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{ SUMMARY

The goal of the project is establishment and stable operation of marine microbial culture

Purpose & |collection. This includes 1) verification process of deposited resources, 2) certification of
Contents deposited resources, 3) preservation & distribution of resources, 4) improvement of long-term
preservation techniques, & 5) acquisition of new bio-resources.
O Establishment and operation of culture collection
- Format of required documents, a guide book, Required hardware and techniques for
preservation of marine microorganisms, DB system, man power, protocol for operation
etc. has been established
- Make up and revision of DB system & homepage for protection of personal information
and increasing accessibility
- Preliminary teaching material was prepared
O Acquisition/preservation/distribution/management of microbial resources
- Total 1,342 strains including 278 new taxa were newly isolated
- Total 3,433 strains including 492 new taxa were deposited
- All strains were preserved with 20% glycerol solution under -80C
Results - Approx. 1,670 strains were recovered and represerved and 1,550 strains were additionally
preserved with freeze-dried state
- Total 1,611 strains were distributed to various research bodies
O Research on marine microorganisms
- Have an afformative results on novel preservation methods via synchronous freezing and
DMSO as an additional preservant
- Genomes of 9 strains were sequenced for promoting utilization
- Reported 13 novel species including one novel genus
- Screening enzyme activities for approx. 1,000 strains
O Provide information on bioresources and cooperation
- Provide information of 10,311 strains to MBRIS system
- Transfer 6,000 strains to MABIK
Expected O The acquired marine microbes and management system will be supporting the
Contribution development of marine biotechnology research.
Keywords Marine microbes | Culture Collection Verification Preservation Distribution
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1497F F 9,124%F 0] Ryd Zoz FAG=, ol 22 71 5% FAH 7,914F0
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(Japan Collection of Microorganisms)¥ IFO (Institute for Fermentation, Culture Collection of
Microorganisms, @Al= NBRCZ F3 %), T2 CIP (Collection de I'Institut Pasteur),
"l 7)o 2] LMG (Collection of the Laboratorium voor Microbiologie en Microbiele Genetica), #
Alo}9] IMG (Collection of Genetically Modified Microorganisms of the Institute of Molecular
Genetics) 5 E 4 921 =94 KCTC (Korean Collection for Type Cultures)”} T 3
Holtk, ¥4 AT bacterionet sitedl= F 620719] culture collection®] =EFA=T
phytoplankton collectionE < E33st3 o o] F X oo HiHAY FF HAE
AA AAZI= o $8 7]#2 KORDI (Korea Ocean Research and Development
Institute) 2 5A F o] AT},

I BES AESZ st J|FoeZE Bk BMBC (Brazilian Marine  Bacteria
Collection, 2003 A7 AlZh), T=2] CMMC (China Marine Microbe Collection, 20041 ©]
Z Ad), MCCC (Marine Culture Collection of China, 20043 423)9} SCSIO (South China
Sea Institute of Oceanology), #E1Alo} E&ltiR2E £ X5l= KMM (Collection of Marine
Microorganisms, 1985 ZAd§), YES MBIC (Marine Biotechnology Institute Culture
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A571% AR A A FLE AA 20129 1€25 2 “FIuAEAY 7BEEFREY
(o1 F 71yol AAFHAT E 20131 FHFFaHR A AA = HFYEAL ST
SREVIBOE AAQH A o231 YUt

1

HFMPERL Vg REENER 75 A4

AT YA FoATY F YEE 2001.07~2005.12 Abolo] F3E "YU Y E ThYA
B g §AHRY o] &r|& A (F3H7]&R Y NRLIA), 2002.10~2005.03 Akolol] 3
"S5 HAE s 2 vEHAE R 9 gA"#A (21C FrontierAty F)
S FYIFAA U3 YA EAYS R o5 EATAHS FIT F JdeE
IS Ttk 20049 109 7B SN TSN EAIGY] FEoR " F-FIAY
AFAAATFE (O1F FAA AFD"HAE AFFHAeH HAA FY 3AER FHREH
PRl e ZHoA AAHRJ] AEAY BREAMEE AASAT olu] AEAY
Bo HAe «g|FZFIAYE"S E A= Marine & Extreme Bioresources Center® 2
FE FAEE MEBICE AHE37I2 3HTh olet @A BA3sta dd #5350l o

te 4 ol it o

oz Jo o

o & Ao
N ol

=

=X

].

¥

i
Rtor

0f

%
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3l MEBiC7} 23+e Jd@WlsE 2o 5YAS A3t =3 2006 8o =& &5
o|AE /A3 ATH (http//www.megrc.re.kr/mebic/). 2008 10€olE ERJAEUA=H S,
2009 10€0l= FEFHIAE MEFoEZA 7IBSFEEVRY 72AHA & 233
o 2011 12€ 7]%%51%7]‘& AAHE B8l 20129 1972 U EARYL 7EF
H%—ﬂ-ﬂ—oi AR =HAJTE 717 A o]Fo|= Marine & Extreme Bioresources CenterS
o] FEROFOE ALIVE o FSEE HFFHUAELY S AHEIIE
ATh %ﬁﬂolﬂt 7% AY z27de <FAA AT FA FHolAY eHT
(http://www.megrc.re.kr/mebic)Z A ZHE el IHHE ARG oY HAE FERNS 25
= 34 e A ¥Hx FHoIAZE = (http//www.mebicrekr/)ated Aol o231 Yot &
Holx #el H Frt AP Wsld mE Hod THEE AE HiAe FukRo)] HEE
A3t

RIS

9‘L

|

S e 28 ARSHAT (39 3. 2ot AFPEAL 7]
LYW 71Be] o) B3} mBolehs EHo] EHd & 9
AdH #gol FEAES F 4714 FelZ il shaoh

\/
oHOEL AHEL ©O BH  Marine &Extreme Bioresources Collection
= vt dE2Y

Marine & Extreme Bioresources Collection

_]7_

o

go2 J# £go WL B A4S AU A4

o BEA AYLe Bi 29 Fold aAey mAEAULS HOI:i ] ﬁgj
3= culture collectionEolA] AFE3= FAla Y& FHa 0 ==

skl AZstdon ddd 23 5 st e Furt DEH:Ijo_rI
B0z 4 YEZ QY (1Y 4. BA e ¥xAE An |=O

s %4 892 4 glon A% FAAE B RN cHFFl:'ﬁ

& e £ Ut TR ALY 5 9

o]

TR
TR EENEA
Mg BeResources Bonk NEIE
Har SN ER Y
VEB.€ £y F7|E qHlA ARF AE120 BR ALV G AIDFE0E
e
ﬂ?&ﬂﬂl’ﬂli%‘ﬂ HEE 031-400-6146 E#d0|A] . mebic, ve, b
HiHy 031-400-6232 Axew kkkwon@kiost ac kr
1, ESUEA 38
Z 5 = Z:| ]
E] B & D
2 = ﬂ.ﬂ?ﬂ(g)
RE| =
2 2 A R
= =
2. @3Mz} Fw-
El = [F__ A ]
Z ] [FO= ] EEEEN

3. ShEAIE(H QAN E Adats A= 7)Y Aldo] BE ZUAE HR)
A" = 2
(¢ 2 4 4)

M Clean Bench W autoclave B [ncubator

4. 27018 2B
balin £
2 0] &% 2"

5. 2 2NE aMRr”
HE | PRk | e EEREE [ =%

I8 4 SgrdE g SEEZE A4 At 28R 718 ARE Al EAR
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t

oA 7|AEAA AFE 2FAF (& TH5 A A 2010, ADEHJA AF
AE] 2010, CABRI 1999, INCERM et al. 2007, OECD 2007, WFCC 2010)& %13}04
HAE ZESEEE B AYES &IAAE AN AT (EE AR). A= F
2 4% ANE FEISIGoH FaE ] BAAHS AX A FF FU WELRE A
At 4AEE o] FolE AR viFde AHE TP

N
£ fo o2 oy ot

J

1

R

ol
E3
4
A
e
o

FHQl HHlE “FAA AFErelA FEHE wiFn ek HHIE 72
W AF7IE T FULE 20 AW E et 2t WATE TSt A
BE EYsAt. A7V T AYERE FHE F4317] st AlZo] 2D baecode
labelling 71%5S 7FA L o HFH flexible tubingd] TFHEHE FE& T segmented
sealingS B3t 1-6719 A&7F FEAE A= iSBS AHE Fusftt. A +3 A
S22 3Ry F9 A oy xe} 2

® L 71# 298 98 759 Fo ¥ F5 9 AL
Lﬂuﬂ = e =
A, §E, 4 A, §E, 4
S 3
T 4
oEmm

WA E BEZA
(iSBS System), ' &
+F #2 (Bar i

| o/
o

A WEL
(600 liter &),
#F HE T

ne cord system), 1Tl

Server
(Dell R510
(2CPU/Quad
Core)), DB

Webpage &9,

1o 2

_]9_

(BOD (2), &

o), F ), +F

ag, &% Hd, &,
A2 AR
% %
TAAZY =79 w7
(24 port for (12 position),
ampoule), ¥ HAzA g,
BE, 10 24 1o 2f
BRE
- AEEP)

(High spped (1),
Microfuge (1)),

(60 liter), B A
Zul B @
1o 25

=z A5
W, 4t B o e
EFE=A Bgap
(UV/VIS), (Safty 2 level),
A7 A, o3 &g, 20
1 2 B
QB Ax g M)A (40
AR KN liter), TFHE,
ot B 1o B
4 1gELY

SRS YZ
(600 liter), T3~
BE 20 24
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4. YE ZZEF Y

A W3l mpel o] B AQAE AMEE BHAEAAY FH Yt F7F Ad2
2 594 ﬂ-—Hﬂt‘UrXﬂ/l AFE2 BAsks mAEAL dAE A (T olE v
AEADE T8 Tol AgFenn =8 vEAde] FAHA X st AREE A
WA S S8 Ze-eH-1E B B AMHl=E FYSAT

fo

sdnAeAdel i, RE A% 2 #elo U@ A ZEEIe 19 59 2. Su
tSEs AA #nz PEHE F 4 BE 44 2 9ARE B9e A F FHu
FARRE AH BE L 55 oRE AHSHAL. FHAY T RE AFo] W A
NgA] SENEE BFHAD 1A % & A BAYL G SR A7)
g wAY Hrlse AL AR BE 55 A deldE AR s)we 4uE
A Ae71He] Wolshe] #FE AZAT A A7ke] A FEo A
HENY M% AR ApEstes AL AR oy 27 LRE MEAAL Aol
97 e A9 ASe BAe SRS 2 BAlelA ] Belvh o FolHok sl A%
Nozi @& el wERLel ool AT,

o
J

o

a8 5. YA VESFRRER 4 S5

5. 9% ¥Y

fu

NgEEnEs R Bol3 AN TH /19E A
3

A, 4% A5 AR 5 71EEdel

283 ¥4 HAAet MBRIS 1739 7o 283 E‘r%*f& gAS A8 201283 4

2], 20133 2244, 2014 424, 2015 22k 2 2016\ 2xHEI 2, & 143 O3S

Bl AMFNBALTHAARAI 2T 75 2 E VG5 EREVH &9 &5 F53A ¥
& 3ok =3 2012 “FARIEAY 1A, 20143 AT S|SB T &N V)
g 2 2016 “SNFAHAAY TA” 3ol FAste] AT HAA | 7R o, A

st A ol# 4T ol L AW FYNFYBAABI SR HFYEAY ol @
&

dF dE T VA=A ojdo] exHoE IPHJY LFAE FF dFL
o Aelsta.
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Alz2d 7ML A

A 2doM e AAE
< A 2z Az

1L Az 7L 4 8%

T B wE A3E 2 Qoksla 7@ g #AAY Ug
TN WES 7sstdh

T 713k 33| 7V = 242
7E T BT E A2
AT g soez g3
e B 100%
apd g | 201200.12- ai;é w | B4 DB/webpage EHI
U7 20121031 AYAE g2}
407 TR TE
5005 FERERJIS AT 100%
50F 2005 | YUY EAY FH FF
6005 Ad S5 639(58)F%
5005 A E £ A 5555
5052005 S|SB EAY FR 17352925
11005 ARSEAEALRELNST 90571
2012.11.01. 2005 +5F B % 1395
229 = - 6,50071 EFHE SECIETT) 6,37971
2013.08.31 130031 AEATAT (FFDH 78774
8533 FAAzY H7F U 8% 33
Z+ 14 FAAZ/YAND LR EY Zr 1A
13/13] A A 2/ Dl 18/-
2% SCIEw 3 43 2%
10745 FERHEOIZ ARIASL | 813F (;ﬂﬂ‘
A% 2033
A £1)
7082005~ AFAY SR S5 215%F3385(
A5t 71%)
2013.09.01 1274 ARGEAEALDEEAD | LISIATEX)
A= - 3005 FHTES FF 238
2014.06.30
7155 MA AN=el(dE 5 HoA) B9
1274 ARAFAF L151(A#X)
71 &t TA&As 2=YWA A HAAE
13 AEAAAF w2 A
g 3d SCI(E)& Zx A4 34
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2 713k = EX R e g x|
7705 FERREZS, ARIAS 6625
7052005 A SR 7 1222015
970 AERTEAEALEEY 86371
3005 FEFEE I 771356F
5005 AAY, ARE FF 500F
2_021041'270'213' 10% BEUY E‘r‘?ﬂﬁ} Hl & 10.1%
0‘ : 3% FAA = 3% 44
A B PSS 3 S A *9%5
970 HARAFHSF 86371
3 AR, dwd AHRAE & 2452
5000 AE olFH FFF F=H| g8
3H SCIE)w T4 3 3| =3
400F TEREAS, ARIIAS 4685
50%1505 A R 53 10051455
550 HESEAEALREA 6455
300F FRFEE 7 47 5565
500% A, ARE S 551F
2015.05.01. 15% BEWY gus) v& 15.1%
-2016.02.2 3% FAA = 3%
’ FARS NzE R 5 29z
550 ARAZTAF 645F
2 A, drd ARE F | AFEeeR2
5000 o] & AE o# % ol HLR
4% SCIE)7 x4 A 3AEZ
400F FEREAZTASF 4035
50F1505 A g8 53 179%
550 ARGEZAEALAREA 582F
3005 FoTFEE Y 3125
5005 AAY, ARE FF 562F
2016.03.01. 20% BETY OgWs vE 1,550%F
2017.02.2 3% A= AP
8 A=A Al 2=8l 7 H o F- 3
550 ABRATAT 5827
2 E2AGAAA A4 2+
2 a7 wF -
2 Z1AF 24 1
44 SCI(E)w T4 2
— 24 —



2. Al ¢ 3 Y. 23 Y

7t g AERgR HAEARY e s vAES BElE W AESE ZoBell 2216 FHUAE 0] 8319

‘41 AZF N E Gk, Al T3 192 3 ol JoF .2 1=, 3l 0O, BEE NIRRT Aws G20 GuE wase Anies Se 9w @

ol A= 3] A}, &3 OF X 3l <=, PR3 300._1%(“_%}_ e 3 422 By = o o= o %

=) AHLe S Y NS Hn —5—(/:&1;]_ 219 6). °“:rL717} 2 Nz BuAYe A FE AT 71]‘ &4 BEE AFE A7) RES :aﬂ Y E BEAEZH 420 %

o] EASE 18 73 2o glycerol (simga)E Z 80Cd 52 BRAFYGL. A8 ZFH ugt g2 o) ALy
Sl s ' Qed FRol e Aot T urh

o]
15
©

J rlo qFU

X 2. ZoBell 2216e WA =4 (pH 8.0)

Ingredients Amounts
Peptone (Difco) 5 g
Yest extracts (Difco) 1 g
FePO,4 (Simga) 001 g
Aged Seawater 750  ml
Distilled water 250 ml

(1) 3 A=A

a9 6. s

Abolt Alsfol A AF{E WEAZRES HITABE BEe o AA wet AA A
ot AFHT WEASE homogenizerS A3t £4¥ ¥ soup 100ulE ZoBell 2216e, 1/10
2 349 diluted ZoBell 2216e, B4 © 2 Skim milk (Difco), TBN (tributlynin, Sigma) 5 ©|
Z+zb 1 %7t E3E Zobell 2216¢ WA o] HEe 1 £2F thg 25T ol A vl S colonyS
#Fsta =5 FEstaAh

@ dF HHE A=

gk 2 Ak AE %W [2em FE HIAE AR, 53 A HIAE FolA 1ge
3l 50ml conical tube®] &1 & o3} Hg | Smis Fo] 5EI EAHAAG 1£3
ANA EFH £35S BETd F £F 100ulE ZoBell 2216e, diluted ZoBell 2216e, T4
© =2 Skim milk (Difco), TBN (tributlynin, Sigma) &°] 2tz 1 %7} EEE Zobell 2216e
Aol =@ste] 25T A WiF3HH colonyE &3t & EElatATh

r;'ﬂdzo&j&

@) MF As

¥ Micrnesls AFHE M AR 100 mS FHSHL, T F 10 mlS 3R] (pore size 0.2um nylon

a7 Sl e A membrane)E A4l AT 1 F mgEo] W 2zte] ARAE FAMA &
e e #Ee F 25CAHA MFsn] colonyS BEST 255 AT

-25- - 26 -



4 43 NEERE e 29

Axe HAE 2 AHFE A3
10% NaCl2 7}t g%
5C 9o 50CS F7lste] wj
H Zobell 2216e iAo =2ate] 2

A
ol

te] EHEE (2ol 71&d vkel o] A Elsts ujA o

TEOIFAT AEH Lo R SEtE FHIAES 2
Atk GAFY A$ol 1mle FAFE 10% NaCle] F7}
5C T 50ColA vt

n-' Oﬁ

—°.L o

(5) Enzyme A4H4 v E 2

9 HAgol wel FnlE AEE EHo| wel Lipase A #FE 1% trybutrin®] E3HEH
ZoBell 2216e gHdujA|ol HF3}ed clear zones 2213}lIL Protease *g"‘li"?ﬁ—‘i 1% Skim
milk7} E3H ZoBell 2216e T Aol HF8t clear zones &A<lste ¢+ ¢FE AL
FTh Amylase®] Aol Mg F IR FE 22E §How dAEe FEY FH
of @MEA FE FEo] EAEHE AaxFAPo]l EAEIE AR AdEAT (2F 8).
Cellulase®] 7% cellulose A<} §H7A| /\H_ FEEE ANt AFHA7E EEE A
FZ3 e FF B E AEsgoerH okl S 0.1%2 CMC-cellulose”} E3HH
/vl A (marine solid media)oll =3} HH FATH wiFo]l By o2 AW A el 10ml
Y= 29 (congo-red solution, Img/mlE 78t 1583 AF&oA W-EAIAH B43}
A (staining) Al 713l FA-F= AAE AAAZAT THA NaCl (IM) £ 10mlE 37}t
1582 2o A] gAy (destaining) & F33te] F&Fo] Fa-HE=E &AL AAA I

ot o K m{o
Y
01, -{OI'

£ o K

kg
3 3k (halo zone) A AREE AT O2ZHN cellulase TS 43It (ILH 8; Sazci
et al., 1936).

