Range 1: 393 to 444 GenBank Graphics

Score Expect Identities
97.1 bits(52) Ge-17 52/52(100%)

Pl-us;'PIuJ NY.

Query 1 (CGﬂGCi\ACGCCGCGTGAGTGAAGMGGT"F}'"FTT?T
Sbjct 393 CCGAGCAACGCCGCGTGAGTGAAGAAGGTT

Streptococcus gordonii strain KCOM 3746 (=C
Sequence |D: MW581916.1 Length: 1479 Number of Matches:

Range 1: 377 to 428 GenBank Graphics

Score Expect Identities

97.1 bits(52) Ge-17 52/52(100%)
i,
Shbjct 377 CCGAGLAACGLCGCGTGAGTGAAGAAL

X Download v GenBank

w

Streptococcus intermed
Sequence ID: MW581895.1 Length: 1 Num er

Range 1: 377 to 428 Gs

Score
97.1 bits(52)

GCCGCGTGAGTGAAG

| J \I“HII 4

Query 1 CCGAl

|5
k-
o

| g+ |
sbjct 377 CEBAG C

s f sC S ribosomal RNA gene, partial sequence
h

: 15mum ber of Matches: 1

: 384 to 435 GenBank Gra ﬁﬁ!’

W560204.% Len

Expect Identities Gaps Strand
bits(52) Ge-17 52/52(100%) 0/52(0%) Plus/Plus
o T Ty >
Sbjct 384 CCGAGCAACGCCGCGTGAGTGAAGAN ATCGTARAGCTCTGTTG 435
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Streptococcus sanguinis strain KCOM 3727 (= J5591) 165 ribosomal RNA gene, partial sequence

Sequence ID: MW581858.1 Length: 1469 Number of Matches: 1

Range 1: 369 to 420 GenBank Graphics

Score Expect Identities Gaps Strand
97.1 bits(52) 6e-17 52/52(100%) 0/52(0%) Plus/Plus
Query 1 CCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTG 52
O i

& Download ~ GenBank Graphics

Streptococcus salivarius strain SCF59 165 ribosomal RNA gene, partial s
Sequence ID: MW560212.1 Length: 1489 Number of Matches: 1

Range 1: 379 to 430 GenBank Graphics

Score Expect Identities Gaps

97.1 bits(52) 6e-17 52/52(100%) 0/52(0%)
Query 1 CCOAGCAACGLCACATRAGTGAAGAAGGTTTTCGGATCAGTAAAGCTCTGTTG
sosee 375 WML LA

X~

N
O
JF

Descriptions Graphic Summary
Alignment view | Painwise
5 sequences selected 9 \
& Download v GenBank Graphi \N
Streptococcus infantis strai Sribo gend martial sequence
Sequence ID: MT626073.1 Length: umbﬂ of Matchegyl1 c)
“
Range 1: 310 to 740 GenBan ((:;
Score Strand
791 bits(428) Plus/Minus
Query 7 CGCCA GTTCCT 66
) LLTELTLTELLELLEL
Shijct CCA TTCCT 682
o T o
Shijct CTTGCACTCAA 622
o T
Shijct CAGACTTATCT 562
— it
Sh ACCTACGTATTA 502
M
ct a AGTGTGAA 442
Ouer CTTTCCACTCTCAC CTTCTCTTACAACAGAGCTTTACGATCCGAARACCTTCT 366
) [LEETELTELLT CCLLLLEELEETE TR L e ey
Jet 441 CTTTCCACTCTCACMRIEGTTCTTCTCTTACAACAGAGCTTTACGATCCOAAAACCTTCT 382
sttt hnnthatndmn it
Sbjct 381 TCACTCACGCGGCGTTGCTCGGTCAGACTTCCGTCCATTGCCGAAGATTCCCTACTGCTE 322
ey A 2
Sbjct 321 CCTCCCGTAGGA 318
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Streptococcus pseudopneumoniae strain 3203 168 ribosomal RNA gene, partial sequence
Sequence ID: MT613549.1 Length: 1435 Number of Matches: 1

