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16S IDNA (16S IRNA #{5T) OBEEEFIBITOFRENIL, BEORRSEELZHEL T
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HiE
1. BEEH
- Hiih SCD # X (Becton Dickinson, USA)
- HRAEIRBE 30°C
- HERERFR] 24 WA
- FOMEMN R

2. 16S rDNA B EEC 524
+ DNA fiH T 7 uE~7F ¥ —+E (FUIFILM Wako Pure Chemical, Japan)
- PCR #Eig PrimeSTAR HS DNA Polymerase (Takara Bio, Japan)

s AT N—Ir R BigDye Terminator v3.1 Cycle Sequencing Kit
(Applied Biosystems. USA)

- RS A =D PCR Hh&: 9F. 1406R
—r A (% 500 bp): 9F. 536R
=R ABI PRISM 3500xL Genetic Analyzer System
(Applied Biosystems)
- HERTIPE ChromasPro 2.1 (Technelysium, AUS)
- BLAST #HFEIMERIE 2 MY 7 k7 = 7 : ENKI v3.2 (TechnoSuruga Laboratory, Japan)
7 — F R

DB-BA16.0 (TechnoSuruga Laboratory)
EPREEE ST — 7 ~— A (DDBJENA(EMBL)/GenBank)
MFEA:202x £ xx A xx B
- 05 T REARYT R OME: THMESEY
B & £ 7 )V : Kimura-2-parameter?
BEOEREFME: 7— bR 7 v 739 (1,000 KiE)
* BEEIE, =S oY —hoDET—2 (IL2+07x0554L) ZLAHBERENBRICE YR
BL. BEEfToBICRELTLEY.
* sff. HRAR—RICEHOBXRELIUVEGETOBRRE-IEGHHRTT.
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1. S11D00000
% 1-1. S11D00000 @ DB-BA I=% 3 5 BLAST RFEHER
HEERA 7 TLA 30 [TRFE SNz 165 rDNA IR EES T—4
! Bk | 4 | Accession No. | EIpES | BSL
Staphylococcus epidermidis ATCC14990 D83363 517/517 (100.0%) | 1*
Staphylococcus caprae ATCC35538 AB009935 512/517 (99.0%) 1%
Staphylococcus capitis subsp. urealyticus| ATCC49326 AB009937 512/517 (99.0%) 1*
Staphylococcus capitis subsp. capitis JCM2420 AB626127 S10/515 (99.0%) | 1*
Staphyvlococcus saccharolyticus ATCC14953 L37602 508/517 (98.3%) 1>
Staphylococcus schweitzeri FSA084 CCEL01000025 505/517 (97.7%)
Staphylococcus aureus subsp. aureus | ATCC12600 D83357 505/517 (97.7%) 2
Staphylococcus aureus
subsp. anaerobius ATCC35844 D83355 505/517 (97.7%) 2
Staphylococcus argenteus MSHR1132 FR821777 505/517 (97.7%)
Staphylococcus simiae | CCM7213 |  AY727530 504/516 (97.7%) | 1*
Staphylococcus warneri ATCC27836 L37603 503/515 (97.7%) 1*
Staphylococcus devriesei KS-SP 60 FI389206 504/517 (97.5%)
Staphylococcus pasteuri ATCC51129 AB009944 503/517 (97.3%)
Staphvilococeus hominis subsp. hominis | DSM20328 X66101 503/517 (97.3%) 1*
Staphylococcus haemolyticus ATCC29970 D83367 503/517 (97.3%) 1*
Staphviecoccus petrasii subsp. petrasii CCM8418 JX139845 502/516 (97.3%)
Staphylococcus petrasii subsp. jettensis | SEQI10 |  IN092118 | 502/517 (97.1%)
Staphylococcus petrasii
subsp. croceilyticus MCC10046 AY953148 502/517 (97.1%)
Staphvlecoccus microti CCM4903 EU888120 501/516 (97.1%)
Staphylococcus rostri ARI262 FM242137 501/517 (96.9%)
Staphylococcus lugdunensis ATCC43809 AB009941 501/517 (96.9%) I*
Staphylococcus cohnii subsp. eohnii ATCC29974 D83361 499/517 (96.5%) 1*
Staphylococeussgophytics ATCC15305 AP008934 498/517 (96.3%) | 1*
subsp. saprophyticus
Staphylococcus cohnii subsp. urealyticus| ATCC49330 AB009936 498/517 (96.3%)
Staphylococcus piscifermentans SK03 Y15754 497/517 (96.1%)
Staphyvlococcus pettenkoferi B3117 AF322002 497/517 (96.1%)
Staphviecoccus edaphicus CCMB8730 KY315825 497/517 (96.1%)
Staphylococcus caeli 82B MH431939 497/517 (96.1%)
:rS'mp:‘r_v.-'ococcus xylosus ATCC29971 D83374 496/517 (95.9%) 1*
Staphvlococcus simulans ATCC27848 D83373 496/517 (95.9%) I*