Lipase Protease Amylase

a9 8. 1&A fUE 2ol 5 75
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o 29 I ESY EAFA

(1) 16S rRNA #37 T=

EFEgd FFELS 16S IRNA F32 FE& 93 F3A e 49 FEYRRE o]
ANE o) g3t HAE 50 pl TE &FE&dol| H4sH Tl 16S rRNA FAA SZ& 3|
direct colony PCRE 33} t}. Direct colony PCR®] ¢F & Aol 48 kit £3HH
o] A= lysis buffers ©]&3te] MZE TG thso PCR AA S F3ATH PCRol= Al
8 W& primerEA] Primer 27F (5-AGA GTT TGA TCM TGG CTC AG-3") 9 1518R
(5'-AAG GAG GTG ATC CAN CCR CA-3)& AF&3F%Th PCR 32 2.5 mM MgCl2, 0.2
mM dNTPs, Primers 0.2. #M, Taq DNA polymerase (TaKaRa) 2.5 Unit, ¥F-& 3] 20 pl &
Foz ;A FZ7] =d 2400 (PE Applied Biosystems)S ©]&3le] 94Col A 5E3 Hk&
B 04ColA 18, 55ColA 18, 72ColA 284 353 HkE wm-SAz7 F 72Co|A 783t
H ¥SAIZTH PCR AHES B4317] 93] 0.8% ol/t== Aol PCR W3 5 W& #7|Y
% (TAE 9% 89, 7.5V/cm) A B EtBr (0.5 ug/mholl 1 Azt GAata 30837F &A1 A
Z1 % UV llluminator2 ##3}e] 16S rRNA FAA g3t oF 1.5 kb =7]19] DNA A

< FAAT. AF7L F FAol ¥L EtBrg s DNA g4o] Dyne BioollA &
F3tE=  RoadingStars A& AVYE A#E #<91E & PCR Preps DNA
Purification System (Bioneer)S ©] &3l FZH DNAE AHA| AT

(2) 16S rRNA #32 |7/14E 2A

16S rRNA frAxte] A @714 E& ZA7] el AHEE primere= & 30 YeER AT
G7NIME B4R o] HFIHA & WY WgoR F o 2 HES A ¢E F
A Holl wet AF717F Fakolls AAE primer 5 27F9F 1522R THE AF&3I T 9714 <L
< Z7A3st7] 91814 DNA sequencing kit (PE Applied Biosystems)S A ZAFe] W wz}
AHBBtA o whgo] B T 95% olTE 64 ulot B 4 26 w7F S°1%E 15 ml micro
tubedl] WHSA-S L& F 15000 x gollA 1087 AAEE & F5HE AA AT 47]
o 70% oNEE 500 S B F FYUI oA AR T AF5He AAT TS
Micro-Cenvec (N-biotech)E ©]&3}9] ZZ¥ DNAE HAEAZ Y. thA] Hi-Di Formamide 10
©ell DNAS & =9l thgol 95CelA 587F F83Y Denaturation A7 A5 B71AE
A7 A=A (ABI 3100; Applied Biosystems Instrument)E AR8-3}e] 16S rRNA FZzke] H7]
AEdE  AASHRT. 168 RNA AR HrIAde]l AAE HFFELS  NCBI
(http;//www.ncbi.nlm. nih.gov/BLAST/)2] blast algorithm (Altschul et al., 1990)E %3l GenBank
DB EE EzBiocloud (Kim et al., 2011)2] X E9 16S rRNA FHA @7 EEH H]
w3t FAE (Similarity)7} 7MY =& T2 7]%9_§ 43R
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3£ 3. Sequences of primers used in this study

¥ 4. F8 16S rRNA F3A B4 =279

Purpose

Program Package

Web Source

Primer Specificity Sequence ( 5'-3%) Site Reference
27F  Bacteria 5'-AGA GTIT TGA TCM TGG CTC AG-3' 827  Giovannoi, 1991
357F  Bacteria 5'-GAC TCC TAC GGG AGG CWG CAG-3' 337-357 Amam ef al. 1990

Stahl et al., 1989

802F Bacteria 5'-GGA TTA GAT ACC CTG GTA-3' 785.802 Lee et al. 1993

Woese, 1987

1241F  Bacteria 5'-ACA CAC GTG MTA CAA TGG-3' 1225-1241 Kato et al, 1997
518R  Universal 5'-GTA TTA CCG CGG CTG CTG G-3' 534-518  Kato et al., 1997
1055R  Bacteria 5'-CAC GAG CTG ACG ACA GCC AGT-3' 1074-1055 Lee et al, 1993

Woese, 1987
. ‘ Lee ef al., 1993
1088R  Bacteria 5-GCT CGT TGC GGG ACT TAA CC-3' 11711088 |5 & )

1522R  Bacteria 5'-AAG GAG GTG ATC CAN CCR CA-3'  1541-1522 Giovannoi, 1991

Sequence editing

PHYDIT
BioEdit
GeneDoc

Vector NTI (] X ZA)

http://plaza.snu.ac.kr/~jchun/phydit
http://www.mbio.ncsu.deu/BioEdit/bioedit.html
http://www.nrbsc.org/gfx/genedoc/index.html
dg T

F; Forward, R; Reverse

Site is as Ecoli numbering
M=CA,W=AT,R=AG, N=ACGT

3) AsEgH &
16S rRNA
7H e Aol

st AEo] ¢
u dort @8 RE

T3 A,

Fa%e @rlMDel AR 7F

S|
&

il

KR
L=

=2
=
o+
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d71ME AE Z=2I3 clustal W
(Thompson et al., 1997)& ©]&3t AT ¥, PHYDIT (Chun, 1995) Z2Z IS ©] 83}
& FadFFo} pairwise alignment WHOZE RNAS 237xE Zi1sty
H o5 A vart B 99 (FAHEA X 3 A Do)
Foll EA5HA] = 949 F)ol A= maskingAFASEZH
o AMEEHZA X EF Y. ASEE 8]7] 93l Evolutionary distance matrices™
and Cantor (1969) methodE AM-&-3} 2™ Tree algorithm-2 Neighbor-Joining (Saitou and Nei,
1987) WS o] 83t 2182 AlE=E Bootstrap analysis (Felsenstein, 1985) resampling-2
10008 F3 3t Z42+e] clade AAESt AZTEE ettt HHEE ALEH Fa 16S
RNA 74} sequence ¥4 ZZIWEL F 49 2o} Phylogenyd ZZIAEL UlFE

package FEIZ Hojglow AHH Wl 4, ATE AHe &AHezE 3T

Eivg!

A=}
w4

Juke

ﬂ

ClustalX http://bips.u-strasbg. fr/ft/Documentation/ClustalX/
Sequence alignment
PHYDIT http://plaza.snu.ac.kr/~jchun/phydit
Model test Modeltest http://darwin.uvigo.es/software/modeltest.html
PHYLIP http://evolution.gs.washington.edu/phylip.html
MEGA http//www.megasoftware.net/
Phylogenetic .
. PAUP http..paup.csit.fsu.edu/
Analysis
McClade http://www.sinauer.com
MrBayes http://mrbayes.csit.fsu.edu/
GelComparll http://www.applied-maths.com
Fingerprint analysis
NTSys http://www.exetersoftware.com
Tree drawing TreeView http://taxonomy.zoology.gla.ac.uk
2. I B ERE
guE AUe Ao fAE] JAAE AT PO BESE Zo] WrHolnh
AFrBEAY BYAE TF EEY fIFPAEAL] EHE 2H8H 20% glycerol &
4 5 A FEA S o] &5t 80 T WFEESFAY, & 8&AT A AA Ao B
ZAAL Fe AR 5o FFAES o g3l BAAZde] BEIE WW So| TR
BREYH F T oo AP s ddsty 4 B2 e RE ¥ XE58
olof @t} HuE AUL g WEE (1Y 9) T @ 74 0¥ PPoR nEss 9
del AgHoR HEPy Ak FAsa Yok 22 PHe et oo
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T T —

" 9. HEAR] HFrEEREN

(1) 521z

FAAZYE 4FAE HiE FAE WSHEHE AN O 28 BEIE Yol
BEAZE T2 12% skim milk7} AHEE™ BZE, AZ o E°17}\_ &, WA, dFrF
A 5& FHE 110CAAM 1587 B gtk 258 9A shE o]f+= skim milke] &

WA 5] 919 Aoty $AAR & FFE A T aA|YolA mldEte g
o oHjko]l ghEE # TAE skim milk &4 EFAH EFH 300uLE 1.5mL FE
Al voltexingdt] 2 A& T $YS Z31 AF W & 7AW & JFE YHE £
300uLE FUs ‘3}/‘] o7 gtolEth PZo FHEg FAAY YR ol Ty
ZA L YFaoA 242t 01’5 AN, FAARIANA T o) Axdte FES A

AANZG R0l AAH PFL BFE FHo Az 3 o 4 FHoA EXE o
3t BEaT. BEA FAAGoR EXo AFP Aae) sfae $E 2-Ia 2] E
AZ PFE Ak B9 dxE o, F o) uF d AGES AA @ﬂ% Ekils Ztlzﬂ
o8 45 7kt Aotk (2d 10). FAAZHS
o2 QAFIA 2 BREADE AE F Y3 IF BAS

Ette Holth. I3y A= uWOI %i” oA g s Hgo] <k Hy FIW AEAAY
AEEo Y ¥ AvE I

_3]_

24| 210] & Owernight
Deepfreezer =» SsdU= =»

a9 10, FAd=H; &8 8T BEEY

) JF5EEY

TAREHLE SHRIAE o83t WEel mE AZ &3S HASIEA BESE F
oty FAHAX HIAZE ARAEZAZ Glycerol, DMSO, PEG & A&3d T7F
Sucrose, Lactose, Trehalose 55 A&%ch tiEH Y5 HEHPS Eéiiﬁli glycerol%
o] &3l AHolth YHFHOZ 10-40%2] glycerol &HES o] &3} celle RE3=H, 53
YA ES] A DMSOE Zo] AHET A5 AE&o] Fopzth

FAREARRLS T 2e AL et U4 FFE ST F 5l 2 w38
BIAE 718 cryovialoly A tubeo] EFIT) mixjgtoz HH WE F 80T %
AL WEad BE Ik (2 11). o] HS BE 9 AN FHo] 41 Fr1HoR BE
o] 7hssitt. a3y AVREA duFdom AELC] AAL 1t AL WEILE
Pa7 3y AR 2 Au 1o Qe BRE FHE AME 9go] Yot Heloh

HUu:E
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aY 11 dEREYE fe

3) AAAL BEY

A% ARAA nEPHost ANAid F5 WEshe nEsk: PHolth oW Ag
ed FAREAG 2 FFe WEREPeIA ol AT 2k Aol: -196T 9] o
Adsol BESE Zolth AAALE o & A VAT HEo] Jhsatn wYBR
W oolleh £48 5 We Mo 4R gl s sk 2y A&HoE A
& FFa Folok Bz 9%o) thgFel FIFFANE 2Folok 7ol FAM Gl Hrhe
A3 e gael Aanzow A4 @4l ke Aol

ok AF U E 53

(1) 16S rRNA 37} sequencing 2 BF38H2 912 24

A1F TR FF2] Genomic DNAE Wizard Genomic DNA Purification Kit (Promega, Madison,
WDE o]&3te] ®3tATh 16S rRNA F% 2= 16S rRNA primer, 27F (5-AGA GTT TGA
TCM TGG CTC AG-3'; Escherichia coli nucleotide 8-27) ¢} 1518R (5-AAG GAG GTG ATC
CAN CCR CA-3'; Escherichia coli nucleotide 1541-1522) (Giovannoni, 1991) A}-&3}a] PCR
o 2]3)] genomic DNAZHE FZ3 ) PCRS 3 W&EFALS 50 mM Tris-HCI (pH
9.0), 0.1% TritonX-100, 1.5 mM MgCI2, 0.2 mM dNTPs, 0.2 pM primers, 2.5 U Taq DNA
polymerase (Promega Co., Madison, WI), 2.5-250 ng template’} 38 50 2] 1x PCR &%
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SH& FYEYA T DNA SF2 model 2400 thermal cycler (PE, Applied Biosystem)E ©]&
st} Fastg o Wbz the# 2tk 94 ColA 583F %7] denaturation ®HS &
denaturation (94 C, 1), annealing (60 C, 1i%), extention (72 C, 2%)9] ZH o= 353] i
B RESAIZL & 72 CollA 783 ¥ WA AT PCR AHE2 A7) 95 (0.8% agarose)oll <
3 DNAZF FZEHASS FUstAT. PCR 4AHES EEJ]E (Wizard PCR Preps DNA
Purification System, Promega)E AF&3to] #8]¢ & pGEM-T Easy Vector (Promega, Madison,
WDl ligation ¥ E. coli JIM109°] @& A FHTE 16S rRNA A= AE5F7IAEEA
(ABI Prism 3100 DNA Sequencer, Perkin Elmer)E o] &3] g7]AgdS AAsA. 16S
RNA F32 G714 g2 £4& Ribosomal Database Project (RDP; Midak et al., 1994)2]
SIMILARITY-RANKS} National Center Biotechnology Information (NCBI)2|] Basic Local
Alignment Search Tool (BLAST; Altschul et al., 1990)& ©]&3}o] 334 th. Phylogenetic
Interference Package (PHYLIP) version 3.57c (Felsenstein, 1993)= A& HolE & 4317 ¢
3l AH&E21o1 DNADIST Z212 AMIAFAAES ZAs7] 918te], FITCH 2132
ATEE AA33H7] s AHEH AT

=

@ w5l 4 dF=
oh #A4 &=

w7 AR dadt HHeE 20 S35 fdtd A4 #FE ZoBell WA 1% (v/v)
%3 % Temperature gradient incubator (TVSI26MA, Advantec)oll Al A 4ColA Ha 5
0CAtelY] e=xo = wWgstaA FFE=E A

(h #34 pH

71 A2 ZoBell AAWIAE ©]&3le pH 4, 5, 5.5, 6, 6.5, 7, 7.5, 8, 8.5, 9, 9.5, 10 9] =
AoA 83t vlA e pHE biological buffer (Sigma)® A3t pH 5.5, 62 20mM
MES $£Z&A1%F, pH 6.5, 72 20mM PIPE $+FAlek, pH 7.5, 82 20 mM HEPES ¢354,
pH 85, 9, 9.5 20 mM AMPSO HEAl¢ko g zhzt 24319 om, pH 4 55 HCIZ, pH
102 NaOHZ 243ttt Audd FFS 1% (v ZFde] 2 739 H& XA H)
&3 FFE=E =3

#59 d 874 RAE S8 sAAFE TFIA RS ZoBell 2216e HIAE 7| B2
1,15, 2, 25,3,35,4,5,6,7,9, 12, 15, 17% (wi)7} =

=9 5
55 dEE 24T T ANGE BRE 1% vwASH 2 23] A4 exolA e
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3 FHEE SAIATE NaClte® AAsA X 3he A-9ode MgCl, CaCl2 =
KCIE x40 %50 gxoz i E3sd A7std 44 4585 FAsA
= 3]
- AR

_]
o
AR E Sl Aol sea salts ALE3te] s 2H o F

(2) A - B3ty B4

AzFee] 2L AAENAEE o] 83HATE 2% glutaraldhydeoll 4413 o] A Azl
M¥< 1X phosphate buffer (pH 7.2)5 ©|83t A A3 4% glutaraldehyde= 2A17HE <t
FTugstrt. A& & ethanol seriesE ©]&3 ©FAIZl & FEAAX YT °o]F ion
sputters ©]83}c] gold coatings ¥ ¥ Field Emission Scanning Electron Microsope
(FE-SEM; 6700F,JSM)E o] &3lo] #zagdch

9] Gliding motility= 1%9] agarg X3A1Z] semisolid H]A| (Bacto Pepton 1.25g, Bacto
Yeast extract 0.25g, FePO4 2.5mg/ ¢ 3|5 5FF=3:1)° HZE3st 10CANA 16A1ZF viF F,
Hu|g & o] &dte] BFIIT. AathAtel BAE oxidaseE  Oxidase Reagent kit
(bioMérieux)Z ©]-&3}e] colony Ao W3z 43}5)14 5484 9 74 ey
API 20NE, API 20E kit (BioMérieux)E ©]-83}53 2 F3lE2] 0]84-2 MicroLog GN2
plate (Biolog)E ©]-83Fe 95712 9] 7]& ol tisto Z*}S}S’i‘:} @FE°] API 9 BiologAtell
Al AFEE mediumoll Al AA38HA] Rt 7F FEA SR 2% sea salts: AR oW T
E Z21& AzAY A wet sk

(3) 338 EF/EA
M| A4 (Fatty Acid Methyl Esters; FAMEs) %418 Miller (1985)9] ®Wilol 7] %38lo 4=3)
AT} Fatty acidE #2], BAg ¥ fused silica capillary colum (SPB-1, 30 cmx0.25 mm i.d,
supelco)o] AZE GC-FID (HP-GC 5890 series I[)E &A%Yt GCFID &5 ZHL&
injectore} detector’} 250TC, oven 200CE 30&3 T84 3t¥Th Zb peaks standard
calibration 8% (sigma)¥} equivalent chain length (ECL) %k (Stransky et al., 1992)< ©] &3}
TA43FATE DNA G+C 32 Stackebrandt 5 (1993), Shin 5 (1996)2] Wl wel HPLC
(Waters, Symmetry C18, 12% Methanol, 25 C at 254nm)E #2413} Th Quinone #41-& 2|3
AFAHEE ZoBell 2216e HiAolA] 48A17HEF WISt F harvest 3 TH  Quinone
Yamada, (1998)9] Wl mg} FE3H o FE2H AISE benzens HA/NEWE o] 8314
preparative TLC (Silica gel F254; Merck)E F33tA T =4 bandE FHoJW o] acetone o Z
F&39Y. FEF  AZEE  acetone/acetonitrile  (4:1, viv)S HNEWE o] &3l
reverse-phased thin layer partition chromatography (Merck HPTLC RP-18F254)E& <33} 3Tt
ubiquinone standard= sigma AFEFE] Fujdte] ARSI o WAoE 50% FAEAS o]
|3t
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3. 4% A7Ue 2 a7AR 8%

7L 1Ad=

) 1A= A7 A3 aof

24=
AT W& AT A3
(%)
ASAA += AR A, FAAMF T 100%
i . | - WebpageDB o|¢, 4 2 Heh
RZEAA/DB T _ . 100%
IDB T= | Dol % 634709) slemlg 72 ’
o mAYE A S 20295 F o7l A He] At HHENA F 21059 &% v 100%
g5 AEAY B 9 BE 0
_ __E_;Ez—] I - @Pr bt 89 . toper, .59
AT Rt TP 10
IRNA 47 1) o ” SUTEE ] 100%
HE71ME B4
- AE A FFA0F (89%) TR
SREIW 3= %
2]—7 1%7 /\7 %) RUM | RETEE— S i 1_ o
871 &7 - alcohol, DSMO && W 24 100%
- 63] AAIBNSFEFWOF) HA 2716.46.5)
- 2012 FES|Y|E HA B7K6.7-6.9)
- - BOotAlo} FAF] ] FT} (7.9-7.11)
7187 = °© o
1873 S5 S gn wEg AR 100%
S 718718 BRI E O
F 457 71 T

@ 1A% A7AD Favg

b MF HE AL FR

2012 % 67 AP RRE A HAE ASE AFHen ImdF L FHujR o) nviE
HE3e S HedozHn JArAYES B3t Z4aT 5 H Ad Iy 315,

At U}JJ Ath 26F, BUAW 355, 59 12F, A 93
32F 5 F 210579 AFHAEAYLS AFE FRIYYG FH
£A 20%) PE3te] F3F 80T BEZHAT

P JE= A

&l
3| Fu] A EE-2 Glycerol

HU)
N
L
©
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(1} 16S rRNA 32 d71A4

12
e
i
3
)
rio
-
)
ya
o,
o\

16S rRNA #F37 % F A5 DNA F7IAEAAE ol &3t F7IAE &4 A8

El 7% 52 B HAE 53 FrE dIuEALo] AREH
o EAE 16S rRNA 824 9714 EE GenBank’Ho] G714 d3 nlm 434t 4 =

= 2
BS AAEEY. 1xdxes 3 Z#o2RE F 509F2 & S|
(E 6). o] & AUFREREE «(F) I

SA A3} a-Proteobacteria 29 (13.8%), y-Proteobacteria 43 (20.5%), Firmicutes 106 (50.5%), s e E FEE VESER
Bacteroidetes 21 (10%), Actinobacteria 11 (53%)FZ FZFATH (& 5, 19 12, & E1) E71® A F5C wE BRE Fold FFELS ol gt AL ulo|oedTHd
aFA AFLE FHHE dFEE 40F (8.9%) FHIAT. (GIMB)3# e F#87]E (KIOST)2.2HEHE AHA falﬂ A EAL S FENIST
FELE FFE2 T AR Y =ste] &4 RS AT the 16S RNA F3
2 A7NAEE EAEY Fo] AEAEE HUEAT (F 6, —r% ®2). olte] #AHe] gw
X 5 g9 g T3 AEALY BeAYgE EA5H Ay QoF H #FEL glycerol ¢FHI A 80T AL WFidd BESHT
Phylogenetic group
% 6. 1A% FEYTFY 7|HE ERT A%
Site Proteobacteria o . . . Sum
p— . Firmicutes | Actinobacteria Bacteroidetes e Phylogenetic group
71€71 3 Proteobacteri Sum
2/ ] 9 1 17 1 3 31 rofecbacteria Firmicutes | Actinobacteria | Bacteroidetes
Gamma- | Alpha- Epsilon
s - 3 20 3 - 26
sl 70 17 - 89 20 3 199
g 9 10 10 2 4 35
GIMB 47 3 - 5 - 5 60
FBAE 23 14 20 5 12 74
KIOST 93 28 2 73 24 30 250
5% - - 12 - - 12
Sum 210 48 2 167 44 38 509
5= 2 1 27 - 2 32
Sum 43 29 106 11 21 210
(BH A71RE7|ESNT
71E BIARE FAHSE HEDY ASE 39 HE 9 AZFHA 4 A2 Uy
A A 4 protocol Z3AT ERTHE 54 AolE st AFHEF AUste 45 H)
T Pmunaniie &, ANPE BES FH P FFRE AASAT. alcohol, DSMO &§ WHE o] &34 |,
3, /€Y, 1d ¥ AEE ZSASAY. ST FE2EE 7+ BEFT (Actinobacteria, Frmicutes,
2 12, 20129 % S A]E H Bacteroidetes, a- & y-Proteobacteria)/8Z 152 XA AT HEV|E AL AF A4 2 1
3| 5l & ok
) AEAA 2T g v F2 23 2l ¥ EtOHS H7Iste] 20Co| RE3 y-Proteobacteria®t 2L A LS HY
Toos e = AE Ao BERT E3 o stolstdh
("h BE AADB T3
e 599 F9olAE 7% (www.mebicrekr)dt 7]1E2] www.megrerekr®] &3 o132 &9 vl
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mn 4r

219 AR E DB gyl E

Fusobacteria 1 strains (0.
Avchaea 2 strain swmm

a9 13, ST EAL LY A FH oA

®H N8R TREF

Homepage &A1 < ¢t e-mail, 2 &

wmcon mEM e GwR o we 2 swans (095%)

Eukaryota 1 strains (0.01%)
inococous Thams { s (001%)
1%)

E 5& 53 NEA=
AL AR g7 E TR FWES 4H3-A F 45 ZHe SEskE

29 webpage% DBY &-& lﬁ%g ol, #AsAT (2™ 13). =T 4

1 EPsionprotecbacteria
5 strains (0.08%)

\|  Bscteidetes
I /

N

Gammaproteobacteria

29 14, fHA Ado] 49

BREE A

= TRy

Aol FEYE xS FRE2E YA (T 15).