Range 1: 297 to 727 GenBank Graphics i
> t Identities Strand \

Score Expect Gaps
791 bits(428) 0.0 431/432(99%) 1/432(0%) Plus/Minus

Query 7 GCTTTCOAGCCTCAGCGTCAGT TACAAGACCAGAGAGCCGCTTTCGCCACCGATATTCCT 66 s j
9

Sbjct 727 GCTTTCGAGCCTCAGCGTCAGTTACAAG-CCAGAGAGCCGCTTTCGCCACCGGTGTTCCT 66

R ittty
Sbjct 668 CCATATATCTACGCATTTCACCGCTACACATGGAATTCCACTCTCCCCTCTTGCACTCAA 689
Query 127 Cl-nTT CAGTTTCCAAAGCGTACTATGGT TAAGCCACAGCCTTTAACTTCAGACT TA'i'C|1|'

Sbjct 6@8 GTT AGTTTCCAAAGCGTACTATGGTTAAGCCACAGLCTTTAACTTCAGACT 549
Query 187 GCCTGCGCTCGCTTTA AACGCTCGGLACCTACRTAT TANGSAG

Sbjct 548 AACCGLCTGCGCTCGCTTTACGLCCAATAAATCCGGACAALGCTCGGRACCTAC

ittt i

Sbijct 488 CCGCGGCTGCTGGCACGTAGTTAGCCGTCCCTTTCTGGTAAGATACCGTCA A abo

Query 387 CTTTCCACTCTCACACTCGTTCTTCTCTTACAACAGAGCTTTACGAT TcT 36 - v"
, |||||||||||||||||||||||||||||||||||||||||| [IIIL]] N,

Sbjct 428 CTTTCCACTCTCACACTCGTTCTTCTCTTACAACAGAGCTTT CTTeT g9 4

ol intnnmihtntinniindin g ¥ X

sbict 368 CGCGGCGTTGCTCGGTCAGACTT G N

|| [111]
TCACTCA CCGTCCATTG

Query 427 cltlzltlzcltlzcl-.nl\?tlaﬁl\ 438 \
CCTCCC

|
Sbjct 3@8 GTAGGA 297 ﬂ
|

Streptococcus mitis strain 582 168 rib al Qien arhal\o&uence

Sequence ID: MT573139.1 Length: 141§ Number of M ‘\
Range 1: 287 to 717 GenBank Graphi n

: S rand
_32(0% Plus/Minus

Score
791 bits(428)

Query 7 CCGGTGTTCCT 66
e it
Query 67 CCCCTCTTGCACTCAA 128
S .
Query 127 TAACTTCAGACTTATC 186
R it
Query 187 TCPGEACAACGCTCOOGACCTACGTATTA 246
- 3 LULITIITI -

TTCTGGTAAGATACCGTCACAGTGTGAA 386

Query
Shbicg

? TCCC CTGGTMGAT.&CCGTCL\CAGTGJHEM 419
ACF"TC TCTTACAACAGAGCTTTACGATCCGARAACCTTCT 368
5 CTT'TééAéT'CTc'LéLé'T@, HHHAMUSKHAM LM 550
Queryw 367 TCACTCACGCGGLG TTMGGT GACTTCCGTCCATTGCCGAAGATTCCCTACTGCTG 428
355 IAHUALMUHERE A HEHUHU MU HEHEI 200
ery 427 CCTCCCGTAGGA 438
sojct 208 (UL 257
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Streptococcus anginosus subsp. whileyi partial 16S rRNA gene
Sequence ID: LR761334.1 Length: 1082 Number of Matches: 1