F1) BSL USAFAE—TF4LAL) FLALT (BRRBRE) LLEEREL. ZEELAL I EEBHLET (8

RWED.

E2) BHEROD “ _ (FPo¥F——) " F, AR—REBHLET,
E3) WETIE, MBS FRHEMITICHLERIT-2ERLET,
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S11D00000
#F 1-2. SIID00000 MEPRIERES T —42 ~A—X (Zxtd 5 BLAST RREHER
HEMER D7 TLA 30 [TRESh 1= 165 rDNA B EES T— 4%

| it A Accession No. IOk

Staphylococcus epidermidis CEMTC 3589 MZ047209 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3351 MZ040916 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3331 MZ040909 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3594 MZ027366 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3803/3804 MZ027361 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3602 MZ027360 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3323 MZ027356 517/517 (100.0%)
Staphylococcus epidermidis CEMTC 3472 MZ027353 517/517 (100.0%)
Staphylococcus sp. B0021-03 MWE66508 517/517 (100.0%)
Staphylococcus sp. L0021-06 MWE866498 517/517 (100.0%)
Staphylococcus epidermidis HD21N4 CP060157 517/517 (100.0%)
Staphylococcus epidermidis FDAARGOS 1361 CP070057 517/517 (100.0%)
Staphylococcus epidermidis FDAARGOS 1363 CP069951 517/517 (100.0%)
Staphylococcus epidermidis FDAARGOS 1364 CP069954 517/517 (100.0%)
Staphylococcus epidermidis SCF93 MW 595969 517/517 (100.0%)
Staphylococcus epidermidis FDAARGOS 1243 _(;_90694'.'_'; 517/517 (100.0%)
Staphylococcus epidermidis HD104-2 CP053007 517/517 (100.0%)
Staphylococcus epidermidis HD27N1 CP052975 517/517 (100.0%)
Staphylococcus epidermidis HD33-1 CP052971 517/517 (100.0%)
Staphylococcus epidermidis SCF48 MW560209 517/517 (100.0%)
Staphylococcus epidermidis HD66-8 CP060250 517/517 (100.0%)
Staphylococcus epidermidis HD104-6 CP053005 517/517 (100.0%)
Staphylococcus epidermidis HD15-1 CP053002 517/517 (100.0%)
Staphylococcus epidermidis HD17-1 CP053000 517/517 (100.0%)
Staphylococcus epidermidis HD26-1 CP052998 517/517 (100.0%)
Staphylococcus epidermidis HD59-1 CP052997 517/517 (100.0%)
Staphylococcus epidermidis HD21-2 CP052994 517/517 (100.0%)
Staphylococcus epidermidis HD27-3 CP052991 517/517 (100.0%)
Staphylococcus epidermidis HD12-1 CP052990 517/517 (100.0%)
Staphylococcus epidermidis HDO05-1 CP052984 517/517 (100.0%)
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Staphylococcus saccharolyticus ATCC14953 T (L37602) BSL1"
Staphylococcus caprae ATCC35538 T (AB009935) BSL1*

Staphylococcus capitis subsp. capitis JCM2420 T (AB626127) BSL1*

Staphylococcus epidermidis ATCC14990 T (D83363) BSL1*

a3

Staphylococcus schweitzeri FSA084 T (CCELO1000025)

99

Staphylococcus capitis subsp. urealyticus ATCC49326 T (AB0O09937)BSL1*

- Staphylococcus aureus subsp. aureus ATCC12600 T (DB83357) BSL2

51 |Staphylococcus aureus subsp. anaerobius ATCC35844 T (D83355) BSL2

Staphylococcus argenteus MSHR1132 T (FR821777)

Staphylococcus simiae CCM7213 T (AYT727530) BSL1*

Staphylococcus warneri ATCC27836 T (L37603) BSL1*

Staphylococcus xylosus ATCC29971 T (D83374) BSL1*

1-1. SIIDO0000 > 165 rDNA i ZEHI =2 5 < fli 5 5 F Rif i

ELORBR7—Lii—, REBROSRKICHET HSBFRIT—-FI 5 v TiE,

BEOXEDOTZEOMORELER (Type strain). BSL (F/AAE—TF 1 LA
BSLIx(BMRARE) LLLERE) ERLET.