SIS ERRY
634770 AFTYE HRE TEHAAT (29 14)

Y=

ook
&k
o

o i
reore
N

Y. 23
) 2249 = A7 23 goF
g4 =
o S AT 2
(%)
A9 e AZ |- AGNAEAY B3R ATA (]HERY F 55559 YU HER ”
o A 5Y 9L BE 4B 00%
- Webpage 711
s Zo] ok AERL =
g =7 Z 728479 SdmEAY AR 5 039,
- 1399 nAEARY Bk
- TR A2H A
.Hook | AE 2; LR 2 % o7 A HAE @ FPNEZRE (|73E 20F .
o o e MAEAY Be) D BE A
A7t - 229 25079 ASATIBEL drchaea 3 (12%), Actinobacteria 20 (8%),
; A ER2 o] Bacteroidetes 36 (14.4%), Firmicutes 66 (26.4%), Fusobacteria 2 (0.8%), 100%
BalEA a-Proteobacteria 12 (4.8%), y-Proteobacteria 111 (44.4%)2] Bl-&-& 1]
TASe

- AZE A AN Y E FF27E SR

A7\ BE7 e

- ERTd 3 A4
alcohol, DSMO &4 W9 AH
67M8a A3 &2l 80T, 20% glycerol ZA M BES | 100%

=y =
(sARER o] &9t Methanol® DMSOS A% 1% H7FA AEEo]
7H =A JEelbd
-2 =EEE 84S
=EEE - AE AT 15 g =

I =& %8 & 100%
- AF AT 3% dE 2E2FF uAdy 1y F

63 AJAIS] FEZ(WOF)
19 1520129 %

2012 FESF7IEH
AP AE VS BEVD TR %

2012 FolAlo} HA 39

_39_

Q) 23 E A72% Faug
b AF HAE AL R
A7)

ks
A2

) 1279 EXE BYT (F 7).
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% 87 Ao Aot HAE, HF 5 -
2 sustglth AGEZ 1A AL 45F, G O1F, B 1447, A9 (d

A22RE 4779 FAE 379 1



® 7. 809 A 39 nYEAU) RS 54 aotgu

g
_>,i
e
4
)
e
o
o\

221 5ol 47 7B ERE 55579 AYHANE AFE FEHSIAT (F 8, FF #2).

el gutol ek oA 1215, sG] edAA 1385, &3 1
s T < Aol date] Algtistae] Ad= o) #FF 1085
stk & w9 ERT EEE X 103 2T

Phylogenetic group
Site Proteobacteria Sum
Firmicutes | Actinobacteria | Bacteroidetes | Fusobacteria | Archaea
¥ a

A8l < 17 - 24 - 4 - - 45
<t 70 5 29 6 29 2 3 144

a2k 23 7 4 12 3 91

dEY |1 9 2 12
Sum 111 12 66 20 36 2 3 292

a1

(Wb 16S rRNA F32F @714E 24

AU AES 165 RNA §07 ZZ F A4E DNA Q/INARAS o] &8 BAEH 24
StATH 4% 16S rRNA geneS GenBank’do] A7IAMEx} vln EXMIAT EA54 2
I B 25059 QA AEL Archaea 3 (1.2%), Actinobacteria 20 (8%), Bacteroidetes 36
(14.4%), Firmicutes 66 (26.4%), Fusobacteria 2 (0.8%), a-Proteobacteria 12 (4.8%), ¥
-Proteobacteria 111 (44.4%)F°] ¥X & BAS (¥ 7, 18 16, F5 1) £ AFoz F
AEE G E Y 2775 FREAT (I 17).

%

® Archaea mActincbacteria = Bactercidetes  m Firmicutes

New species
27 strains (10.8%)

= Fusobacteria = a-Protechacteria ‘Ig-prDtBDb&(EErla
g 16. 20122039 % U A BAHE, ¥ | 27 17. AFOR = A GNE

A8 9 TR RelF S Ul 9
HyE e BRE A%

Phylogenetic group
7171 & Proteobacteria Sum
Firmicutes | Actinobacteria | Bacteroidetes
Gamma- Alpha- Beta-

Al 57 7 - 17 22 5 108
GIMB 9 40 3 58 6 5 121
KIOST 60 20 - 32 23 3 138
<3 28 55 - 39 35 31 188
Sum 100 106 3 119 64 41 555

() AFMNYEALD FoF
sug P ABAY B8 S Bde AN 24UE A% F 24 AlBel
13978 RIFsAT (5 £3),

("h BN BE7 SN

AE g FFAHARE Fx3lo BRI 75 AAHII T =7 (alcohol, DSMO &
/RE 2E) 92 AY FF HE viald AR BEZ|ZFEZ wA R o] 3] u)
2 AumFgozn AEES SAHIAT BE o/MEA FAAF 80T, 20% glycerol
ol 7bg AEEo] ¥} oW Methanol¥ DMS02 7% 1% H7MA AEL) 7M% &
e TH

)
I
il

1

=

7

2 N mo oA
¢

®h I E ALW I webpage /A 2 &Y

A2 Ade] #4E &% vAEAL HEE 483ty 2FTE F401& (O™ 18)S
gRlsta EoolA] WwY BFE B3t FRAAEALY 2 B, HEAREE &
@A (Z2F 19)



Aafel = AP A B #+F MEBIC06500-2 Paramoritella;:ol 438l= AFE #F2
TR FAAEERFES| A BusHAT (I 21).

Actinobacteria
516 strains(7.08%)

Archaea
5 strain(0.07%)
B-Froteobacteria " P
24 strains(0.33%) L

Bacteroidetes

FParamorntelta sedinwnis sp. nov., solated from
marine sediment, and emmded descriptions of the
genus Paramontelia Hosoya ef al, 2000 and
Baramoriteila alkakahila

ungi.
101 strain(1.39%)

I-Proteobacteria——» 48

Sl g

~— Rirmicutes

Fusobacteria
2 strain(0.02%)~_

T o-Proteobacteria

Deinococcus-Thermus & straindl0.07%)

1 strain(0.01%)
a-Proteobacteria
I8 18, AR A Ee] BaE &% a9 19. AHEE . TP EAL L ::':::-:T.“::.L'.:::L'f:.':,;;‘r:':',:':m“:.':',:"'.'.:;:
e
n Ao BREE FAH E50] 4] (www.mebic.re.kr) WPl e bt S v e st

EXIEED

u

38 21. A= u|AE Paramoritella sediminis ¥.3l =53} {439 &

At dEx AN EEH dFE T YH2072 Brumimicrobium<°| &3l A% +F o 33
. J=
2 FAHY FAuABEREFI A A Brumimicrobium mesophilum 2.2 B 1 SIHTH (Z1F 20).
(D) 3= A7 A3 a9
- oA =
International Journal of Systematic and Evolutionary Microbiology (2013); 68, 1105-1110 DOI 10.1099/1js0.042614-0 LH _g_ o ?_ é E]- =270 —
- (%)
N . . A9 w5, AE 3 |- V0 7190 G AEAY SR ATA 2R F s1379] ]
Brumimicrobium mesophilum sp. nov., isolated }o]; A% & MEo] e W wE o) T - 100%
from a tidal flat sediment, and emended vo ;}’]EZ}:-E“T“ L ‘-_E e e TI
descriptions of the genus Brumimicrobium and BRA2H www.mebicrekr) 2 LR FA R, AfAGRE
Brumimicrobium glaciale AEA2E B 9| ¢ A8 § 7% B v AN F 100%
()
Sung-Hyun Yang, Hyun-Seok Seo, Hyun-Myung Oh, Sang-Jin Kim, AA - MBRIS system@t9] AAIE 93] 73 816279 s|dryE AA AR
Jung-Hyun Lee and Kae Kyoung Kwon 2 gdqg 71389 (—Zr)Cubes°ﬂ AF
e i ety e Db, Ko ot Coan S 8 Tty AP TR | A S 0 A 9 SR A 5 AR |,
el S oA T
Buminicrobium mesopkilum sp. nov. S YR 168 | - BA5A A3 . aProteobacteria 43 (12.7%), y-Proteobacteria 110
i o (32.5%), Firmicutes 140 (41.4%), Bacteroidetes 27 (1.9%), Actinobacteria 17
UST20020801 (AB125062) Fig. 1. Rooted maximum-ikelihood trae show- RNA F44 4 . 66 1o 100%
——Coomapha rar LUG 21438 (4F170730) na_phisgoncic _raionshos reen AHE B4 (5'0%)1 Deinococcus-TI hermujv 1 (0.3%)9] Hl&-& B3]
W?;?:flﬁjn’ffm:f,’.ﬁ;.;ﬂff 1“:3?»)\9517714) C’P"‘O’P”T“‘;;; based on 165 ’RNA):: - }1\_]% ‘712;%‘ i"‘zr‘ 35% (103%) 33:1]'51—
o _,ﬂmmi'i“é':i”mﬁi',‘;?éﬁféiféé“.i:ii‘l?“ pairs). Boolstap valuss groater than 50% - Proeobacteria 4, Bacteroidetes 2%, Actinobacteria 1%, Firmicutes 1
h — Lishizhenia banjinensis H6" (EU183317) : from 100 or 1000 replicated analyses are )\,] =
Brumimicrobium glaciale ACAM 845" (AF521195) indicated at nodes (upper left, neighbour- vo
it | 6 joining; lower leh, maimum-ikelihood: right ) el o] =T =% ~ K
P Lo St A % Ay | W gyl Methanol 5 DMSOS] = 21 & 53] 20 C 80 € |0,
per ucioo posi /== v o £ exe HEF T HELLE 80T, 20% glycerol ZAA 7}
A AEE] E3koH Methanol? DMS0S} A4 1% H7HA AEEo]
Lo By , = = = =s
a9 20. 2% ulABE Brumimicrobium mesophilum Rl =83 dF9 EFIA $A. 7V A el

- 43 - Y



2D Bk 4] 7Bl F 238F EY(AES Yrlo] LG AT Y,
190, =87ledTY; 305, SasldAried; 105, AL
S 85) 100%
2 2ol BA3E B0 2 st HUMYES HHol2 T H¢
Navero| A A #Ho]#|o] AMEEE 223

g EAd &

3 =EEE 48

=EEE - AF AL 1T B8 =7 74 F 100%
- AFE AT 3% da) FEFF NuAY 1y F
- _ A7)d ;\(j 3k ZH
i EOH S 70%
R
) 3= A4 Faus
h E VAE A g1 F 16S RNA FAA G748 #4

g (F 9, BEX 1) AGEE AHRE At (g IFFT, Al
Fobd, AT, T AATF)NA 2065, & 2l z
F, TS (FER)NA 88F2 MAES BTt (18 22).

%o Sug s 39 HYEAUe] BYAE B4 ackgn
Phylogenetic group
i Proteobacteri 1 _
Site roceo acreria Firmicutes | Actinobacteria | Bacteroidetes Deinococcus Sum
Gamma | Alpha Thermus
A1 8f <t 80 12 98 8 7 1 206
<t 27 30 5 8 18 - 88
) <t 3 1 37 1 2 - 44
Sum 110 43 140 17 27 1 338

olN

(th Al g 8]l
A== 37) IR RN 8135 S|FHAE FFE FEHIAT (E 10, 5 2
AR grtol eatdAT-A 125F, FIHFAET e HFEH AT NA 547
F, ALY A ol A 14159 & o

N
il
4
)

119

3
-
o

(T AP B

AP EE ) 71l F 238FE EYFAT. YV T AEA Gl g ATl

_45_

Fgire nAEEY] 5484S AM3tY FEHEAHE HolE epoxide hydrolases

Ashe TARS AL ol & SEslelol A BES v Yt (F5 E3),

A A=

Phylogenetic group
7171 Proteobacteria Sum
Gamma | Alpha- | Beta- Firmicutes | Actinobacteria | Bacteroidetes

GIMB 83 17 3 14 7 1 125
KIOST1 181 102 1 144 54 65 547
KIOST2 56 36 1 18 25 5 141
Sum 320 155 5 176 86 71 813
(EH BANRBEIEMND

EAAE FE 3 #FYRE Fxole] RRTWE FTE

DSMO BE/EE &%) M2 AF ¢3¢ BEE vial& A&



12]LAe] REZAY AZHAES AASAY. AP AT Proeobacteria 4%, Bacteroidetes
2%, Actinobacteria 1%, Firmicutes 1%< T2 2 20% glycerol, Methanol @ DMS09] 5%
ZHE T8 20 C, 80 T F 2% HEF Fo &=L EFTo TA glo] 80T,
20% glycerol ZZolA 714 HEE] ¥} O™ Methanoldt DMS02] 7% 1% H7HA A=
o] 7HE A vEEt. =8 a8 A4 AT A9 2ddd mE Aol A2 HelH
AEEC] Wl =4 UEIRT (9 23). o9 A= oMLt AR Y o=
BE 7183 BAQe] 4o 23 247 FETS AATT Ut EAS JHA S

g BE Y AY s FHE 8 ASHoR trd gAY Bast
«—Protecbacteria ¥-Proteobacteria Bacteroidetes Firmicutes Actinobacteria
20%glycerol e
1%DMSO
1% MeOH

a9 23 BRTE 1271€3ke AAS REZAE ASH2E ZA3

("h TFEEYY s

22d % 717t F FAAZE7]E manifold B AADALEIE FY - AXFFPL 3AEE B
FE s dAFLRE Y (3F 9)S HEstAnh 3x}L+°ﬂE FAA=RY

manifold W]AX 2 3ty FERFH2 KACCY FZRE do] 7&55L 3tdA &
Z PEE AFEAT (232 24).

(h A7) e A

A @A (WFCC) 7Hd 3 &l WECCAlA Eegst= 7hol =<l (WFCC 20100 4
Esty 718 A8y vwsigot (F 1), A B 713 kA ARAY, oY %E E‘i
oA FAE AU Qo srol=gle] AFHl, AlAE R gk 0*38
T4FE £, BE, 54, 9 58 T3 A dFoe Adn Zu 2%
2 AEAAH.

E 11. WECC 7lel=2tls} sjgv & 7Iee SR Er8e] a3 v

NG AE
B WFCC7}e] =821 H]
i =R Nesss -
ool AHs ZEANsAZAY 4l
91
BT T
T mAme wd AeAY, 2x 2 SHERN | aeane w
v AEALAY 23| T B
AR | mowe A71A AR B GRAA o g AgA ARA
47 wawel AT Aol Ar=E 87 SanAE S35
=3 To . A
278 W B e e B
T
: T
2A] MO I Zmar g .
_-_XH n‘v’], 'E"r‘ T8 ﬁ]g E;g 700?/03
Al S 9% Wa9a B A9 = =571 Fekd
Ae WEA nEds) GATA 34 folnr 2R
EE
wadTe S43 19 =
AT A9 S17e FF 8% 2
S AlE AH G §@ £ Fof A -
q T3
A
T Flobd =4 zhetd e f4) e
9 AT A4 A1 2% e 2 4] A e
4 7% ng 9 AT/ UEYD 75 | By 2=
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TS MBRIS system¥o] AAIE A3 3 816259 AHIFUAE HRE
(5)Cubes®l| A 33T
(°h =EE

G A BEH FF AKS622= AT FZA Flavobacteria®l 3= AF 432 &
E| Nonlabens antarcticusZ =AW A ERZFS3| Ko B3P T (L™ 26).

international Kl of Systormate acet Evolboniy Mcrobiokogy (2014), 64, 300205 DON10,1009/50056506-0

Nonlabens antarcticus sp. nov., a psychrophilic
bacterium isolated from glacier ice, and emended
descriptions of Nonlabens marinus Park et al. 2012
and Nonlabens agnitus Yi and Chun 2012

Yong Min Kwon,' Sung-Hyun Yang,' Kae Kyoung Kwon'?
and Sang-Jin Kim'2

e 1T DO 00631
LG 1545 (AEFT

At = 2 el AbeA Ee2j® ¥FE MEBiIC07026 3 MEBIC089032 MZ& &
S PAsles ALZ BEEO] Carboxylicivirgads & A|QFSIH 25& A AFoZ BAFR
o (¥ 27). Bacteroidia® 43t TFE MarinilabiliaceaeSt Prolixibacteraceae 52 X

=

| s ellA BusEa o

Journaf of and Evalt Mi (2014), 64, 1351-1358 DOl 10.1089/i5.0063462-0
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Carboxylicivirga gen. nov. in the family
Marinilabiliaceae with two novel species,
Carboxylicivirga mesophila sp. nov. and
Carboxylicivirga taeanensis sp. nov., and
reclassification of Cytophaga fermentans as
Saccharicrinis fermentans gen. nov., comb. nov.
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ii DSM 150557 [FRB38023] =
Mangroviflexus aiamensis P21 [HQ897914]
JAM-BAQS01T [AB362265]
Alkalitalea saponilacus SC/BZ-SP2T [HQ191474]
Natronoflexus pactnivorans AP1T [GO822844]
Cytophaga xylanciiica DSM 67797 [FR733683]
Marini JCM 211507 [AB517713]
Anasrophaga thermohalophila Fru227 [AJ418048]
Thermoph HS1T [DO517535]
DSM 95557 [M58766]
Carboxylicivirga taeanensis MEBIC 089037 [KF620113]
Carboxylicivirgs mesophila MEBIC 070267 [JO672625]
100/100/1 00— Marinifilim fragils CECT 78427 [NR 044587)
-Marinifilm flexwosum CECT 74487 [HEE13737)] -

99/87- Sunviuginia elliptica DOHS-47 [GO200190] e
[+_: Suniiuginia fasciviva JAM-BA0302T [AB362263]
99/°785, i 7 icum SCSIO N0430T [JX983121]

Geofilum

aE a0 E LR

ffum
) S — Meniscus glaucopis ATCC 29388T [GU269545]

Proliribactar bel ICM 134987 [ABs41883]  —
Bacteraides fragifis NCTC 93437 [CR626927]