Range 1: 286 to 716 GenBank Graphics \z
Score Expect Identities Gaps Strand %

791 bits(428) 0.0 431/432(99%) 1f432(0°n) Plus/Minus
Query 7  GCTTTCGAGCCTCAGCGTCAGTTACAAGACCAGAGAGCCGCTTTCGCCACCGGTGTTCCT
| T| CELLLEECEEEL R R L LEEET e LR R L L L L

|
Shjct 716 TTCGAGCCTCAGCGTCAGTTACAAG -CCAGAGAGCCGCTTTCGCCACCGGTATT

Quary 67 ?
Shjct 657 C

CTTT

[

CTTT

[|3 T.ﬁl\ ATCTACGCATTTCACCGCTACACATGGAATTCCACTCTCCCCTCTTGCACT
CATATATCTACGCATTTCACCGCTACACATGGAATTCCACTCTCCCCTCTT 598
T

|

|

Iy

[ |I|I||||||||||||||||||I|I|I|I|I|I||||||||||||||| |||H
ATATA

|

Query 127 Cl-n TAM%??T H’ (|3C (|5(|3(|5 TACTATGGTTAAGCCACAGCCTTTAACTTC

[1] |||| |||||||I|I|I|I|I|I||||||||||H
TC

sbjct 597 GTTARACAGTTTCC ATGGTTAAGCCACAGCCTT
Query 187 AACCGCCTGCGCTCGCTTTACGCCCAATAAATCCGGACAACGCTCGG
ey i
Query 247 CCGCGGCTGCTGGCACGTAGTTAGCCGTCCCTTTCTGET
eyttt
Query 3087 CTTTCCACTCTCACACTCGTTCTTCTCTTACAACA

oy iininmiiiitit i,
Query 367 TCACTCACGCGGCGTTGCTCGGTCAGACTTCCGTC

woe s IEZITNEIEE
Query 427 CCTCCCGTAGGA 438 %

Shjct 297 C|t|2'|rt|2C|t|3C|ﬂ|'.£|\(|5t|3.t|\ 286 \

Streptococcus oralis strain KCOM 23
Sequence ID: MT6568570.1 Length: 1471

Range 1: 219 to 749 GenBank Graphics

Score Expect

701 bits(428) 0.0 005

Query 7 GCTTTCGAGCCT CAAGACCAGAGEGCCGCT 66
sojce 7a0 LHHIMUNY Hi o1
Query 67 126
Shjct 698 631
Query 127 TTCAGACTTATCT 186
Shict 636 bt 571
Query 187 CGGGACCTACGTATTA 246
e SR e

ATACCGTCACAGTGTGAA 386
IHIIHIIHIHIIHIIH

GTAAGATACCGTCACAGTGTGAA 451

G
i GCTTTACGATCCGAARACCTTL 366
G

Query | Gﬂ'?ﬁ
sbjct C TGE?

C
” AummgmmﬂammMMM$Mmmwum
TCACT CACGCGGCGTTGCTCGG@C(GTC(A CCOAAGATTCCCTACTGCTG 428
ey SR e A
427 CCTCCCGTAGGA 438
? o WD

107



Range 1: 500

Score
508 bits(275)

Query 5
Sbjct see
Query 65
Sbjct 558
Query 125
shjct &19
Query 135
sbjct &79
Query 245
Sbjct 739

Descriptions Graphic Summary Taxonomy
Alignment view | _Pairwise v | [ ] cDS feature @ i

4 sequences selected 9

X Download GenBank Graphics A

Streptococcus infantis strain 1795 16 S ribosomal RNA gene, partial seq
Sequence ID: MT626073.1 Length: 1418 Number of Matches: 1 q

to 777 GenBank Graphics

Expect Identities Gaps
7e-140 278/279(90%) 1f279(0°o)

GGTAATACGTAGGGTCCCGAGCGTTGTCCGGATTTATTGRGLGTARAGLG

LLLLLLLLLL |||||||||||||||||||||||||||\||||H||H
GETAATACGTA-GETCCCGAGCGTTGTCCGEATTTATTGGGCGTAMGCG

D—

GTTAGATAAGTCTGAAGTTAAAGGCTGTGGCTTAACCATAGTACGC

LCLLLLEELELE L]
GTTAGATAAGTCTGAAGTTAAAGGCTGTGGCTTAACCATAGTACGCTTTGG

AGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAGCGGT

RACTTG
|||||||||||||||||||||||||||||||||||||||\|||||
AACTTG

AGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAG
GGAACACCGG GCGGCTCTCTGGCTTGTAACT

TGEAGGAACACCGGTOECGARAGLGECTCTCTGGCTT!

