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(Applied Biosystems, USA)
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%= 1-1. SIID00000 > DB-BA [Zxf9 % BLAST #2HR4ER
HRIMR 37 TLEAL30 [SHEFEINT- 16S rDNA IBEEFRHIT—4
Bk R4 Accession No. EIERS BSL

1 Staphylococcus epidermidis ATCC14990 D83363 517/517 (100.0%) | 1*
2 Staphylococcus caprae ATCC35538 AB009935 512/517 (99.0%) | 1*
3 Staphylococcus capitis subsp. urealyticus ATCC49326 AB009937 512/517 (99.0%) | 1*
4 Staphylococcus capitis subsp. capitis JCM2420 AB626127 510/515 (99.0%) | 1*
5 Staphylococcus saccharolyticus ATCC14953 L37602 508/517 (98.3%) | 1*
6 Staphylococcus schweitzeri FSA084 | CCEL01000025 | 505/517 (97.7%)
7 Staphylococcus aureus subsp. aureus ATCC12600 D83357 505/517 (97.7%) | 2
B Staphylococcus aureus ATCC35844 D83355 505/517 (97.7%) = 2

subsp. anaerobius
9 Staphylococcus argenteus MSHR1132 FR821777 505/517 (97.7%)
10 Staphylococcus simiae CCM7213 AY727530 504/516 (97.7%) | 1*
11 Staphylococcus warneri ATCC27836 L37603 503/515 (97.7%) | 1*
12 |Staphylococcus devriesei KS-SP 60 FJ389206 504/517 (97.5%)
13 |Staphylococcus pasteuri ATCCS51129 AB009944 503/517 (97.3%)
14 \Staphylococcus hominis subsp. hominis DSM20328 X66101 503/517 (97.3%) | 1*
15 |Staphylococcus haemolyticus ATCC29970 D83367 503/517 (97.3%) | 1*
16 |Staphylococcus petrasii subsp. petrasii CCM8418 JX139845 502/516 (97.3%)
17 |Staphylococcus petrasii subsp. jettensis SEQ110 JN092118 502/517 (97.1%)
18 Staphylococcus petrasii MCC10046 | AY953148 | 502/517 (97.1%)

subsp. croceilyticus
19 Staphylococcus microti CCM4903 EU888120 501/516 (97.1%)
20 |Staphylococcus rostri ARI262 FM242137 501/517 (96.9%)
21 Staphylococcus lugdunensis ATCC43809 AB009941 501/517 (96.9%) | 1*
22 \Staphylococcus cohnii subsp. cohnii ATCC29974 D83361 499/517 (96.5%) | 1*
23 Staphylococcus saprophyticus ATCC15305 | AP008934 | 498/517 (96.3%) | 1%

subsp. saprophyticus
24 \Staphylococcus cohnii subsp. urealyticus ATCC49330 AB009936 498/517 (96.3%)
25 \Staphylococcus piscifermentans SKO03 Y15754 497/517 (96.1%)
26 |Staphylococcus pettenkoferi B3117 AF322002 497/517 (96.1%)
27 |Staphylococcus edaphicus CCMS8730 KY315825 497/517 (96.1%)
28 |Staphylococcus caeli 82B MH431939 497/517 (96.1%)
29 \Staphylococcus xylosus ATCC29971 D83374 496/517 (95.9%) | 1*
30 Staphylococcus simulans ATCC27848 D83373 496/517 (95.9%) | 1*
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HREMR 27 TLEAL 30 [THEES T 16S rDNABEES T —4
Bk = Accession No. EICIES
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 MW866508 517/517 (100.0%)
Staphylococcus sp. L0021-06 MW866498 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 MWS595969 517/517 (100.0%)
Staphylococcus epidermidis FDAARGOS 1243 CP069473 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 HDO5-1 CP052984 517/517 (100.0%)
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https://www.ncbi.nlm.nih.gov/nuccore/MZ047209
https://www.ncbi.nlm.nih.gov/nuccore/MZ040916
https://www.ncbi.nlm.nih.gov/nuccore/MZ040909
https://www.ncbi.nlm.nih.gov/nuccore/MZ027366
https://www.ncbi.nlm.nih.gov/nuccore/MZ027361
https://www.ncbi.nlm.nih.gov/nuccore/MZ027360
https://www.ncbi.nlm.nih.gov/nuccore/MZ027356
https://www.ncbi.nlm.nih.gov/nuccore/MZ027353
https://www.ncbi.nlm.nih.gov/nuccore/MW866508
https://www.ncbi.nlm.nih.gov/nuccore/MW866498
https://www.ncbi.nlm.nih.gov/nuccore/CP060157
https://www.ncbi.nlm.nih.gov/nuccore/CP070057
https://www.ncbi.nlm.nih.gov/nuccore/CP069951
https://www.ncbi.nlm.nih.gov/nuccore/CP069954
https://www.ncbi.nlm.nih.gov/nuccore/MW595969
https://www.ncbi.nlm.nih.gov/nuccore/CP069473
https://www.ncbi.nlm.nih.gov/nuccore/CP053007
https://www.ncbi.nlm.nih.gov/nuccore/CP052975
https://www.ncbi.nlm.nih.gov/nuccore/CP052971
https://www.ncbi.nlm.nih.gov/nuccore/MW560209
https://www.ncbi.nlm.nih.gov/nuccore/CP060250
https://www.ncbi.nlm.nih.gov/nuccore/CP053005
https://www.ncbi.nlm.nih.gov/nuccore/CP053002
https://www.ncbi.nlm.nih.gov/nuccore/CP053000
https://www.ncbi.nlm.nih.gov/nuccore/CP052998
https://www.ncbi.nlm.nih.gov/nuccore/CP052997
https://www.ncbi.nlm.nih.gov/nuccore/CP052994
https://www.ncbi.nlm.nih.gov/nuccore/CP052991
https://www.ncbi.nlm.nih.gov/nuccore/CP052990
https://www.ncbi.nlm.nih.gov/nuccore/CP052984
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Staphylococcus capitis subsp. urealyticus ATCC49326 T (AB009937) BSL1*

Staphylococcus saccharolyticus ATCC14953 T (L37602) BSL1*
Staphylococcus caprae ATCC35538 T (AB009935) BSL1*
Staphylococcus capitis subsp. capitis JCM2420 T (AB626127) BSL1*
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Staphylococcus epidermidis ATCC14990 T (D83363) BSL1*
92

Staphylococcus schweitzeri FSA084 T (CCEL01000025)
99
Staphylococcus aureus subsp. aureus ATCC12600 T (D83357) BSL2

93 |51 |Staphylococcus aureus subsp. anaerobius ATCC35844 T (D83355) BSL2

Staphylococcus argenteus MSHR1132 T (FR821777)

Staphylococcus simiae CCM7213 T (AY727530) BSL1*

Staphylococcus warneri ATCC27836 T (L37603) BSL1*

Staphylococcus xylosus ATCC29971 T (D83374) BSL1*
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