PRI EGHOL

Cytophaga huichinsonit ATCC 334087 [CP000383]

o [

Y 26. A= "W E Nonlabens antarcticus B.il =53}

Fig. 1. Phylogenetic tree based on nearly complete 168 rRNA gene sequences (1859 bp) showing the relationship between
strains MEBIC07026" and MEBIC08203", [Cytophagal fermentans DSM 9566" and members of the famifies Mamnilabilizceae
and Proltxibacteraceas (Huang ef al, 2013), The tree is based on the Jukes—Cantor distances model and the neighbour-joining
algorithm. Boatstrap values (>70%) based on neighbour-joining, maximum-fikelinood and maximum-parsimony analysis are
given to the left of each node. Filled circles indicate nodes recovered in trees created with all three algorithms, and open circles
nodes recovered in trees created with two of the alganthms. Bar, 0.03 nt subsidutions per nuclectide position.
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1) 4= AT A3 goF
QA7 & Q7 23 =
AT AT A
(%)
A FEL A= g | - ) 718 HYmAEAY SR A7 28E & 6272 9 100
5 AEAYL 78 9 BE 48 *
- JEA2E (http:/www.mebicrekr) 28 1 AXE FARS NUFRE
AEA2E B g < A5 5% B, v A T 100%
0
A - MBRIS systemZ}-2] ﬂﬁ] sl FA 9,02579 sNFHAE GA AR
£ 9% 713 (F)Cubesoll AlF
A MAE AY | - ATV F A 9 g A HAE, g4, sz, T 2FEA F 100%
35 AERSFE 20159 HFAFER ’
- Bz d Azl - . 0 . . P
e v |+ AT 5 oy ) i
RNA SA7 o Ji]z_r:)r;zc es 87(43.2%), eroidetes 9%), Actinobacteria 9% = 100%
71Ng B4 g 5
- NE A FF15% (74%) TR
- AZE AA 9] FAEE TYHA FAsHE WET CAS (Cell Alive
A71BnEZE M System) S A}ﬁo}b Ho“ﬁ *lff"’ AgstAoy Aul AL BAZ S | 100%
sto] fFH. CASE A RO AF HEd o] 851 Y&
AR R 7 1B F 307 BRI RAPHIO] ATFY,
gy =A £ 346, 434 BIC 65, KRIBB 145, FH3n, TYhen, T= | 100%
A3 %+, Spain IFATA Centra Agua deel Pino; 2 157)
-2y FF S AFoE Bud 359 i3l PacBio RS 11 system ©]
A = AA F A FHA A 3
ol = ILE Tdal A5 A4 A% sawd ey A AR am |
(Carboxylicivirga — mesophila  MEBiC07026,  Paramoritella  sediminis
MEBIC06500, Owenweeksia sp. MEBiC09403)
-39 =EEE 98
TRl - AF A 150 d8) =8 A 100%
-AF AT 2%t =8 78 T
Q) 4xdx Fa d74A%
b F MAE AL ZE D 16S RRNA 872 G71AE &4
AT T A 2 FE AL HAE, 944, dx, T £5EA HAE ToEFH
Actinobacteria 125,  Firmicutes 875, Bacteroidetes 105, Gammaproteobacteria 7135,
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Alphaproteobacteria 195 5 20159 SFPAEAL-S FHIAT (I2F 28). 9™

B S 2F fd 5057, 94 265, ©HE 125590 F 20159 s QAN E Y «l

=
50

16S rRNAF-H 2 714

4 A3 123F (MFREFT 41F E2FHoE ERHAT (F
= H1). B3 B2HHEF T

_]
X
T 24 245, 97% WIRE FAE 155 TFsta Qi

h AL 55 2 AF

ARl E 47] 71RO RZRE 66259 HIHAE 4FE FEHIAT (F 12, FEF 2).
ZAEs Futol AP AT AN 2795, FH ST &l ANFEHFSFATAE oA 13F,
gt wol A 3645, =7 2R FALATD (KBS)AA 675 FeETol AFsA. &
diigne A <A FAUEE NGTEREND TEY A AW T NIFEZREH
el ul*ga——gg |3 oz AYPxiele) Pojo wreh wEH #5e A olH
worth KBSIZHE = 3PA TAF+E FEEUh
(th sFmAEAD

42pdolls 67) 71Tl F 35652 MUYMAES EIFSHAT. AEs dute] et Aol
3465, F213AF BICAIA 6F, SHUT, TJKH st e 7 (T A3 SFATA,
2wl m)e] 2+ 154 EFstGth. A ud duto] g AT dol A= RdRe #FE5
BEASA Ao FEaFon (FBICIAME HEAHI AFLez, dgsdAE AT T
AL 3 nuEFE Bt (25 3).
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E 12. 43095 FEHFFAT

Phylogenetic group
71 % Proteobacteria Sum
- e |z o Firmicutes | Actinobacteria | Bacteroidetes | Archaea
gl | 112 ] 101 | - 1 68 49 33 - 364
GIMB | 110 | 17 7 - 96 43 6 - 279
KIOST 3 3 - - 7 - - - 13
KBSI - - - - - - - 6
Sum 225 | 121 | 7 1 171 92 39 6 662

Eh BA7IRE7| &M

A nEYHOZ AFF CAS (Cell Alive System)E Ab&3tE WEE AX AA 2%
l

e FYS AAFAA PESE PHOR WA AFE FAA IR FNA A

£ RA3n Qon gitne 4FRE ol g5 Utk of FuE g3t MY
REPHOE ol §/SUAE AFHTA G om FUALEAS AFTHT Folsto]
]

N

o~
A AL Z&3MY

+ 3% sl FHA S=E AASA T PacBio RS 11 systemS
gt FHA slm AN A 37F] S FAA AR FRIAT (1H 29).

Paramaritela sediminis MEBICOB500

I3 29 4319 %

Owsnweaesksia sp, MEBIC09403

#24 d% A%

- 55 —

Carboxyliciviiga mesophiia MEBICOT026

Carboxylicivirga mesophila MEBiC07026-> A =Z7] 5,69 Mbps, 32 4412712 oS5
I AT Paramoritella sediminis MEBiC06500-2 7] =7] 4.31 Mbps, FZAF 4067712
=53 RNA 2871, (RNA 113712 diAlgAge] g RHoz FZFHa Qo
Owenweeksia sp. MEBiC09403-2 2.79 Mbps2] #AA Z7]el 2,526712] FHAS Ad Ao
2 =50 AFHoZ e FHAE BFE 2oz FAF, =3 (RNA 370, (RNA 3770
2 Aol HAast H o= oSFH Qo

(FH BRA2E B D AA

A 2" FARFE EFste] AJAFRREL A3t T 75 B, vw M 5o HRA2H
(http://www.mebicrekr) B ¢S S35t AR &L TS 2T

YA E/ETEREY|R FHo)A] BEg o 7]E EH)A (www.mebic.rekr) A ]
E 9 ARy

- Ao Raw dolE 474
table, MEDI_C table, People C table, Separation table, Sequence table, Storage table, Strain
table 9] Primer key®} Foreign key2] “-f¥ &, 91X HE E 259 98 &7 5 F4

Classification table, Collection table, Culture table, Donation

T SFA2E B ZHel A ARA Bk tEo] ARbE Wﬁlﬂﬂv d xRS A
39Tk MBRIS system¥2] AAIE 98] 23] d=e xH 8635l tis] FEE
24 09,0257 HYMAE AR (2P 300F T 1B (F)Cubesol A F3HHTH

Actinobacteria
697 strains(?.72%)

N Archaea
9 strain(0.1%)
[-Froteobacteria _ L e
35 strains(0.39%) ™

FBacteroidetas

——  Fungf
1 strain(0.01%)

2% 30§82 Aol
I=Froteobacteria—» -E‘_-‘/i]} 53 i;é} ] }\g EXI' ‘/]
BHzy T4

- ¢ Firmicutes

Fusobacteria
2 strain(0.02%) o o

. e-FProtecbacteria

Deinococcus- Thermus 1 strains(0.01%)

2 strain(0.02%)
a-Protechacteria
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(b Bz thas

E 13 917] G EAY 55

% =

7o AE A7 B ARES 98k sisFe] #Fel e AE WA 2

FATh O 7 T RE BE vialodld Alde] o B #FE 307 (E 13)
R

Strain Best-matched neighbor Similarity (%) Division
MEBiC00009 Oceanobacillus  picturae 99 Firmicutes
MEBiC00097 Fictibacillus solisalci 96 Firmicutes
MEBIC00098 Salinicola salarius 97 Gammaproteobacteria
MEBiC00099 Fictibacillus solisalci 96 Firmicutes
MEBIiC00100 Salinicola salarius 97 Gammaproteobacteria
MEBiC00102 Marinobacter flavimaris 98 Gammaproteobacteria
MEBiC00105 Marinobacter flavimaris 98 Gammaproteobacteria
MEBiC00114 Photobacterium lutimaris 94 Gammaproteobacteria
MEBIiC00147 Shewanella gelidimarina 98 Gammaproteobacteria
MEBiC00182 Paramoritella alkaliphila 95 Gammaproteobacteria
MEBiC00207 Marinobacter maritimus 99 Gammaproteobacteria
MEBIiC00224 Shewanella algae 99 Gammaproteobacteria
MEBIiC00274 Halobacillus trueperi 99 Firmicutes
MEBiC00292 Jeotgalibacillus campisalis 95 Firmicutes
MEBiC00297 Bacillus boroniphilus 97 Firmicutes
MEBIiC00359 Stenotrophomonas rhizophila 99 Gammaproteobacteria
MEBIiC00378 Pseudomonas panacis 100 Gammaproteobacteria
MEBiC00379 Oceanobacillus iheyensis 98 Firmicutes
MEBiC00386 Bacillus subtilis 99 Firmicutes
MEBIC00389 Pseudomonas stutzeri 99 Gammaproteobacteria
MEBIC00390 Halomonas alkaliantarctica 99 Gammaproteobacteria
MEBiC00409 Pseudoalteromonas  prydzensis 98 Gammaproteobacteria
MEBiC00410 Oceanobacillus iheyensis 98 Firmicutes
MEBIC00433 Bacillus aquimaris 93 Firmicutes
MEBIC00434 Psychrobacter aquimaris 98 Gammaproteobacteria
MEBiC00449 Psychromonas arctica 98 Gammaproteobacteria
MEBIiC00544 Loktanella atrilutea 99 Alphaproteobacteria
MEBiC00558 Acinetobacter calcoaceticus 100 ammaproteobacteria
MEBiC00559 Micrococcus luteus 99 Actinobacteria
MEBIiC00636 Vibrio parahaemolyticus 99 Gammaproteobacteria
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Balt A AdelA AFHS sjHozRE E2H FF MEBiIC09566-> KiloniellaZ:ol <3}
© AF #FE2 T4 FAMNYEEFEI A RustHTt (2™ 31).

= 5. nov, mokated from a marme

sa ef gl 2008 and Kilondlia

Ao tiE= Al EE #F MEBiC06243-2 Neptunomonas<°ll 438}
TR = FAMAYEERITI Ao RustAth (18 32).
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>
o
"
i
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iov., Eolated from
an of the genus

Neptunomonas acidiverm
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=i
AT & AT A
(%)
AL 58 Az 2 | - 37 713 AN EAYD SR A7A ZRE F 46859 ddn| 100%
9% HEAY ST Y BE 9B ’
- AEA2E (htp:/www.mebicrekr) B¢ ¢ A28 fABSE HARRE
RN 2" B g <k 723§ )% 2w AN 100%
0
A - MBRIS system#-0] AAE A3 2 9,67079 sjFrdE FA AR
£ 9% 7]1# (F)Cubesoll AF
qE HAE A | - AFRE F A 9 el A BAE107F), FA6T), MERF(12 100%
IR ) 5o2RE 15279 P TR ’
- A5 A3 : aProteobacteria 26 (17.1%), y-Proteobacteria 78 (51.3%),
g1 nAEY 16S Firmicutes 20 (13.2%), Bacteroidetes 23 (15.1%), Actinobacteria 5 (3.3%)2] W&
RNA #7324 $HY 100%
7148 4 - AFEFH FFF (1.5%) SR
- A FRF 4T
- A BHEDH AY  AZ AAY FACTS 58 A 4
S8l CAS (Cell Alive System)& AH83t= T AlES @ ol AF
AL AE FAAA AU ES FIIEA CAS HEF
F1RET| e WA . _ - - D
BARENE AL “oxsg olgw 9 w2 Aol donlans 4Ese g 2 | 0%
Uit REPHHOE CASE AHE3lM BESH: YA AEE
O ~=) o
T
- A EE 0 71 F seeT B (BRG] AP ATH 563
F, FALATA 15,  F Tsinghua University, Portugal, Aveiro
HINBEAY EF University 7} 15 100%
- GIMB B4TFES U2 Ea8y AAdAs S 287579 S47F
FEL AWs {8534 B34S AT
Y AEARY o]F | - FEUE FE 500050 tEl PN FHEALTAY o]F g5 100%
- Bf 7F F AFTOE BRI 35 8 PacBio RS 11 systems ©]&
=) O 213 AN A =) A S A= | S
aaA = sl A &S a_*l Azt 3¢F9 % d n_Tdeil %E_ Ste 100%
(Shewanella  spongiae  HJ039,  Marinoscillum  pacificum
MRN461, Shewanella donghaensis LT17)
-3%9) =EEE 48
R 399 =2d 75%

- A% AR 3FA s =% w3
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) 5AE=E F8 A+4A%

b ¥ M= A F2 glo16S RNA FAA G714 E #4

AT T Al 2 Gl At HAE, AA, sERF 5 (ILE 33)2ZXE Actinobacteria 5
=, Firmicutes 135, Bacteroidetes 235, Gammaproteobacteria 785, Alphaproteobacteria 265~
5 % us7el AYTlARARL Husidlch

>

a9 33, 53d= |t F
nAE FHE 9%
e A M=

ﬂ_

i

EodEE B S2F fE 25, 9 265, HHE 107590 F 15259 s 99
AE AL 16S IRNAFAA A71AE &4 2F 1005 (MEREFT 35F)22 £75
ATk (B 14, FFE 1)

b A9 S5 2 2

olN

SAAEOE 37 7RO ERE 49079 AFHAAE FFE FEEAT (K 15). FEs gk
ol AT 30F, AU T|Ed GHFAETSATFAE 181F, Heir| AT
AE 685, AFERATAE 1855) & suistuZHE 453, I o8 7|FOZREH 22

2 Fehlol AEeAh e tistne $3F Xiamen thEtuor FFEN S
Hols #FES AFoR Rusly] 3 F5AT 3 ALA 7g= A
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% 14, SAIE 7I3be] HuE sgEgRaUe) ooy 54 aokgn

Phylogenetic group
A Z g
P Pr;teobactzr_ia Firmicutes | Actinobacteria | Bacteroidetes s
A gk 29 16 8 5 8 66
el g 36 5 8 - 8 57
2 13 5 4 - 7 29
Sum 78 26 20 5 23 152
15 5AVYE SEIFFAS
Phylogenetic group
718718 Proteobacteria Sum
Firmicutes Actinobacteria | Bacteroidetes
¥ a- Ve
China 1 3 - - - - 4
GIMB 4 3 - 19 - 4 30
KIOST 192 94 4 73 19 52 434
71 ek 2 6 1 3 3 7 22
Sum 197 100 4 92 19 56 490
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i oo e o FOOD FREEZING IMAGE BY QUICK FREEZER WITH CAS FUNCTION
s

PROBLEMS OF FOOD FREEZING BY QUICK FREEZING SYSTEM

oot air Tea Barrier orip

~B .a

v -55°C 0|50l M Z'd X 2|

v 2 BXHE Ojo|22 UXE Fds 452 M= 5| x|
v 7|E 4E30l 28X 7bs

=
2R
v 7H% - 60kg/h FH| =318

v 37| -0Es 28 gis
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F AT JPE = CASE AL 2F WEFAA Cryoboxoll EHIF AFHFE h B 7E ANADLE 9§ fAA A=

F7retAn (8 36).
BE dF F AFoz Bu3 356 g 44 si5 A AS9 . PacBio RS II systeme
ol g3t FHAA = AA A 37T A FAA AR FREAT (LF 33).

- @343 proteobacteria(2%). Bactoidetes(15)

- HEH|: 20%glycerol, 20%0MSO+20%glycerol i . . R "
_BEL2L: 20T, -80C Shewanella spongiae HI039 Shewanella donghaensis LT17 Marinoscillum pacificum RN461

- 12026202, 12208 M = HESH 0

I 38 sAdE FHA s=s4de

9 36. CASE ©] &3 AV REAFEYY Shewanella spongiae HJ039 < plasmid 170 X3+ FAA =7 434 Mbps, A7 4381702

A5 LI rRNA 3370, (RNA 7502 thAtago] @38 2102 F55 3 Aot Shewanella

CASE o]£3F WE 32 Ho sUdngEe] H=EL nwd Ay v REwings donghaensis LT17 = fAA A7) 491 Mbps T2 4071712 A ZFE AL rRNA 3270,

=

CASE H&dlA RESE WHM AEEC] Stk 22 -20TRTE -80T RNA 1057} 2 thAtstde] @@ slog F55a An. Marinoscillum pacificum MRN461
A AEEC] 32l Glyceroltt AH8-3H= 73-§-EE= DMSOS Glycerol& &3she] H £ 644 Mbps, FrAAF 5628712 o] ZH I RNA 671, tRRNA 41712 dojgez & f1A%
F3E A HEHO) $5 AT (TY 37). BE HE) UF A} AFL ez A M ez dehgor) olsh g ARyt av]sh A shEA€l did 4] Basi

sxoz ANAT}

(vh BEAI =" 2ok 8l AA

5 QuolE e

Ned $ARSE TS YRR 23 5 A% n v A
ro ohes B

HRA2® (http://www.mebic.re.kr) B & AASHTH AlH ALY

e =N >R S EZETEREIR EH|A B : 7]E FH°]A (www.mebic.re.kr) o]
DMS0+Gly, -20°C DMSO+Gly, -80°C CAST g, DMSO+Gly, -20°C  (ASx|g, DMSO+Gly, -80°C E 2 /HFY

9% 37. CAS WHS Hed Ad Az AW 2] Raw Hlo|E] 4=A : Classification table, Collection table, Culture table, Donation
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table, MEDI C table, People C table, Separation table, Sequence table, Storage table,

Strain table 2] Primer key®} Foreign key2] LfFHZE, 91X =z % A3 &3 =% INZI_“E L)
= SHURYL T LA MABIK)
7] 3 |

= #WUE AEF FOE L mWE

SEAEAE UA - AFH

T3 SYAI2E B SHA A AHA B ARRHE A vlwd AAEE A&EHoR SheAl AUt AUEE NAVIEBURLE 24 Wik

T3t H T MBRIS system¥] AAE 3] @8l A= SFHA 64555 s T3 |¢.“ _

9,670F9] FImMAE AR (29 39)F 7 718U (F)Cubesoll A F3tATh. ﬂ: _L__*Da_ﬁt?__ ume o ~geo-fay.
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Pseudofulvibacter gastropodicola sp. nov., isolated
from a marine conch and emended descriptions of
the genus Pseudofulvibacter Yoon et al. 2013 and
Pseudofulvibacter geojedonensis

Sung-Hyun Yang, Hyun-Seok Seo, Jung-Hyun Lee, Sang-Jin Kim and

Kae Kyoung Kwon
Correspondence Marine Bictechnology Research Center, Korea Institute of Ocean Science & Technology,
Kae Kyoung Kwon PO Box 29, Ansan 425-600, Republic of Korea

Pseudofulvibacter gastropodicola sp. nov,

0.01 »
Gaetbulibacter jutimaris D1-yaT [JF739861]
bul aestarii KYW382' [GU552681]
CC-SAMT-17 [HM179539]
quib hi CC-AMZ-3047 [JX235670]
Coral i i KMM 62177 [HQ257254]

Lacinutrix algicola AKS203" [DQ167238]
100/89/100 [ Dokdonia diaphoros MSKK-327 [AB198080]
100/100/100 Dokdonia eikasta PMA-26T [AB198088]
Dokdonia denghaensis DSW-17 [DQ003276]
100/99/100 Dokdonia genika Cos-12T [AB188085]
i is YCS-0 [

/a MEBIC08749 [KJ918743]
Fulvibacter tottoriensis MTT-30" [AB294107]
sediminis Mok-1-367 [AB265368]
F: ium agquatile DSM 11327 [AM230485]

Fig. 1. Phylogenetic tree based on nearly complete 165 rRNA gene sequences (1388 bp) showing the relationship between strain
MEBiC08749" and related members of the family Flavobacteriaceae. The tree is based on the Jukes-Cantor distance model and
the neighbour-joining algorithm. Bootstrap values (>70 %) from the neighbour-joining, it likelihood and i pal
mony methods are shown to the left of each node. Filled circles indicate nodes recovered with the all three treeing methods while
the open circle indicates a node recovered with two of the methods. Bar, 0.01 nt substitutions per nucleatide position.