GCGTGGGGAGCAAACAGGA TTAGATACCCTGGTAG'I’C?A

COLLLCLEILELLLELEL L] ]
GCGTGEEEAGCAAACAGGAT TAGATACCCTEG

Streptococcus

Sequence ID: MT613549.1 Length: 1435 mber of Matches:

Range 1: 487 to 764 GenBank Graphics

Score Expect &“

508 bits(275) 7e-140 s/

Query 5 GTAATACGTAGGGTCCCGAGE AGGCG 64
coser 157 LLHAHAdtA AL KM ses
Query 65 ALACTGTTT 124
Sbjct 546 GCTTTG%J\J\J‘LH’CL'!"H’ 685
Query 125 ATGCGTAGATATA 184
R TOMMUAMAL es
Query 185 TGG CTGACGCTGAGGCTCGAAA 244
Sojct 665 I TG ..
Query 245 CTGG CCh 283

Sbjct {@GTJ}”\ 764

pseudopneumoniae strain 3

Expect Identities Gaps Strand
) le-20 64/66(97%) 2.!’66(3%! Plus/Plus
GGAA-TCTGAACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCT
||||\|| [11] HHH|||\||||||Hll\ll\\||\||H|H|||\||||||H
356 GACGGAAGTCTG-ACCGAGCAACGCCGLGTG AAGAAGGTTTTCGGATCGTAAAGCT
i
415 CTGTTG 428
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Streptococcus mitis strain 582 168 ribosomal RNA gene, partial sequence
Sequence ID: MT573139.1 Length: 1413 Number of Matches: 1

Range 1: 477 to 754 GenBank Graphics \2
Score Expect Identities Gaps Strand ‘ :
6

508 bits(2753) 7e-140 278/279(99%) 1/279(0%) Plus/Plus
Query 5 GTAATACGTAGGGRTCCCGAGCGTTATCCGGATTTAT TEEGRCGTARAGCGAGCGCAGGLG
o it thwiinhinin e
Query 65 AGATAAGTCT GCTTAACCATAGTA TTTGGAAACT

shjct 536 ||||IL|AA&+AIIIII ||||I||||I||||4+LA%%A+L&+LL%I||Iéé£iill||I|
Query 125 GAGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATAT 4
oty ity .
Query 185 GEAGGAACACCGRTGECGAAAGCGACTCTCTGACTTATAACTGACGLT
ettt

Query 245 GCGTGGGEAGCAMACAGGATTAGATACCCTGGTAGTCCA 28

o st jitithiin

Range 1: 481 to 758 GenBank Graphics V :
Score Expect Identitie! Gaps -Qrand
508 bits(275) Fe-140 278/279( 1/27 Flus/Plus

S ﬁhﬂﬁﬂfﬁﬁﬁ?GTT”““”‘\hﬁ| T >
sbjct 481 GGTAATACGTA-GGTCCCG CGCAGGCG 539
T

Query 65  GTTAGATAAG GTGGCTTMCC GARACTGTTT 124
oy it iy 5 i i,
Query 125 TTG T@T CGTAGATATA 184
s LML -

e IR T
TAACTGACGCTGAGGCT 719
CCA 283
1111

AGTCCA 758

shjct 668

Query
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Streptococcus cristatus strain KCOM 4021 (=ChDC P050-Tf7) 168 ribosomal RNA gene, partial sequence
Sequence |D: MW730620.1 Length: 1468 Number of Matches: 1

Range 1: 354 to 418 GenBank Graphics

Score Expect Identities Gaps Strand
110 bits(59) 1e-20 654/65(97%) 2/66(3%) Plus/Flus

Query 1 GACGEAA-TCTGAACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGRATCAGTARAGCT 52 s j

Sbjct 354 GACGGAAGTCTG-ACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAMGCT 412

Query 6@ TGTTG 65

C
(1111
C

Sbjct 413 CTGTTG 418

X Download v GenBank Graphics ¥ Next
Streptococcus oralis strain SCF06 165 ribosomal RNA gene, partial e

Sequence ID: MW560192.1 Length: 1485 Number of Matches: 1 '
Range 1: 362 to 426 GenBank Graphics