S11D00000

BLAST BREICL W B b @V HEMELR R U KK £ 1-1. 12

R4

2=

Accession No.

LEIDES
(%)

Staphylococcus epidermidis ATCC 14990

D83363

100

£ B

SIID00000 (X Staphvlecoccus BHERET 5 27 7 A X —RICE £, Staphylococcus epidermidis
ATCC 149907 (D83363) & R—O4FREFPOMEEZRLELE (& 1-1).
o T, SEIORITEERN S, BIEKIX S epidermidis \ZIRBTHLEZ T,

[ TE i R

Staphvlococcus epidermidis
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[

R4 SIID fi# R Sy R

L~/ 1

0 hyl dermidi.
SAMPLE 00000 Staphylococcus epidermidis (B F1 BB

NAFE—TT 4 LARLICOVT (BFAERENN1 T E—TT 188t &L Y)

L~ HE

1 EMCEREZED L. SV EABmcRERNICEESRBLR - TEEORZV LD
(AR A 5T

2 E bWV BICHEIEEZHT 50, EREWA, s, &, BRESICHL, &
RKEFELRBRVWLO, EREANTRBENDS LERLERLZEZTELEEIHS
B, BohieiaRE, THEXLY, GEOTERZENLO,

3 B MORRETHLERLEREEZ T8, thoBE~OEEOFEEIZEVWLO,
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FREECHETIEFT /K

TF—EAE 5=
HERMNTFAMNZ AL txt
2 bhaZza A abl

HE

1. APEECRTREORERERIZ. 16SIDNA HsrHEEEFIMITIcESXEEINTR
RByBETT, #BFEICESRE (BROREORRORE) (2, BRE R A
HALFEERRE, DNA HERIICE S o F RN, (LFOMERRE, DNA-DNA
ATV v FIERRBR L EORBERE»LRAMICHT 2 Z L PEETT,

2. MIEORETH, BEOEEL 2L EER (E- EEOMAERE) LHETHZLAE
BrIhTwhEd, AREBETIT, SFHM - SREOEEKD 16SDNA FEEF L Ol
BB LURITrORRIL, RECFRBYEHELHEELTWET,

3. AEREETATES (B ICHATIHRIZ.ULTOY =73 A M TImIBZE,
LPSN-List of Prokaryotic names with Standing in Nomenclature (http://www.bacterio.net/)

4. DB-BA i%, ¥kt l EZBEFEHRER L ORERELTT. 2BEFMICHEOREEZT
BRI RS OB EZTI ZEBRBETHII b, YF—F—R T EHEHKIC
BT 5 16S IDNA HEEEF|7T—F DHEZEHEL TV ET 2020 4 12 AL (DB-
BA16.0) DIT§EIE 3.082 B, 15,835 fli, 415 HRE T,

5. [EPEEEERST — % <— X (DDBJ/ENA(EMBL)/GenBank) |Z%4 5 R T O E
iE, BELZEML-RFaOERTT, BREELES T —F—2A0RGFHERITIFICH
FEhTEY WXRLE2BRBITIRIICE, BEHRMRETIZL2B8D LT,

6. BN TREMITIL, RABREORBEANRLE LET A4 AV MERDOREB LUHR
FHROERIZIT-TEY TH A,

7. ABEBTCRTAAMAE—T7F 1 1L~UL BSL) 3. BAHEFEL M AE—7F 1318
8 [ERMEDBSL L) ([2fWET, BSLIZL<A 1 BRLEVLEOD, L
1 THoTHLHEMABESHEEINTWAELRDHY, TOREEEAZRETSHLOTIX
HVEVA F BEORBEE /-ZIEGEO BSL B LA 2LU ETHLIBEEIZIE,
BEIREORBWZEZEhsZLZB8HLET, 28, AREBETIZ. BMRAFRERK
{ZoWTiE BSL1*) ¢BELTWET,

8. AHEFICHATATEMESIC-oZETLTE, BBREET 7 /7 ALY - 4K HikllE
TEBRSbELIEEW,
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