9 41. A% vl E Pseudofulvibacter gastropodicola B3 =w3 #F2 EF

st 9%

Aol Blol Ao EE]|H T3 MEBiIC06469+ PseudomaricurvusZ°l &3t= A% 45
2 TAH FAMAEREFEI A RustHTt (I1F 42).
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bacterium eolated from tidal fiat sediment and
emended dewpllonsoi the genus
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alkylphenolicus Iwalu of al. 2014 and Maricurvus
nonylphenolicus waki et all 2012
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Ampfuitea spongicola sp. nov., solated from a
marnne spange, and emended description of the
genus Amphrifea
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Oleiagrimonas citrea MEBiC09124-2 plasmid 17} 23+ F3A4 =7] 3.33 Mbps, 34 2,891
MZ =3 RNA 671, tRNA 547NZ HlwZ 22 FHA 2715 RATE Pleionea sp.
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Mbpse] FHA =719} (RNA F-AF 370, (RNA 30497) FFo2 3t A= fA4 =27)
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(Hh) ARAZE Bt 9 A
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o] Raw Hle]E <4 : Classification table, Collection table, Culture table, Donation
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Strain table2] Primer key9} Foreign key®] ZfFH3Z, $1x] FxF €L A5 Y&3 H7]
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MEBiC01481 Alteromonas macleodii 96 Proteobacteria
MEBIiC01289 Aquimarina latercula 86 Bacteroidetes
MEBIiC01393 Bacillus cibi 99 Firmicutes
MEBIiC01379 Bacillus firmus 98 Firmicutes
MEBIiC01431 Bacillus subtilis 98 Firmicutes
MEBiC07691 Gaetbulibacter saemankumensis 95 Bacteroidetes
MEBIiC07681 Gracilibacillus quinghaiensis 96 Firmicutes
MEBIiC01384 Halomonas meridiana 98 Proteobacteria
MEBiC07612 Kangiella spongicola 99 Bacteroidetes
MEBiC01578 Lysinibacillus macroides 99 Firmicutes
MEBiC01488 Microbulbifer variabilis 97 Proteobacteria
MEBiC07537 Olleya marilimosa 99 Bacteroidetes
MEBiC07680 Paenibacillus xylanexedens 100 Firmicutes
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B8 7157 Actinobacteria= 23522 BER/RIUNLYM  Agrococcus, Brachybacterium,
Citricoccus, Corynebacterium, Dietzia, Frondhabitans, Micromonospora, Mpycetocola,
Ornithinimicrobium, Paraoerskovia, Phycicoccus, Tsukamurella 5 127) &olA& o 521k
o] BB A Microbacterium & FFET 105 ©F (125F)°] £ =] vlud 318 EX

E B
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B8 TS+ S Bacteroidetes® 3l 164FE A

Flavobacteria 7o 43t ZAo2 Uehd IREARI sjd@AoNA e Ex A3} FAFHA
t} £2 J|EFSZ S F 46%50] &dte AoZ FAHUSY  Tenacibaculum 197,
Aquimarina 135, Algoriphagus 125, Muricauda 10572 47) oA 105 o] o] EE|= A
t}. Bacteroides, Corallibacter, Echinicola, Fabibacter, Formosa, Fulvivirga, Gillisia, Gilvibacter,
Lewinella, Mesonia, Prolixibacter, Salinimicrobium, Sediminicola, Sphingobacterium,
Zunongwangia 5 15712] &olA & & 54 R EE =

Firmicutes'= & 487FF 2HAete & FEdA+= F HAZ €2 Eg4F7F §3tgey
T4 AFdE 8% Lote o2 Uit A e @ Holdrh Bacillusgol
&3l FFEC| 28972 A9 59%E AW Exiguobacterium 355, Planococcus 17
%+, Halobacillus 165, Brevibacillus 125, Lysinibacillus 125, Clostridium 115, Paenibacillus
10—r S 105 ool EEl" o] 8/MATL. Abyssisolibacter, Aquisalibacillus, Brasicibacter,
Chryseomicrobium, Lactobacillus, Mechercharimyces, Moorella, Robinsoniella, Saccharicoccus,
Salinicoccus, Sediminibacillus, Solibacillus, Sporosarcina, Tepidibacter, Tumebacillus 5 157] <
drE 3 FFAT BYFJATE Eold MO Z Lactobacillus & HAAEo] EE® A,
Lactobacillus= 21 &°] 7bFs3tthe HolA sidmAEAA S8 HMAE € & 5 3
Zow ity =3 b 124 vAES U4 vAES ZIFoEN 1L
2 ey #E AF Fox &) 7HeE Zlolth

O

e mlru
o
o
ol mlo

EHATE B3 F 278F0] A2 FEHG=H, BHE #F F XFFT9 16S rRNA

FRAA FEGAZIMG F5d0] 95%0l8] HAES 51F2 WA &8

Ut o F 16S rRNA FHA G7IAE 45480l 97% °l8kl 4

(Stackebrandt & Goebel 1994) £241H 16S rRNA +dA G471 de AW 2 %—% AXA &
A

& A% ORE ZYHD Yonw A% YUK g% AHY I8 Fo2 24

Eia
o
<>

id

4 4927 22
HAHAE TEREVH HAE FPse ¢ F FELLS LFE 34337 (F 19).
EFTE  ¥&S  HW  Gammaproteobacteria  35.6%,  Alphaproteobacteria  17.6%,

Betaproteobacteria 0.6%, Epsilonproteobacteria 0.1%=  Proteobacteria®] VI &°] 53.9%% ZA|
o] uke JAdY & BREE A9 Firmicutes 24.8%, Actinobacteria 12.8%, Bacteroidetes
8.4%, Archaea 02%Jth. AA Bl FFoF vlws] R FJUlA SR dlphaproteobacteriaSt
Actinobacteria®] W-&°] ¥ W Firmicutes$t Bacteroidetes®] H]-&L w& Holt}
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F 19, FA A Lo dF T2
Phylogenetic group
71 ek7) 4 Proteobacteria Sum
- o = o Firmicutes | Actinobacteria | Bacteroidetes | Archaea
GIMB | 275 | 83 13 208 62 28 669
KIOST | 678 | 332 6 2 427 248 180 1,873
KBSI 6 6
3 ] 1 3 4
gl | 112 | 101 1 68 49 33 364
«do | 28 | 55 39 35 31 188
el | 127 | 24 106 42 8 307
71} 2 6 1 3 3 7 22
Sum | 1,223 | 466 | 20 3 851 439 287 6 3,433

o2 B u $EIE FFEL 1,472 FAHHNLH o] F 492F0] AFE FHA

ZFolAdtt ol AA FrHE 2l 278F Rt} 1.84) @E gou g1 43R &

o ZA SR FFAAE 20.7%7F AT EFTE] B FEFFAME 143%7F AT EF

EHT FH stede %ﬂWOE v Aol dH 168

rRNA v?ﬂx} A7NME 7FELE ZEFFY 95% ©lFY FAEE Hols #FE BT

1007 o™ ol AA FEFF 2.9%° NPt AF FRAFO HlE JA AA &
T3] 3.8%KT w3t}
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4775590 AAEE By 13} 160F 7455, 23 117F 7305, 33 212%F 1151, 4%
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2H 53 s A A e T gmus | sgdE | oepdm | sadm | eus kil
A7 138 230 346 564 260 1,538
grd vAE F AT BFT () FE vEd AxUF AYEE Ao wel 1-6d Akl 7z o 3t 1 8 2 46 57
Zt 455, 30.6, 42.9, 37.2, 32.7, 264%= ALFHIATE (IE 54). 2RNA & F U= AAH 2914 6 6 12
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5. AEA 2 9

ASTYEAY GEFRENR ol L dolEulol 2t 1AM A3 B 2 A
ALFAYE BARAADTD NN THE A2DS WAL ST Hzo) Ax

MEDLC CULTURE STRAIN DONATION
P |wED_io CHAR() e | cuiin CHAR(D) [ B | sTRID CHAR(D, FK | DON_ID CHAR(10)
MED_NAME | VARCHARZ(SD) -—I—a K | mEDmm CHAR(T) —®Fk | oD GHAR(10) DONOR | VARCHARZ(20)
lcouee VARCHARZ(E) TEME | WUMBER(?) FK | DoR_D CHAR{D) CRGAN | VARCHARZIS0)
REF WARGHARZ(S) PH NUMBER[Z) F | =R CHAR{ID) ConTACT | vamcHARZSD)
NOTE VARCHAR2(200) REF | vaRCHARZS0) K| cuLio CHAR(I%) DDATE | vaRCHARZE
NOTE_| vARCHARZR0D) STRNUM | VARGHAR220) ot | varcraRzEn) 13 56. MICRO-SYNOLOGY 1% 57. MICRO-SYNOLOGY DISKSTAION
DSTR_NUM CHARS) -
STR_NAME | VARCHARZ(50] DISKSTATION le '/_1:_ §]'D\i
SEPARATION FK | CLaAsSIFIER cHART &
B SEF_ID CHAR{10) STOCK NUM | NUMBER(3) STORAGE
= COL ID CHAR(1D,  @— NITE VARCHARZ(200) Fi STO_ID CHAR(10)
SOURCE | VARCHARZEN | smiD CHAR(10]
5_DATE CHAR{E) CLASSIFICATION GEMERATION | VARCHAR2QD) 9] o 5 B &1 ] U:I'E} /L]— ’| g ‘9] S il’ ’|_ ‘:q, ] = X :—]_ % 1:]_ (
5 [ =] e | e e e e DBAS| AEfz{Ql @3 Hofo DB 2HA|, A4 g4/t 2HAESE FA3 a
Fit PECPLE CHARM  —t— & NAME = e o RACK NUM | VARCHAR220) ‘%] 5 8) .
HOTE VARGHAR2({200) T_STRAIN e e BOX_NUM | VARGHAR2D)
CLA_INFG s Frr— [——® Fx [CONSERVATOR|  CHARM)
e SLENGTH NUMBER(S) REENG ik
HOMCLOGY HUMBER(3} SEQUENCE | VARCHARZE P_STRAIN | VARGHAR2{1D) e
— e e B T = 9 58 MICRO-SYNOLOGY DISKSTATION
P | cown CHAR(1D)  |a—] CLAINFOL PORGAN | VARCHARZZD) B Sl ?—/Kg ﬂ.l‘iﬂ
GOL_DATE CHARIE) CLAINFO2. | VARCHAR2i50} BUYER VARCHARZED} =
SITE_NAME | VARCHARD(SH) CLAINFO3 | VARCHARZ{SD) CONTACT | VARGHAR220)
LATITUDE CLAINFO4 | VARCHARZ(S0) PEOPLEC 5 DATE CHARE
vaRC: ) CLA_INFOS rEap SHARI) e PRICE VARCHARZED)
) Epr e b LA nFoR | vARcHARZY NANE WARGHAR2(50) o |vaRcrma
r CLAINFQT | YARCHARZ(30) ceGm ARCHARATEN FEED CHAR(T)
CONTACT VARGHARZ(Z0)
NOTE VARCHARZ(200)
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BE . 310 e BYdxY J2E 5 E LA SYE F 55 (16S RNA #F34 297144 719)
5 E L AT SYE F 55 (16S RNA /34 2971449 719) 104 Strain Best-matched neighbor Similarity (%) Division
BE X2 79FFEY A E 55 (16S tRNA FHA FEAVIME 71F) 134 MEBIC 07848 | Altererythrobacter epoxidivorans 97.3 Alphaproteobacteria
B2 g 3 Bok FoguyE 22 (16S rRNA Az HEAIIAE 7] ) 195 MEB?C 07850 | Aquimarina brevivitae 98.9 Ba‘cter‘oidetes
MEBIC 07851 | Bacillus anthracis 99.8 Firmicutes
MEBIC 07852 | Bacillus aquimaris 98 Firmicutes
MEBIC 07853 | Bacillus cereus 100 Firmicutes
MEBIC 07854 | Bacillus hwajinpoensis 99.4 Firmicutes
MEBIC 07856 | Bacillus simplex 100 Firmicutes
HE2 . S ofr2X o OV A & 2 - MEBIC 07857 | Bacillus stratosphericus 100 Firmicutes
5 s Feat AWMy AVt 20 Bet MEBIC 07858 | Bacillust huringiensis 100 Firmicutes
MEBIC 07859 | Erythrobacter aquimaris 99.4 Alphaproteobacteria
HE 3 4 MEBIC AW FHeFd Ak 23 9 2% & 233 MEBIC 07860 | Erythrobacter gaetbuli 100 Alphaproteobacteria
MEBIC 07861 | Erythrobacter gangjinensis 98.2 Alphaproteobacteria
MEBIC 07863 | Exiguobacterium mexicanum 100 Firmicutes
MEBIC 07864 | Exiguobacterium profundum 99.9 Firmicutes
MEBIC 07865 | Fulvivirga kasyanovii 99.8 Bacteroidetes
BnE . 7] E]—7] I Y9 g% 3 240 MEBIC 07866 | Gaetbulibacter saemankumensis 99.8 Bacteroidetes
MEBIC 07867 | Halomonas anticariensis 98.6 Gammaproteobacteria
MEBIC 07868 | Halomonas koreensis 98.5 Gammaproteobacteria
MEBIC 07869 | Halomonas ventosae 99.8 Gammaproteobacteria
MEBIC 07871 | Loktanella hongkongensis 99.9 Alphaproteobacteria
MEBIC 07872 | Mameliella alba 97.7 Alphaproteobacteria
MEBIC 07873 | Marinobacter flavimaris 99.5 Gammaproteobacteria
MEBIC 07874 | Marinobacter hydrocarbonoclasticus 99.8 Gammaproteobacteria
MEBIC 07875 | Marinobacter mobilis 97.8 Gammaproteobacteria
MEBIC 07877 | Microbulbifer elongatus 99.4 Gammaproteobacteria
MEBIC 07878 | Microbulbifer hydrolyticus 99 Gammaproteobacteria
Ly A4 p:
MEBIC 07879 | Microbulbifer salipaludis 99.5 Gammaproteobacteria
MEBIC 07880 | Paracoccus caeni 97.3 Alphaproteobacteria
MEBIC 07881 Phycicoccus jejuensis 100 Actinobacteria
MEBIC 07882 | Pseudoalteromonas flavipulchra 99.8 Gammaproteobacteria
MEBIC 07883 | Pseudoalteromonas prydzensis 97.9 Gammaproteobacteria
MEBIC 07886 | Reinekea blandensis 99.9 Gammaproteobacteria
MEBIC 07887 | Roseivivax halotolerans 99.7 Alphaproteobacteria
MEBIC 07888 | Roseovarius pacificus 98.8 Alphaproteobacteria
MEBIC 07890 | Salinivibrio proteolyticus 99.6 Gammaproteobacteria
MEBIC 07892 | Streptomyces humidus 100 Actinobacteria
MEBIC 07893 | Streptomyces radiopugnans 99.2 Actinobacteria
MEBIC 07894 | Streptomyces somaliensis 100 Actinobacteria
MEBIC 07895 Tamlana crocina 99.3 Bacteroidetes
MEBIC 07896 | Tenacibaculum aiptasiae 98.1 Bacteroidetes
MEBIC 07897 | Tenacibaculum mesophilum 96.9 Bacteroidetes
MEBIC 07898 Tenacibaculum skagerrakense 98.8 Bacteroidetes
MEBIC 07900 Vibrio azureus 99.1 Gammaproteobacteria
MEBIC 07902 Vibrio campbellii 99.8 Gammaproteobacteria
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Strain Best-matched neighbor Similarity (%) Division
MEBIC 07904 Vibrio owensii 99.8 Gammaproteobacteria
MEBIC 07905 Vibrios agamiensis 99.2 Gammaproteobacteria
MEBIC 07908 | Bacillus aquimaris 1 Firmicutes
MEBIC 07909 | Bacillus hwajinpoensis 99.5 Firmicutes
MEBIC 07910 | Bacillus hwajinpoensis 99.6 Firmicutes
MEBIC 07911 | Exiguobacterium profundum 100 Firmicutes
MEBIC 07912 | Loktanella hongkongensis 98.7 Alphaproteobacteria
MEBIC 07913 | Loktanella hongkongensis 98.5 Alphaproteobacteria
MEBIC 07914 | Marinobacter flavimaris 100 Gammaproteobacteria
MEBIC 07915 | Microbulbifer elongatus 98.5 Gammaproteobacteria
MEBIC 07916 | Microbulbifer elongatus 98.2 Gammaproteobacteria
MEBIC 07917 | Microbulbifer hydrolyticus 98.9 Gammaproteobacteria
MEBIC 07918 | Pseudoalteromonas flavipulchra 100 Gammaproteobacteria
MEBIC 07921 | Roseovarius pacificus 100 Alphaproteobacteria
MEBIC 07922 Streptomyces radiopugnans 99.2 Actinobacteria
MEBIC 07923 Tenacibaculum _litoreum 100 Bacteroidetes
MEBIC 07924 Tenacibaculum_litoreum 99.9 Bacteroidetes
MEBIC 07948 | Alteromonas macleodii 99.7 Gammaproteobacteria
MEBIC 07949 | Bacillus aryabhattai 99.7 Firmicutes
MEBIC 07950 | Bacillus megaterium 99.8 Firmicutes
MEBIC 07951 Bacillus nanhaiensis 100 Firmicutes
MEBIC 07952 | Bacillus thuringiensis 99.8 Firmicutes
MEBIC 07953 | Brevibacterium frigoritolerans 99.9 Actinobacteria
MEBIC 07954 | Olleya aquimaris 98 Bacteroidetes
MEBIC 07955 | Pseudoalteromonas marina 99.6 Gammaproteobacteria
MEBIC 07956 | Tenacibaculum skagerrakense 98.7 Bacteroidetes
MEBIC 07957 Vibrio campbellii 99.2 Gammaproteobacteria
MEBIC 07958 Vibrio owensii 99.9 Gammaproteobacteria
MEBIC 07959 Vibrio rotiferianus 100 Gammaproteobacteria
MEBIC 07960 | Algoriphagus marincola 100 Bacteroidetes
MEBIC 07961 | Algoriphagus marincola 98.7 Bacteroidetes
MEBIC 07963 | Algoriphagus marincola 98.4 Bacteroidetes
MEBIC 07965 | Erythrobacter nanhaisediminis 99.4 Alphaproteobacteria
MEBIC 07968 | Roseovarius pacificus 95.8 Alphaproteobacteria
MEBIC 07969 | Pseudomonas azotoformans 99.9 Gammaproteobacteria
MEBIC 07970 | Geobacillus kaustophilus 99.9 Firmicutes
MEBIC 07971 Geobacillus stearothermophilus 100 Firmicutes
MEBIC 07972 Geobacillus stearothermophilus 100 Firmicutes
MEBIC 07973 Geobacillus kaustophilus 100 Firmicutes
MEBIC 07974 | Geobacillus stearothermophilus 98.7 Firmicutes
MEBIC 07975 Geobacillus stearothermophilus 99.8 Firmicutes
MEBIC 07976 | Mechercharimyces asporophorigenens 89.4 Firmicutes
MEBIC 08158 | Alcanivorax gelatiniphagus 100 Gammaproteobacteria
MEBIC 08162 | Bacillus hwajinpoensis 99.1 Firmicutes
MEBIC 08163 | Halomonas saccharevitans 98.7 Gammaproteobacteria
MEBIC 08164 | Bacillus simplex 99.8 Firmicutes