Score Expect Identities Gaps
110 bits(59) 1e-20 64/66(97%) 2/66(3%)

Query 1

Gl.’lz;'lf\.!’]k-TC TGAACCGAGCAACGOCGCGTGAGTGARGAAGG

GAC TTTTC
, [11] LLEL TELLLLLELLLELL LT L]
Shjct 362 GACGGAAGTCTG-ACCGAGCAACGCCGCGTGAGTGAAGRAGGTTTTC

Query 6@

A\
I
A
1|'GTTG 65
}

C
|
C

[11]
Shjct 421 CTGTTG 426 Q‘ é
| 4‘ -
Streptococcus infantis strain KCOM 3604 (=C Td5) 168 ri omal gene, partial sequence

Sequence ID: MW548692.1 Length: 1471 NumbgfPof Matches: 1 &
Range 1: 356 to 420 GenBank Graphics e)\
B 2
) 2,

Score Expect Identities 9 =i

110 bits(59) le-20 54/56( WL %) P ¥ NE
R TR, ot mnith DSyt
Sbjct 356 GACGGAAGTCTG-ACCGAGCAA GAGTGRAGAN A GCT 414

T :
Query 60 CIITGIH? 65 ( 0

Sbjct 415 CTGTTG 428 ’ :%

X Download v GenB }cs %E A/
Streptococcus a e strgin A :‘16% somal RNA gene, partial sequence
Sequence |D: MWO09 Cengt 93% ofEa:Jc s: 1

Range 1: 340 t nk Gra|

Score % ) t Gaps Strand
110 bits(59 g 1e-20 2/66(3%) Flus/Plus
Query CGEAA-TCTGAACCGAGCAACGCC MAGTGMGMGGTTTTCGGATCGTMAGCT
4 TG oty
Que XCTGTTG 65

L e

Sample 10
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Appendix 2

Inhibition zone of S. mutans when exposed to SPSE after 24 hours.

6.25 mg/mL
3.125 mg/mL i

5105 mo/mL @
= * " .‘ ‘

]




Appendix 3

S. mutanas
- c

Colour changes for MIC after adding MTT solutions into a 96-well pla i
< Blaa R cxtragis

<3} &

SPSE against S. mutans

112

Blank extracts
; ~ﬁ|




P. gingivalis
= S
—

= a gi ,, _

SPSE against P. gingivalis

113

.,-.75- £ A\ 5

Blank extracts
7 s £




Appendix 4

The growth colonies of S. mutans and P gingivalis on BHI and WCA agay fo§ MBC.

SPSE-n-hexane against S. mutans after 24 hours
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SPSE-acetone against S. mutans after 24 hours
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CHX against P. gingivalis after 24 hours
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‘ e ‘

SPSE-DCM against P. gingivalis after 24 hours
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SPSE-ethanol against P. gingivalis after 24 hours
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Appendix 5

Conference.

'y

International Conference on Drug Discovery and Translational Medicine hCDDTM),
December, 8-9, 2021 Online platform (Malaysia). Poster Presentation.

International Applied Biology Conference 2022 (IABC 2022),N 3-5, 2022 Melaka
(Malaysia). Poster Presentation.

Appendix 6
Publicati é "'{0\
ublication. ? Y,

v N

Shahida Mohd. Said, Nur Fatimah Zaharah Saleh§ddin, rsyu 53" Jafar, Haslinda
Ramli, Tuti Ningseh Mohd. Dom & Rohazj mad h (20%]). Identification of
Bacteria Sample Plaque from Periodont

/

Journal of Research in Pharmaceutica

enegs .
https://doi.org/l0.26452/ijrps.v12i1.4% NS
S

Universiti Putra Malaysia, UniverstyTe

University, MAHSA U 'VeWTay r’s i

University Malaysia, Em% scovertes lB Malaysian Association for Cancer
Itheare n%

Research and GHHS Healt @erial Activity of Salvadora persica
Against Porphyroméas 1 givc‘lis

Strqebcoccus mutans, Malaysian Journal of
Medicine and Heal, ces;
e
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