Strain Best-matched neighbor Similarity (%) Division
MEBIC 08165 | Bacillus gibsonii 99.6 Firmicutes
MEBIC 08166 | Oceanimonas baumannii 99.3 Gammaproteobacteria
MEBIC 08167 | Bacillus kochii 99.9 Firmicutes
MEBIC 08168 | Bacillus gibsonii 99.4 Firmicutes
MEBIC 08169 | Bacillus selenatarsenatis 99.3 Firmicutes
MEBIC 08170 | Bacillus vietnamensis 98.9 Firmicutes
MEBIC 08171 | Bacillus stratosphericus 99.8 Firmicutes
MEBIC 08172 | Bacillus thioparans 99.7 Firmicutes
MEBIC 08173 | Bacillus algicola 82.5 Firmicutes
MEBIC 08174 | Bacillus indicus 99.6 Firmicutes
MEBIC 08175 | Bacillus hwajinpoensis 97.8 Firmicutes
MEBIC 08176 | Bacillus infantis 99.5 Firmicutes
MEBIC 08177 | Bacillus vietnamensis 98.2 Firmicutes
MEBIC 08178 | Bacillus hwajinpoensis 99.2 Firmicutes
MEBIC 08179 | Halobacillus hunanensis 99 Firmicutes
MEBIC 08180 | Bacillus ginsengi 99.5 Firmicutes
MEBIC 08181 Bacillus vietnamensis 97.9 Firmicutes
MEBIC 08182 | Bacillus anthracis 99.7 Firmicutes
MEBIC 08183 | Bacillus anthracis 98.2 Firmicutes
MEBIC 08184 | Bacillus hunanensis 96.3 Firmicutes
MEBIC 08185 | Halomonas saccharevitans 98.5 Gammaproteobacteria
MEBIC 08186 | Bacillus vietnamensis 99.2 Firmicutes
MEBIC 08187 | Jeotgalibacillus campisalis 99.2 Firmicutes
MEBIC 08188 | Bacillus safensis 99.5 Firmicutes
MEBIC 08189 | Bacillus aquimaris 98.9 Firmicutes
MEBIC 08190 | Paracoccus seriniphilus 97.6 Alphaproteobacteria
MEBIC 08191 | Bacillus hwajinpoensis 99.5 Firmicutes
MEBIC 08192 | Bacillus vietnamensis 99.3 Firmicutes
MEBIC 08193 | Erythrobacter vulgaris 99.3 Alphaproteobacteria
MEBIC 08194 | Paracoccus seriniphilus 91.7 Alphaproteobacteria
MEBIC 08195 | Bacillus vietnamensis 99.7 Firmicutes
MEBIC 08196 | Paenibacillus massiliensis 99.7 Firmicutes
MEBIC 08197 | Exiguobacterium oxidotolerans 99.8 Firmicutes
MEBIC 08198 | Curtobacterium flaccumfaciens 99.8 Actinobacteria
MEBIC 08199 | Rhodococcus fascians 99.9 Actinobacteria
MEBIC 08200 | Rhodococcus cercidiphylli 97.2 Actinobacteria
MEBIC 08201 | Bacillus vietnamensis 99.6 Firmicutes
MEBIC 08202 | Bacillus safensis 99.7 Firmicutes
MEBIC 08203 | Bacillus safensis 100 Firmicutes
MEBIC 08204 | Bacillus marisflavi 100 Firmicutes
MEBIC 08205 Bacillus vietnamensis 99.5 Firmicutes
MEBIC 08206 | Bacillus safensis 99.9 Firmicutes
MEBIC 08207 | Bacillus safensis 99.9 Firmicutes
MEBIC 08208 | Bacillus stratosphericus 100 Firmicutes
MEBIC 08222 | Bacillus vietnamensis 83.1 Firmicutes
MEBIC 08223 | Bacillus vietnamensis 92 Firmicutes
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Strain Best-matched neighbor Similarity (%) Division
MEBIC 08224 | Bacillus vietnamensis 83.3 Firmicutes
MEBIC 08225 | Bacillus vietnamensis 81.9 Firmicutes
MEBIC 08226 | Bacillus vietnamensis 83.5 Firmicutes
MEBIC 08228 | Bacillus badius 95.6 Firmicutes
MEBIC 08229 | Bacillus lentus 95.4 Firmicutes
MEBIC 08235 | Bacillus nealsonii 90.8 Firmicutes
MEBIC 08236 | Bacillus oceanisediminis 93.3 Firmicutes
MEBIC 08237 Bacillus soli 93.8 Firmicutes
MEBIC 08238 | Erythrobacte rnanhaisediminis 973 Alphaproteobacteria
MEBIC 08239 | Erythrobacter nanhaisediminis 98.9 Alphaproteobacteria
MEBIC 08240 | Paracoccus seriniphilus 97 Alphaproteobacteria
MEBIC 08241 Loktanella tamlensis 97.8 Alphaproteobacteria
MEBIC 08242 Gramella portivictoriae 97.9 Bacteroidetes
MEBIC 08243 | Erythrobacter nanhaisediminis 98.2 Alphaproteobacteria
MEBIC 08244 | Thalassobius aestuarii 97.7 Alphaproteobacteria
MEBIC 08245 | Bacillus megaterium 96.8 Firmicutes
MEBIC 08246 | Gramella gaetbulicola 97.6 Bacteroidetes
MEBIC 08247 Thalassobius aestuarii 96.2 Alphaproteobacteria
MEBIC 08248 | Aquimarina brevivitae 98.7 Bacteroidetes
MEBIC 08249 | Labrenzia marina 98.1 Alphaproteobacteria
MEBIC 08250 | Mesorhizobium shangrilense 92.7 Alphaproteobacteria
MEBIC 08251 Winogradskyella ulvae 94.5 Bacteroidetes
MEBIC 08252 | Bacillus aquimaris 98.1 Firmicutes
MEBIC 08253 | Microbacterium aurantiacum 98.5 Actinobacteria
MEBIC 08254 | Microbulbifer okinawensis 96.7 Gammaproteobacteria
MEBIC 08255 | Microbulbifer okinawensis 98 Gammaproteobacteria
MEBIC 08256 | Rhodococcus equi 96.3 Actinobacteria
MEBIC 08257 | Microbulbifer okinawensis 97.4 Gammaproteobacteria
MEBIC 08258 | Hahella chejuensis 99.3 Gammaproteobacteria
MEBIC 08259 Vibrio rhizosphaerae 96.6 Gammaproteobacteria
MEBIC 08260 | Pantoea ananatis 99.4 Gammaproteobacteria
MEBIC 08261 Tumebacillus permanentifrigoris 99.4 Firmicutes
MEBIC 08262 Vibrio plantisponsor 97.3 Gammaproteobacteria
MEBIC 08263 | Ruegeria atlantica 97.4 Alphaproteobacteria
MEBIC 08264 | Microbulbifer variabilis 96.8 Gammaproteobacteria
MEBIC 08265 | Shewanella decolorationis 97.7 Gammaproteobacteria
MEBIC 08266 | Bacillus selenatarsenatis 99.3 Firmicutes
MEBIC 08267 | Bacillus megaterium 98.8 Firmicutes
MEBIC 08268 | Psychrobacillus psychrodurans 98.3 Firmicutes
MEBIC 08269 | Bacillus marisflavi 99.3 Firmicutes
MEBIC 08338 | Muricauda aquimarina 99.1 Bacteroidetes
MEBIC 08339 | Roseospira goensis 98.2 Alphaproteobacteria
MEBIC 08342 | Bacillus mycoides 99.8 Firmicutes
MEBIC 08343 | Bacillus oceanisediminis 99.4 Firmicutes
MEBIC 08344 | Bacillus marisflavi 99.8 Firmicutes
MEBIC 08356 | Bacillus megaterium 99.2 Firmicutes
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MEBIC 08358 | Bacillus cereus 100 Firmicutes
MEBIC 08359 | Bacillus thuringiensis 99.5 Firmicutes
MEBIC 08360 | Bacillus stratosphericus 99.9 Firmicutes
MEBIC 08363 | Bacillus stratosphericus 99.7 Firmicutes
MEBIC 08364 | Bacillus anthracis 99.1 Firmicutes
MEBIC 08365 | Bacillus aquimaris 98.8 Firmicutes
MEBIC 08366 | Erythrobacter aquimaris 99.3 Alphaproteobacteria
MEBIC 08367 | Bacillus marisflavi 99.8 Firmicutes
MEBIC 08368 Bacillus anthracis 98.2 Firmicutes
MEBIC 08371 Bacillus vietnamensis 99.3 Firmicutes
MEBIC 08372 Bacillus vietnamensis 99.4 Firmicutes
MEBIC 08374 | Bacillus vietnamensis 99.4 Firmicutes
MEBIC 08375 | Bacillus vietnamensis 99.1 Firmicutes
MEBIC 08378 | Psychrobacter nivimaris 99.7 Gammaproteobacteria
MEBIC 08381 | Bacillus stratosphericus 99.6 Firmicutes
MEBIC 08382 | Staphylococcus cohnii 99.4 Firmicutes
MEBIC 08385 | Microbacterium_aerolatum 95 Actinobacteria
MEBIC 08387 | Bacillus gaemokensis 97.9 Firmicutes
MEBIC 08388 | Halomonas saccharevitans 98.8 Gammaproteobacteria
MEBIC 08389 | Bacillus infantis 99.1 Firmicutes
MEBIC 08391 Tsukamurella pulmonis 99.6 Actinobacteria
MEBIC 08393 | Psychrobacillus psychrotolerans 97.3 Firmicutes
MEBIC 08394 | Bacillus kochii 98.4 Firmicutes
MEBIC 08395 | Bacillus hwajinpoensis 98.2 Firmicutes
MEBIC 08396 | Bacillus anthracis 99.3 Firmicutes
MEBIC 08398 | Bacillus anthracis 100 Firmicutes
MEBIC 08400 | Bacillus vietnamensis 99.4 Firmicutes
MEBIC 08401 | Bacillus aryabhattai 99.5 Firmicutes
MEBIiC08576 Aeribacillus pallidus 98.4 Firmicutes
MEBIiC08577 Bacillus drentensis 96.8 Firmicutes
MEBiC08578 Psychrobacillus psychrotolerans 99.2 Firmicutes
MEBiC08579 Exiguobacterium_acetylicum 99.1 Firmicutes
MEBiC08580 Micrococcus luteus 99.2 Actinobacteria
MEBIiC08581 Microbulbifer variabilis 99.2 Gammaproteobacteria
MEBIiC08582 Bacillus aquimaris 98.8 Firmicutes
MEBIiC08583 Chryseomicrobium imtechense 99.1 Firmicutes
MEBIiC08584 Exiguobacterium acetylicum 99.3 Firmicutes
MEBIiC08585 Bacillus aquimaris 99.1 Firmicutes
MEBIiC08586 Exiguobacterium_profundum 96.1 Firmicutes
MEBIiC08587 Exiguobacterium indicum 99.2 Firmicutes
MEBIiC08588 Exiguobacterium arabatum 96.2 Firmicutes
MEBiC08589 Micrococcus luteus 99.2 Actinobacteria
MEBIiC08590 Corynebacterium variabile 99.2 Actinobacteria
MEBIiC08591 Cobetia marina 100 Gammaproteobacteria
MEBIiC08592 Halomonas alkaliantarctica 99.1 Gammaproteobacteria
MEBIiC08593 Pseudoalteromonas lipolytica 99.5 Gammaproteobacteria
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MEBIiC0859%4 Halomonas denitrificans 98.7 Gammaproteobacteria
MEBIiC08595 Microbulbifer donghaiensis 98 Gammaproteobacteria
MEBIiC08596 Microbulbifer taiwanensis 99 Gammaproteobacteria
MEBiC08597 Citreicella thiooxidans 99.4 Alphaproteobacteria
MEBiC08598 Brevibacterium epidermidis 99.8 Actinobacteria
MEBIiC08599 Marinobacter gudaonensis 99.9 Gammaproteobacteria
MEBiC08600 Halomonas organivorans 100 Gammaproteobacteria
MEBIiC08601 Salinisphaera _shabanensis 97.8 Gammaproteobacteria
MEBIiC08602 Isoptericola chiayiensis 99.1 Actinobacteria
MEBIiC08603 Isoptericola nanjingensis 98.2 Actinobacteria
MEBIiC08604 Pseudoalteromonas prydzensis 98.7 Gammaproteobacteria
MEBIiC08605 Rhodococcus equi 99.9 Actinobacteria
MEBIiC08606 Halomonas cupida 99.3 Gammaproteobacteria
MEBIiC08607 Halomonas stenophila 98.2 Gammaproteobacteria
MEBIiC08608 Marinobacter segnicrescens 97.4 Gammaproteobacteria
MEBiC08609 Microbacterium_esteraromaticum 99.5 Actinobacteria
MEBIiC08610 Citricoccus nitrophenolicus 96.9 Actinobacteria
MEBIiC08611 Pseudomonas sabulinigri 99.1 Gammaproteobacteria
MEBiC08612 Gordonia bronchialis 98.3 Actinobacteria
MEBIiC08613 Halomonas boliviensis 99.3 Gammaproteobacteria
MEBIiC08614 Marinobacter pelagius 99 Gammaproteobacteria
MEBIC08615 Dietzia maris 100 Actinobacteria
MEBIiC08616 Halomonas nitroreducens 98.6 Gammaproteobacteria
MEBIiC08617 Zhouia amylolytica 98.9 Bacteroidetes
MEBIiC08618 Rhodococcus wratislaviensis 97.3 Actinobacteria
MEBIC08619 Marinobacter sediminum 97.7 Gammaproteobacteria
MEBIiC08620 Alcanivorax borkumensis 99.7 Gammaproteobacteria
MEBIiC08621 Alcanivorax venustensis 97 Gammaproteobacteria
MEBIiC08625 Curtobacterium _pusillum 98.7 Actinobacteria
MEBIiC08626 Pseudoalteromonas_tetraodonis 100 Gammaproteobacteria
MEBiC08627 Cellulophaga geojensis 99.9 Bacteroidetes
MEBIiC08628 Cellulophaga Iytica 99.9 Bacteroidetes
MEBIiC08629 Pseudoalteromonas tetraodonis 98.2 Gammaproteobacteria
MEBiC08630 Pseudoalteromonas mariniglutinosa 97.3 Gammaproteobacteria
MEBiC08631 Pseudoalteromonas espejiana 98.5 Gammaproteobacteria
MEBIiC08632 Ruegeria marina 96.6 Alphaproteobacteria
MEBIiC08633 Citreicella thiooxidans 99.9 Alphaproteobacteria
MEBIiC08634 Isoptericola jiangsuensis 100 Actinobacteria
MEBIiC08635 Yangia pacifica 99.1 Alphaproteobacteria
MEBIiC08636 Rhodococcus equi 99.6 Actinobacteria
MEBIiC08637 Vibrio owensii 98.4 Gammaproteobacteria
MEBiC08638 Aurantimonas coralicida 99.9 Alphaproteobacteria
MEBIiC08639 Paracoccus homiensis 99.1 Alphaproteobacteria
MEBIiC08640 Halomonas titanicae 99.2 Gammaproteobacteria
MEBIiC08641 Labrenzia aggregata 100 Alphaproteobacteria
MEBIiC08642 Demequina globuliformis 98.6 Actinobacteria
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MEBIiC08643 Pseudoalteromonas atlantica 99.7 Gammaproteobacteria
MEBIiC08644 Alteromonas addita 99.9 Gammaproteobacteria
MEBIiC08645 Cobetia marina 99.4 Gammaproteobacteria
MEBIiC08646 Pseudoalteromonas atlantica 99.9 Gammaproteobacteria
MEBiC08647 Zobellia russellii 100 Bacteroidetes
MEBiC08648 Vibrio hepatarius 98.8 Gammaproteobacteria
MEBIiC08649 Zhouia amylolytica 93.1 Bacteroidetes
MEBIiC08650 Pseudoalteromonas _lipolytica 97.5 Gammaproteobacteria
MEBIiC08651 Aurantimonas coralicida 100 Alphaproteobacteria
MEBIiC08652 Rhizobium_selenitireducens 97.1 Alphaproteobacteria
MEBIiC08653 Cellulophaga geojensis 99.9 Bacteroidetes
MEBIiC08656 Psychrobacter proteolyticus 98.2 Gammaproteobacteria
MEBIiC08657 Salegentibacter holothuriorum 97.8 Bacteroidetes
MEBIiC08658 Psychrobacter pulmonis 96.5 Gammaproteobacteria
MEBIiC08659 Mesonia algae 99.8 Bacteroidetes
MEBIiC08661 Psychrobacter marincola 98.1 Gammaproteobacteria
MEBIiC08662 Planomicrobium_flavidum 96.5 Firmicutes
MEBIiC08663 Psychrobacter pulmonis 97.3 Gammaproteobacteria
MEBIiC08664 Planococcus maritimus 99.4 Firmicutes
MEBIiC08665 Psychrobacter submarinus 98.9 Gammaproteobacteria
MEBiC08666 Gillisia_mitskevichiae 98.1 Bacteroidetes
MEBIiC08667 Kocuria palustris 97.1 Actinobacteria
MEBIiC08668 Gramella portivictoriae 98.2 Bacteroidetes
MEBIiC08669 Planococcus maritimus 97.9 Firmicutes
MEBIiC08670 Salegentibacter mishustinae 98.7 Bacteroidetes
MEBIiC08671 Psychrobacter proteolyticus 99.1 Gammaproteobacteria
MEBiC08672 Olleya aquimaris 97 Bacteroidetes
MEBIiC08673 Salegentibacter mishustinae 98.5 Bacteroidetes
MEBIiC08674 Salegentibacter mishustinae 98.7 Bacteroidetes
MEBIiC08677 Planococcus donghaensis 97.1 Firmicutes
MEBIiC08678 Cellulomonas denverensis 95.1 Actinobacteria
MEBIiC08679 Planococcus maritimus 91.7 Firmicutes
MEBIiC08680 Pseudoalteromonas espejiana 98.2 Gammaproteobacteria
MEBIiC08681 Pseudoalteromonas issachenkonii 95.1 Gammaproteobacteria
MEBIiC08682 Salegentibacter holothuriorum 99.5 Bacteroidetes
MEBIiC08683 Pseudoalteromonas espejiana 97.5 Gammaproteobacteria
MEBiC08684 Planococcus maritimus 99.2 Firmicutes
MEBIiC08685 Pseudoalteromonas issachenkonii 96.8 Gammaproteobacteria
MEBIiC08686 Psychrobacter marincola 98.6 Gammaproteobacteria
MEBIiC08687 Planococcus maritimus 98.7 Firmicutes
MEBIiC08688 Psychrobacter proteolyticus 97.9 Gammaproteobacteria
MEBIiC08689 Psychrobacter celer 95.5 Gammaproteobacteria
MEBIiC08690 Krokinobacter genikus 99.4 Bacteroidetes
MEBiC08691 Polaribacter dokdonensis 98.8 Bacteroidetes
MEBIiC08692 Cobetia crustatorum 97.4 Gammaproteobacteria
MEBIiC08693 Bacillus algicola 98.2 Firmicutes
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MEBIiC08694 Bacillus algicola 97.1 Firmicutes
MEBIiC08695 Psychrobacter proteolyticus 98.1 Gammaproteobacteria
MEBIiC08696 Glaciecola agarilytica 97.5 Gammaproteobacteria
MEBiC08697 Colwellia aestuarii 98.1 Gammaproteobacteria
MEBiC08698 Aliivibrio sifiae 98.2 Gammaproteobacteria
MEBIiC08699 Vibrio kanaloae 97.7 Gammaproteobacteria
MEBiC08700 Vibrio kanaloae 96.7 Gammaproteobacteria
MEBIiC08701 Pseudoalteromonas issachenkonii 97.1 Gammaproteobacteria
MEBIiC08702 Salegentibacter mishustinae 97.6 Bacteroidetes
MEBIiC08703 Bacillus selenatarsenatis 98.1 Firmicutes
MEBIiC08704 Salegentibacter holothuriorum 99.3 Bacteroidetes
MEBIiC08705 Isoptericola halotolerans 98.1 Actinobacteria
MEBIiC08706 Psychrobacter proteolyticus 99.2 Gammaproteobacteria
MEBIiC08707 Marinobacter algicola 97.7 Gammaproteobacteria
MEBIiC08708 Vibrio atlanticus 97.5 Gammaproteobacteria
MEBiC08709 Bacillus selenatarsenatis 98.1 Firmicutes
MEBiC08710 Halobacillus dabanensis 98 Firmicutes
MEBIiC08711 Halomonas alkaliphila 98.4 Gammaproteobacteria
MEBIiC08712 Shewanella japonica 96.4 Gammaproteobacteria
MEBIiC08713 Shewanella japonica 96.5 Gammaproteobacteria
MEBiC08714 Echinicola vietnamensis 95.2 Bacteroidetes
MEBiC08715 Bacillus hwajinpoensis 98.5 Firmicutes
MEBiC08716 Flammeovirga arenaria 98.9 Bacteroidetes
MEBIiC08717 Flammeovirga kamogawensis 98 Bacteroidetes
MEBIiC08718 Shewanella japonica 96.4 Gammaproteobacteria
MEBIC08719 Shewanella schlegeliana 96.3 Gammaproteobacteria
MEBiC08720 Planococcus maritimus 99.1 Firmicutes
MEBiC08721 Psychrobacter proteolyticus 97.9 Gammaproteobacteria
MEBIiC08722 Planococcus maritimus 99.2 Firmicutes
MEBIiC08723 Planococcus maritimus 99.2 Firmicutes
MEBiC08725 Psychrobacter proteolyticus 99.2 Gammaproteobacteria
MEBiC08726 Bacillus algicola 98.2 Firmicutes
MEBIiC08727 Planococcus maritimus 99.3 Firmicutes
MEBiC08728 Psychrobacter proteolyticus 97.9 Gammaproteobacteria
MEBiC08729 Winogradskyella arenosi 95.7 Bacteroidetes
MEBiC08730 Planococcus maritimus 99.3 Firmicutes
MEBiC08731 Planococcus maritimus 99.3 Firmicutes
MEBIiC08732 Bacillus algicola 98.2 Firmicutes
MEBIiC08733 Bacillus marisflavi 98.2 Firmicutes
MEBiC08734 Winogradskyella epiphytica 96.1 Bacteroidetes
MEBiC08735 Bacillus megaterium 98.2 Firmicutes
MEBIiC08736 Olleya aquimaris 97 Bacteroidetes
MEBIiC08737 Bacilluss elenatarsenatis 98.1 Firmicutes
MEBIiC08739 Bacilluss elenatarsenatis 98.1 Firmicutes
MEBIiC08741 Tenacibaculum gallaicum 97.4 Bacteroidetes
MEBIiC08742 Vibrio splendidus 97.5 Gammaproteobacteria
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MEBIiC08743 Vibrio kanaloae 97.6 Gammaproteobacteria
MEBIiC08744 Psychrobacter piscatorii 98.1 Gammaproteobacteria
MEBIiC08745 Colwellia aestuarii 98.1 Gammaproteobacteria
MEBiC08746 Polaribacter dokdonensis 98.8 Bacteroidetes
MEBiC08747 Gramella echinicola 98.8 Bacteroidetes
MEBIiC08749 Gilvibacte rsediminis 95.1 Bacteroidetes
MEBiC08750 Pseudoalteromonas _espejiana 97.5 Gammaproteobacteria
MEBiC08751 Bacillus algicola 98.2 Firmicutes
MEBIiC08752 Bacilluss elenatarsenatis 98.4 Firmicutes
MEBIiC08753 Psychrobacter alimentarius 96.4 Gammaproteobacteria
MEBIiC08754 Bacillus algicola 98.2 Firmicutes
MEBIiC08755 Pseudoalteromonas_espejiana 97.5 Gammaproteobacteria
MEBiC08756 Microbacterium _aerolatum 98.7 Actinobacteria
MEBIiC08758 Salinicoccus jeotgali 96.8 Firmicutes
MEBIiC08759 Ruegeria_atlantica 95.7 Alphaproteobacteria
MEBIiC08760 Pseudoalteromonas_espejiana 97.5 Gammaproteobacteria
MEBIiC08761 Vibrio atlanticus 98.4 Gammaproteobacteria
MEBIiC08762 Shewanella sairae 98.1 Gammaproteobacteria
MEBIiC08763 Shewanella kaireitica 99.1 Gammaproteobacteria
MEBIiC08764 Psychrobacter proteolyticus 99.4 Gammaproteobacteria
MEBIiC08765 Aquimarina macrocephali 95.7 Bacteroidetes
MEBIiC08767 Aquimarina macrocephali 93.8 Bacteroidetes
MEBIiC08768 Ruegeria atlantica 97.4 Alphaproteobacteria
MEBIiC08769 Aliivibrio sifiae 98.4 Gammaproteobacteria
MEBIiC08770 Aliivibrio sifiae 99.1 Gammaproteobacteria
MEBiC08771 Vibrio splendidus 97.5 Gammaproteobacteria
MEBiC08772 Microbulbifer agarilyticus 98.5 Gammaproteobacteria
MEBIiC08773 Vibrio navarrensis 53.4 Gammaproteobacteria
MEBIiC08774 Vibrio splendidus 96.8 Gammaproteobacteria
MEBiC08775 Vibrio pomeroyi 98.4 Gammaproteobacteria
MEBIiC08776 Shewanella pacifica 96.5 Gammaproteobacteria
MEBIiC08777 Pseudoalteromonas_espejiana 97.5 Gammaproteobacteria
MEBIiC08778 Psychrobacter proteolyticus 98.1 Gammaproteobacteria
MEBIiC08779 Psychrobacter nivimaris 98.8 Gammaproteobacteria
MEBIiC08780 Shewanella pacifica 96.9 Gammaproteobacteria
MEBIiC08781 Vibrio lentus 95 Gammaproteobacteria
MEBIiC08783 Vibrio atlanticus 98.1 Gammaproteobacteria
MEBIiC08784 Shewanella kaireitica 97.6 Gammaproteobacteria
MEBIiC08786 Aquimarina_macrocephali 95.7 Bacteroidetes
MEBIiC08787 Erythrobacte rcitreus 98.6 Alphaproteobacteria
MEBIiC08790 Aliivibrio logei 98.4 Gammaproteobacteria
MEBIiC08792 Psychrobacter nivimaris 98.6 Gammaproteobacteria
MEBIiC09262 Halorubrum chaoviator 99.4 Euryarchaeota
MEBIiC09263 Haloterrigena hispanica 98.9 Euryarchaeota
MEBIiC09264 Halorubrum coriense 98.4 Euryarchaeota
MEBIiC09265 Ureibacillus thermosphaericus 99.7 Firmicutes
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MEBIiC09266 Brevibacillus brevis 97.8 Firmicutes
MEBIiC09267 Geobacillus stearothermophilus 99.8 Firmicutes
MEBIiC09268 Aneurinibacillus danicus 99.6 Firmicutes
MEBiC09269 Bacillus aeolius 97.2 Firmicutes
MEBiC09270 Brevibacillus limnophilus 99.7 Firmicutes
MEBiC09271 Brevibacillus aydinogluensis 99.5 Firmicutes
MEBiC09273 Brevibacillus agri 99.2 Firmicutes
MEBIiC09274 Bacillus aeolius 97.2 Firmicutes
MEBIiC09275 Ureibacillus thermosphaericus 99.9 Firmicutes
MEBIiC09298 Aquisalibacillus elongatus 96.1 Firmicutes
MEBIiC09299 Virgibacillus chiguensis 98.5 Firmicutes
MEBIiC09300 Piscibacillus halophilus 98 Firmicutes
MEBiC09301 Bacillus selenatarsenatis 97.9 Firmicutes
MEBIiC09302 Bacillus safensis 97.4 Firmicutes
MEBIiC09303 Piscibacillus halophilus 97.9 Firmicutes
MEBiC09304 Piscibacillus salipiscarius 97.5 Firmicutes
MEBIiC09339 Propionigenium maris 97.3 Fusobacteria
MEBiC09343 Clostridium_baratii 95.6 Firmicutes
MEBIiC09345 Clostridium subterminale 93.1 Firmicutes
MEBIiC09347 Tepidibacter mesophilus 97.2 Firmicutes
MEBIiC09348 Propionigenium maris 99 Fusobacteria
MEBiC09349 Clostridium baratii 98.3 Firmicutes
MEBiC09350 Clostridium bifermentans 97.2 Firmicutes
MEBIiC09351 Clostridium bifermentans 98.4 Firmicutes
MEBIiC09352 Clostridium bifermentans 98.1 Firmicutes
MEBIiC09353 Clostridium bifermentans 97.3 Firmicutes
MEBIiC09354 Marinobacterium coralli 99.9 Gammaproteobacteria
MEBIiC09355 Shewanella colwelliana 99.9 Gammaproteobacteria
MEBiC09356 Pseudoalteromonas atlantica 99.9 Gammaproteobacteria
MEBIiC09357 Marinobacterium _rhizophilum 100 Gammaproteobacteria
MEBiC09358 Photobacterium ganghwense 99.1 Gammaproteobacteria
MEBIiC09359 Vibrio pacinii 100 Gammaproteobacteria
MEBIiC09360 Idiomarina abyssalis 99.8 Gammaproteobacteria
MEBiC09361 Vibrio pomeroyi 99.7 Gammaproteobacteria
MEBiC09362 Halomonas denitrificans 99.9 Gammaproteobacteria
MEBIiC09363 Marinobacter salsuginis 98.8 Gammaproteobacteria
MEBIiC09364 Marinobacter adhaerens 99.9 Gammaproteobacteria
MEBIiC09365 Microbulbifer maritimus 99 Gammaproteobacteria
MEBIiC09366 Algoriphagus halophilus 100 Bacteroidetes
MEBIiC09367 Shewanella aquimarina 99.4 Gammaproteobacteria
MEBIiC09368 Vibrio owensii 99 Gammaproteobacteria
MEBIiC09369 Vibrio diazotrophicus 99.7 Gammaproteobacteria
MEBIiC09370 Amphritea atlantica 99.9 Gammaproteobacteria
MEBIiC09371 Muricauda beolgyonensis 99.6 Bacteroidetes
MEBIiC09373 Halomonas neptunia 99.2 Gammaproteobacteria
MEBIiC09374 Tamlana crocina 95.7 Bacteroidetes
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MEBIiC09375 Bacillus drentensis 99.1 Firmicutes
MEBIiC09376 Olleya marilimosa 99.9 Bacteroidetes
MEBIiC09523 Aliivibrio fischeri 97.4 Gammaproteobacteria
MEBIiC09524 Vibrio chagasii 98 Gammaproteobacteria
MEBIiC09525 Vibrio penaeicida 98.5 Gammaproteobacteria
MEBIiC09526 Phaeobacter arcticus 96.7 Alphaproteobacteria
MEBIiC09527 Polaribacter dokdonensis 95.6 Bacteroidetes
MEBIiC09528 Aliivibrio fischeri 98.1 Gammaproteobacteria
MEBiC09529 Glaciecola arctica 94.9 Gammaproteobacteria
MEBIiC09530 Shimia marina 96 Alphaproteobacteria
MEBIiC09531 Vibrio pomeroyi 98.9 Gammaproteobacteria
MEBIiC09532 Maribacter dokdonensis 98.7 Bacteroidetes
MEBIiC09533 Enterovibrio norvegicus 98.2 Gammaproteobacteria
MEBIiC09534 Algibacter mikhailovii 99.4 Bacteroidetes
MEBIiC09535 Erythrobacter pelagi 97.8 Alphaproteobacteria
MEBIiC09536 Loktanella tamlensis 91.7 Alphaproteobacteria
MEBIiC09537 Bacillus stratosphericus 97.5 Firmicutes
MEBiC09538 Bacillus nanhaiensis 99.3 Firmicutes
MEBIiC09539 Brachybacterium paraconglomeratum 98 Actinobacteria
MEBIiC09540 Thalassobius mediterraneus 96.1 Alphaproteobacteria
MEBIiC09541 Microbulbifer agarilyticus 98.9 Gammaproteobacteria
MEBIiC09542 Microbulbifer epialgicus 97.3 Gammaproteobacteria
MEBIiC09543 Sphingomonas mucosissima 96.9 Alphaproteobacteria
MEBIiC09544 Sphingomonas hankookensis 95.8 Alphaproteobacteria
MEBIiC09545 Ruegeria halocynthiae 96.5 Alphaproteobacteria
MEBIiC09546 Vibrio fortis 99.1 Gammaproteobacteria
MEBIiC09547 Erythrobacter citreus 98 Alphaproteobacteria
MEBiC09548 Polaribacter dokdonensis 95.6 Bacteroidetes
MEBiC09549 Vibrio hepatarius 97.9 Gammaproteobacteria
MEBiC09550 Labrenzia alba 97.9 Alphaproteobacteria
MEBiC09551 Staphylococcus _epidermidis 98.2 Firmicutes
MEBIiC09552 Vibrio owensii 97.6 Gammaproteobacteria
MEBIiC09553 Litoreibacter janthinus 95.8 Alphaproteobacteria
MEBIiC09554 Erythrobacter nanhaisediminis 95.9 Alphaproteobacteria
MEBIiC09555 Roseovarius nubinhibens 94.2 Alphaproteobacteria
MEBIiC09556 Vibrio tapeti 97.8 Gammaproteobacteria
MEBIiC09557 Vibrio atlanticus 96.9 Gammaproteobacteria
MEBIiC09558 Pontirhabdus pectinovorans 95.8 Bacteroidetes
MEBIiC09559 Flavivirga jejuensis 93.3 Bacteroidetes
MEBIiC09560 Roseovarius halocynthiae 96.9 Alphaproteobacteria
MEBIiC09561 Flavivirga jejuensis 94.7 Bacteroidetes
MEBIiC09562 Pelagibius litoralis 92 Alphaproteobacteria
MEBiC09563 Fabibacter halotolerans 95.1 Bacteroidetes
MEBIiC09564 Vibrio campbellii 98 Gammaproteobacteria
MEBIiC09565 Shimia isoporae 95.3 Alphaproteobacteria
MEBIiC09566 Kiloniella laminariae 94.6 Alphaproteobacteria
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MEBIiC09567 Ruegeria atlantica 96.2 Alphaproteobacteria
MEBIiC09568 Vibrio lentus 97.9 Gammaproteobacteria
MEBIiC09569 Algibacter lectus 91.4 Bacteroidetes
MEBiC09570 Flammeovirga kamogawensis 99.6 Bacteroidetes
MEBiC09571 Shewanella waksmanii 99.4 Gammaproteobacteria
MEBIiC09572 Erythrobacter nanhaisediminis 95.5 Alphaproteobacteria
MEBiC09573 Sphingopyxis_litoris 99.1 Alphaproteobacteria
MEBIiC09574 Aquimarina_macrocephali 96 Bacteroidetes
MEBIiC09575 Ruegeria halocynthiae 96.7 Alphaproteobacteria
MEBIiC09576 Aquimarina latercula 95.7 Bacteroidetes
MEBIiC09577 Aquimarina_litoralis 96.8 Bacteroidetes
MEBIiC09578 Ornithinimicrobium kibberense 98.3 Actinobacteria
MEBiC09579 Gordonia_terrae 98.4 Actinobacteria
MEBIiC09580 Staphylococcus caprae 98.8 Firmicutes
MEBIiC09581 Staphylococcus capitis 98.8 Firmicutes
MEBIiC09582 Shewanella colwelliana 100 Gammaproteobacteria
MEBIiC09583 Vibrio neocaledonicus 99.4 Gammaproteobacteria
MEBIiC09584 Halomonas ventosae 100 Gammaproteobacteria
MEBIiC09585 Microbulbifer maritimus 99.8 Gammaproteobacteria
MEBIiC09586 Tenacibaculum aiptasiae 96.9 Bacteroidetes
MEBIiC09587 Marinobacterium maritimum 98.5 Gammaproteobacteria
MEBiC09588 Pseudoalteromonas undina 99.8 Gammaproteobacteria
MEBiC09589 Kangiella koreensis 99.1 Gammaproteobacteria
MEBIiC09590 Vibrio kanaloae 100 Gammaproteobacteria
MEBIiC09591 Vibrio artabrorum 99.8 Gammaproteobacteria
MEBIiC09592 Marinobacter adhaerens 99.8 Gammaproteobacteria
MEBiC09593 Alteromonas genovensis 99.8 Gammaproteobacteria
MEBiC0959%4 Saccharospirillum impatiens 99 Gammaproteobacteria
MEBIiC09595 Albirhodobacter marinus 99.8 Alphaproteobacteria
MEBiC09596 Microbulbifer taiwanensis 99 Gammaproteobacteria
MEBiC09597 Hahella chejuensis 99.5 Gammaproteobacteria
MEBIiC09598 Marinobacterium_nitratireducens 98.9 Gammaproteobacteria
MEBIiC09599 Vibrio neocaledonicus 99.9 Gammaproteobacteria
MEBIiC09600 Marinobacter adhaerens 98.2 Gammaproteobacteria
MEBIiC09601 Olleya marilimosa 99.9 Bacteroidetes
MEBIiC09602 Vibrio neocaledonicus 99.2 Gammaproteobacteria
MEBIiC09603 Muricauda aquimarina 98.2 Bacteroidetes
MEBiC09604 Idiomarina salinarum 97.9 Gammaproteobacteria
MEBiC09605 Muricauda olearia 99.6 Bacteroidetes
MEBIiC09606 Haliea mediterranea 98.4 Gammaproteobacteria
MEBIiC09607 Marinobacter adhaerens 99.8 Gammaproteobacteria
MEBIiC09608 Tenacibaculum_litoreum 99.5 Bacteroidetes
MEBIiC09609 Marinobacter pelagius 98.9 Gammaproteobacteria
MEBIiC09610 Marinobacter flavimaris 98 Gammaproteobacteria
MEBIiC09611 Halomonas ventosae 100 Gammaproteobacteria
MEBiC09612 Spongiibacter borealis 98 Gammaproteobacteria
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MEBIiC09613 Alcanivorax venustensis 96.5 Gammaproteobacteria
MEBIiC09614 Labrenzia aggregata 100 Alphaproteobacteria
MEBIiC09615 Glaciecola mesophila 99.4 Gammaproteobacteria
MEBIiC09616 Sphingopyxis flavimaris 99.5 Alphaproteobacteria
MEBIiC09617 Marinobacter lipolyticus 99.9 Gammaproteobacteria
MEBiC09618 Marinobacter sediminum 98.1 Gammaproteobacteria
MEBiC09619 Alcanivorax_jadensis 99.4 Gammaproteobacteria
MEBIiC09620 Erythrobacter gaetbuli 95.9 Alphaproteobacteria
MEBIiC09621 Marinobacter litoralis 99.9 Gammaproteobacteria
MEBIiC09622 Algoriphagus halophilus 99.9 Bacteroidetes
MEBiC09623 Pseudomonas xanthomarina 99.1 Gammaproteobacteria
MEBiC09624 Marinobacter algicola 98.5 Gammaproteobacteria
MEBIiC09625 Seohaeicola saemankumensis 97.6 Alphaproteobacteria
MEBIiC09626 Kangiella koreensis 99.4 Gammaproteobacteria
MEBIiC09633 Allomonas_enterica 99.3 Gammaproteobacteria
MEBIiC09634 Leeuwenhoekiella palythoae 97 Bacteroidetes
MEBIiC09635 Pseudoalteromonas mariniglutinosa 95.4 Gammaproteobacteria
MEBIiC09636 Vibrio owensii 98 Gammaproteobacteria
MEBIiC09637 Halobacillus aidingensis 96.5 Firmicutes
MEBIiC09638 Alcanivorax dieselolei 97.1 Gammaproteobacteria
MEBiC09639 Sphingomonas paucimobilis 95.2 Alphaproteobacteria
MEBIiC09640 Allomonas enterica 96.5 Gammaproteobacteria
MEBIiC09641 Tistrella mobilis 99.2 Alphaproteobacteria
MEBiC09642 Cellulomonas hominis 99.8 Actinobacteria
MEBIiC09643 Rhizobium alkalisoli 97 Alphaproteobacteria
MEBIiC09644 Sphingobium lactosutens 98 Alphaproteobacteria
MEBIiC09645 Devosia subaequoris 98 Alphaproteobacteria
MEBiC09646 Prolixibacter bellariivorans 91.2 Bacteroidetes
MEBiC09647 Zunongwangia profunda 97.8 Bacteroidetes
MEBIiC09648 Pseudoalteromonas lipolytica 98 Gammaproteobacteria
MEBiC09649 Alteromonas _marina 82.2 Gammaproteobacteria
MEBiC09650 Thalassospira profundimaris 97.2 Alphaproteobacteria
MEBIiC09651 Roseivirga spongicola 99.9 Bacteroidetes
MEBIiC09652 Yangia pacifica 98.2 Alphaproteobacteria
MEBIiC09653 Shewanella upenei 99.1 Gammaproteobacteria
MEBIiC09654 Gaetbulibacter jejuensis 97.4 Bacteroidetes
MEBIiC09655 Alcanivorax dieselolei 98.1 Gammaproteobacteria
MEBIiC09656 Algoriphagus vanfongensis 98.9 Bacteroidetes
MEBIiC09657 Paracoccus seriniphilus 99.1 Alphaproteobacteria
MEBIiC09658 Microbacterium aquimaris 97 Actinobacteria
MEBIiC09659 Erythrobacter seohaensis 98.7 Alphaproteobacteria
MEBIiC09664 Idiomarina _altica 97.9 Gammaproteobacteria
MEBIiC09665 Idiomarina baltica 97.9 Gammaproteobacteria
MEBIiC09666 Idiomarina fontislapidosi 97.9 Gammaproteobacteria
MEBIiC09667 Idiomarina baltica 97.9 Gammaproteobacteria
MEBIiC09668 Idiomarina baltica 97.7 Gammaproteobacteria
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MEBIiC09669 Piscibacillus salipiscarius 98.1 Firmicutes
MEBIiC09670 Idiomarina baltica 97.9 Gammaproteobacteria
MEBIiC09671 Idiomarina fontislapidosi 97.4 Gammaproteobacteria
MEBiC09672 Idiomarina baltica 97.9 Gammaproteobacteria
MEBiC09673 Idiomarina baltica 97.9 Gammaproteobacteria
MEBiC09674 Piscibacillus halophilus 98.1 Firmicutes
MEBiC09675 Piscibacillus _salipiscarius 98.3 Firmicutes
MEBiC09676 Virgibacillus proomii 98.6 Firmicutes
MEBIiC09677 Idiomarina_fontislapidosi 97.4 Gammaproteobacteria
MEBIiC09678 Piscibacillus halophilus 98.1 Firmicutes
MEBIiC09679 Bacillus vietnamensis 99.5 Firmicutes
MEBIiC09680 Halomonas ventosae 100 Gammaproteobacteria
MEBiC09681 Bacillus taeanensis 99.9 Firmicutes
MEBIiC09682 Breoghania corrubedonensis 99 Alphaproteobacteria
MEBiC09683 Bacillus niabensis 98.5 Firmicutes
MEBIiC09684 Demequina_salsinemoris 99.1 Actinobacteria
MEBIiC09685 Halomonas variabilis 99 Gammaproteobacteria
MEBIiC09686 Halomonas denitrificans 99.9 Gammaproteobacteria
MEBIiC09687 Marinobacter salsuginis 98.9 Gammaproteobacteria
MEBIiC09688 Breoghania corrubedonensis 97.4 Alphaproteobacteria
MEBIiC09689 Halobacillus trueperi 99.9 Firmicutes
MEBiC09690 Halomonas dagiaonensis 99.3 Gammaproteobacteria
MEBiC09691 Bacillus megaterium 99.8 Firmicutes
MEBIiC09692 Bacillus hwajinpoensis 100 Firmicutes
MEBIiC09693 Sunxiuginia elliptica 96.4 Bacteroidetes
MEBIiC09694 Sunxiuginia elliptica 96.3 Bacteroidetes
MEBiC09695 Demequina lutea 99.2 Actinobacteria
MEBiC09696 Cohaesibacter marisflavi 99.8 Alphaproteobacteria
MEBiC09697 Exiguobacterium aestuarii 99.8 Firmicutes
MEBiC09698 Idiomarina sediminum 100 Gammaproteobacteria
MEBiC09699 Pseudomonas _taiwanensis 99.9 Gammaproteobacteria
MEBiC09700 Marinobacter hydrocarbonoclasticus 99.8 Gammaproteobacteria
MEBIiC09701 Oceanimonas smirnovii 100 Gammaproteobacteria
MEBiC09702 Microbacterium esteraromaticum 99.6 Actinobacteria
MEBiC09703 Caenispirillums alinarum 98.5 Alphaproteobacteria
MEBiC09704 Pseudomonas balearica 99.8 Gammaproteobacteria
MEBIiC09705 Nitratireductor aquimarinus 99.9 Alphaproteobacteria
MEBIiC09706 Idiomarina aquimaris 99.7 Gammaproteobacteria
MEBiC09707 Solibacillus silvestris 99.9 Firmicutes
MEBiC09708 Rhodococcus ruber 100 Actinobacteria
MEBiC09709 Lysinibacillus fusiformis 100 Firmicutes
MEBIiC09710 Bacillus thuringiensis 99.8 Firmicutes
MEBIiC09711 Bacillus thuringiensis 100 Firmicutes
MEBIiC09712 Idiomarina maritima 100 Gammaproteobacteria
MEBIiC09713 Bacillus anthracis 99.8 Firmicutes
MEBIiC09714 Idiomarina maritima 98.8 Gammaproteobacteria
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MEBIiC09715 Bacillus thuringiensis 100 Firmicutes
MEBIiC09716 Bacillus firmus 97.7 Firmicutes
MEBIiC09717 Lysinibacillus sphaericus 98.8 Firmicutes
MEBIiC09718 Lysinibacillus sphaericus 98.6 Firmicutes
MEBIiC09719 Lysinibacillus sphaericus 98.6 Firmicutes
MEBiC09720 Bacillus anthracis 99.7 Firmicutes
MEBIiC09721 Bacillus vietnamensis 95.1 Firmicutes
MEBIiC09722 Microbacterium esteraromaticum 99.4 Actinobacteria
MEBIiC09723 Lysinibacillus sphaericus 98.9 Firmicutes
MEBiC09724 Lysinibacillus macroides 99.4 Firmicutes
MEBIiC09725 Nitratireductor aquimarinus 100 Alphaproteobacteria
MEBIiC09726 Marinobacter hydrocarbonoclasticus 100 Gammaproteobacteria
MEBIiC09828 Bacillus jeotgali 99.4 Firmicutes
MEBiC09829 Bacillus vietnamensis 96.4 Firmicutes
MEBIiC09830 Marinobacter algicola 97.6 Gammaproteobacteria
MEBIiC09831 Bacillus berkeleyi 97.8 Firmicutes
MEBIiC09832 Candidatus Rohrkolberia cinguli 98.2 Gammaproteobacteria
MEBIiC09833 Bacillus hwajinpoensis 95 Firmicutes
MEBIiC09834 Bacillus jeotgali 99 Firmicutes
MEBIiC09835 Bacillus vietnamensis 99.4 Firmicutes
MEBIiC09836 Bacillus timonensis 98.1 Firmicutes
MEBIiC09837 Jeotgalibacillus marinus 98.1 Firmicutes
MEBIiC09838 Bacillus safensis 99.1 Firmicutes
MEBIiC09839 Bacillus hwajinpoensis 99.2 Firmicutes
MEBIiC09840 Bacillus vietnamensis 98.3 Firmicutes
MEBIiC09841 Halobacillus trueperi 98.7 Firmicutes
MEBiC09842 Bacillus aerophilus 98.2 Firmicutes
MEBiC09843 Bacillus vietnamensis 98.3 Firmicutes
MEBiC09844 Planococcus maritimus 97.5 Firmicutes
MEBiC09845 Bacillus soli 98.4 Firmicutes
MEBiC09846 Bacillus drentensis 98.1 Firmicutes
MEBiC09847 Bacillus alveayuensis 96.7 Firmicutes
MEBIiC09848 Bacillus aeolius 96.1 Firmicutes
MEBIiC09849 Bacillus alveayuensis 96.6 Firmicutes
MEBIiC09850 Bacillus alveayuensis 96.3 Firmicutes
MEBIiC09851 Thalassobacillus pellis 94.5 Firmicutes
MEBIiC09852 Halobacillus mangrovi 98.5 Firmicutes
MEBIiC09853 Bacillus safensis 97.4 Firmicutes
MEBIiC09854 Bacillus aquimaris 971.7 Firmicutes
MEBIiC09855 Bacillus vietnamensis 97.2 Firmicutes
MEBIiC09856 Bacillus oceanisediminis 97.1 Firmicutes
MEBIiC09857 Bacillus enclensis 98.3 Firmicutes
MEBIiC09858 Bacillus aerophilus 99.8 Firmicutes
MEBIiC09859 Bacillus clausii 92.3 Firmicutes
MEBIiC09860 Bacillus aeolius 98.4 Firmicutes
MEBIiC09861 Bacillus aerophilus 99.5 Firmicutes
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MEBIiC09862 Bacillus vietnamensis 98.4 Firmicutes
MEBIiC09863 Halomonas dagiaonensis 98.9 Gammaproteobacteria
MEBIiC09864 Paenibacillus lautus 98.8 Firmicutes
MEBiC09865 Lysinibacillus contaminans 97.2 Firmicutes
MEBiC09866 Bacillus safensis 98.8 Firmicutes
MEBiC09867 Bacillus aeolius 98.4 Firmicutes
MEBiC09868 Bacillus aeolius 98.4 Firmicutes
MEBiC09869 Geobacillus galactosidasius 94.6 Firmicutes
MEBIiC09870 Bacillus alveayuensis 99.8 Firmicutes
MEBIiC09871 Ureibacillus thermosphaericus 98.1 Firmicutes
MEBIiC09872 Piscibacillus halophilus 98.1 Firmicutes
MEBIiC09873 Chelativorans multitrophicus 96.6 Alphaproteobacteria
MEBIiC09874 Bacillus licheniformis 97.9 Firmicutes
MEBIiC09875 Chelativorans multitrophicus 96.6 Alphaproteobacteria
MEBiC09876 Bacillus aeolius 98.4 Firmicutes
MEBIiC09877 Saccharococcus thermophilus 95.6 Firmicutes
MEBiC09878 Bacillus _aeolius 98.4 Firmicutes
MEBIiC09879 Bacillus alveayuensis 96.6 Firmicutes
MEBIiC09880 Bacillus alveayuensis 96.6 Firmicutes
MEBIiC09881 Bacillus aeolius 98.4 Firmicutes
MEBIiC09882 Bacillus hwajinpoensis 98.8 Firmicutes
MEBiC09883 Pseudomonas pelagia 98 Gammaproteobacteria
MEBiC09884 Bacillus salsus 99.8 Firmicutes
MEBIiC09885 Bacillus luteolus 96.1 Firmicutes
MEBIiC09886 Staphylococcus warneri 99.4 Firmicutes
MEBiC09887 Bacillus vietnamensis 98.4 Firmicutes
MEBIiC09888 Jeotgalibacillus marinus 98.5 Firmicutes
MEBiC09889 Bacillus drentensis 98.7 Firmicutes
MEBiC09890 Sediminibacillus halophilus 98.2 Firmicutes
MEBiC09891 Halomonas vilamensis 97.4 Gammaproteobacteria
MEBiC09892 Halomonas variabilis 99.5 Gammaproteobacteria
MEBiC09893 Oceanobacillus picturae 99.7 Firmicutes
MEBIiC09894 Halomonas ventosae 99.6 Gammaproteobacteria
MEBiC09895 Halomonas gomseomensis 99.4 Gammaproteobacteria
MEBiC09896 Halomonas janggokensis 98.9 Gammaproteobacteria
MEBIiC09897 Halomonas fontilapidosi 98.7 Gammaproteobacteria
MEBIiC09898 Halomonas ventosae 99.6 Gammaproteobacteria
MEBIiC09899 Halomonas ventosae 99.6 Gammaproteobacteria
MEBiC09900 Halomonas taeanensis 98.2 Gammaproteobacteria
MEBIiC10659 Exiguobacterium oxidotolerans 95.7 Firmicutes
MEBIC10660 Bacillus aryabhattai 96 Firmicutes
MEBIiC10661 Bacillus aryabhattai 95.3 Firmicutes
MEBIiC10662 Bacillus drentensis 100 Firmicutes
MEBIC10663 Exiguobacterium oxidotolerans 98.7 Firmicutes
MEBIiC10664 Arthrobacter mysorens 98.3 Actinobacteria
MEBiC10665 Arthrobacter cryotolerans 97.1 Actinobacteria
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MEBIiC10666 Arthrobacter mysorens 96.7 Actinobacteria
MEBIiC10667 Exiguobacterium oxidotolerans 98.3 Firmicutes
MEBIiC10668 Psychrobacter fozii 98.9 Gammaproteobacteria
MEBIiC10669 Shewanella seohaensis 98.9 Gammaproteobacteria
MEBIiC10670 Bacillus aryabhattai 98.1 Firmicutes
MEBiC10671 Bacillus megaterium 98.8 Firmicutes
MEBIiC10672 Bacillus aryabhattai 98 Firmicutes
MEBIiC10673 Bacillus drentensis 96.6 Firmicutes
MEBIiC10674 Bacillus drentensis 97 Firmicutes
MEBIiC10675 Lysinibacillus sphaericus 98.7 Firmicutes
MEBIiC10676 Bacillus aryabhattai 97.4 Firmicutes
MEBIiC10677 Exiguobacterium_profundum 95.3 Firmicutes
MEBiC10678 Bacillus selenatarsenatis 98.2 Firmicutes
MEBiC10679 Bacillus cibi 97.3 Firmicutes
MEBIiC10680 Bacillus megaterium 99.1 Firmicutes
MEBIiC10681 Bacillus aryabhattai 97.1 Firmicutes
MEBIiC10682 Bacillus aryabhattai 99.3 Firmicutes
MEBiC10683 Lactobacillus curieae 97.1 Firmicutes
MEBIiC10684 Bacillus aryabhattai 95.9 Firmicutes
MEBIiC10685 Bacillus simplex 96.5 Firmicutes
MEBIiC10686 Bacillus simplex 97.4 Firmicutes
MEBIiC10687 Exiguobacterium oxidotolerans 98.9 Firmicutes
MEBIiC10688 Psychrobacter fozii 98.4 Gammaproteobacteria
MEBIiC10689 Flavobacterium algicola 99.5 Bacteroidetes
MEBIiC10690 Psychrobacter proteolyticus 99.8 Gammaproteobacteria
MEBIiC10691 Exiguobacterium profundum 97.4 Firmicutes
MEBIiC10692 Bacillus drentensis 98.1 Firmicutes
MEBiC10693 Arthrobacter mysorens 98.9 Actinobacteria
MEBiC10694 Deinococcus _aquaticus 96.4 Deinococcus-Thermus
MEBiC10695 Exiguobacterium_oxidotolerans 99.2 Firmicutes
MEBIiC10696 Bacillus aryabhattai 99.2 Firmicutes
MEBIiC10697 Bacillus simplex 99.6 Firmicutes
MEBIiC10698 Exiguobacterium oxidotolerans 98.9 Firmicutes
MEBiC10699 Bacillus soli 98 Firmicutes
MEBIiC10700 Bacillus aryabhattai 97.1 Firmicutes
MEBIiC10701 Psychrobacter proteolyticus 98.7 Gammaproteobacteria
MEBIiC10702 Bacillus infantis 96.5 Firmicutes
MEBiC10703 Bacillus drentensis 99.3 Firmicutes
MEBIiC10704 Bacillus aryabhattai 98.2 Firmicutes
MEBIiC10705 Bacillus marisflavi 96.8 Firmicutes
MEBIiC10706 Bacillus marisflavi 98.2 Firmicutes
MEBIiC10707 Bacillus jeotgali 96.8 Firmicutes
MEBIiC10708 Bacillus indicus 97.6 Firmicutes
MEBIiC10709 Bacillus aryabhattai 98.1 Firmicutes
MEBIiC10710 Bacillus vietnhamensis 99.1 Firmicutes
MEBiC10711 Lysinibacillus sphaericus 98.3 Firmicutes
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MEBIC10712 Bacillus aryabhattai 95.5 Firmicutes
MEBIC10713 Bacillus anthracis 98.6 Firmicutes
MEBIiC10714 Psychrobacter proteolyticus 98.3 Gammaproteobacteria
MEBIiC10715 Psychrobacter proteolyticus 95.3 Gammaproteobacteria
MEBIC10716 Psychrobacter proteolyticus 98.9 Gammaproteobacteria
MEBiC10717 Exiguobacterium oxidotolerans 98.4 Firmicutes
MEBIC10718 Bacillus subterraneus 96.2 Firmicutes
MEBIiC10719 Psychrobacter proteolyticus 97.4 Gammaproteobacteria
MEBIiC10720 Shewanella basaltis 97.4 Gammaproteobacteria
MEBIiC10721 Psychrobacter nivimaris 99.2 Gammaproteobacteria
MEBIiC10722 Psychrobacter proteolyticus 98.9 Gammaproteobacteria
MEBIiC10723 Bacillus aryabhattai 98.4 Firmicutes
MEBIiC10724 Flavobacterium algicola 98.7 Bacteroidetes
MEBIiC10725 Paenibacillus endophyticus 99.8 Firmicutes
MEBIiC10726 Flavobacterium daejeonense 99.1 Bacteroidetes
MEBIiC10727 Acinetobacter kyonggiensis 99.2 Gammaproteobacteria
MEBIiC11374 Pseudomonas_sihuiensis 95.6 Gammaproteobacteria
MEBIC11375 Chryseobacterium camelliae 98 Bacteroidetes
MEBIC11376 Sphingomonas panni 96.2 Alphaproteobacteria
MEBIC11377 Sphingomonas melonis 99.3 Alphaproteobacteria
MEBIC11378 Bacillus aerophilus 100 Firmicutes
MEBIC11379 Bacillus aerophilus 100 Firmicutes
MEBIiC11380 Pseudomonas sihuiensis 98.3 Gammaproteobacteria
MEBIC11381 Pseudomonas alcaligenes 96.9 Gammaproteobacteria
MEBIiC11382 Paraoerskovia sediminicola 98.1 Actinobacteria
MEBIC11383 Streptomyces olivochromogenes 99.3 Actinobacteria
MEBIC11384 Bacillus aerophilus 100 Firmicutes
MEBiC11385 Frondihabitans peucedani 100 Actinobacteria
MEBiC11386 Bacillus _stratosphericus 100 Firmicutes
MEBIiC11387 Paracoccus zeaxanthinifaciens 100 Alphaproteobacteria
MEBIiC11388 Bacillus siamensis 100 Firmicutes
MEBIiC11389 Pseudomonas cerdina 92.8 Gammaproteobacteria
MEBIiC11390 Pseudomonas pseudoalcaligenes 96.1 Gammaproteobacteria
MEBICI11391 Pseudomonas mendocina 98.1 Gammaproteobacteria
MEBIC11392 Microbacterium_oleivorans 99.3 Actinobacteria
MEBIiC11393 Paracoccus homiensis 98.6 Alphaproteobacteria
MEBIiC1139%4 Shinella kummerowiae 100 Alphaproteobacteria
MEBIiC11395 Microbacterium_testaceum 98.5 Actinobacteria
MEBIiC11396 Cellulomonas composti 98.1 Actinobacteria
MEBIC11398 Curtobacterium pusillum 99.3 Actinobacteria
MEBIC11399 Chryseobacterium camelliae 99.2 Bacteroidetes
MEBIiC11400 Bacillus infantis 98.1 Firmicutes
MEBIC11401 Sphingobacterium multivorum 99.7 Bacteroidetes
MEBIC11402 Pseudoxanthomonas mexicana 98.2 Gammaproteobacteria
MEBIC11403 Exiguobacterium oxidotolerans 99.6 Firmicutes
MEBIiC11404 Flavobacterium ginsengiterrae 99.5 Bacteroidetes
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MEBIiC11405 Flavobacterium ginsengiterrae 96.5 Bacteroidetes
MEBIiC11406 Exiguobacterium profundum 98.6 Firmicutes
MEBIiC11407 Pseudomonas hussainii 100 Gammaproteobacteria
MEBIiC11408 Bacillus aerophilus 100 Firmicutes
MEBIiC11409 Brevibacillus brevis 100 Firmicutes
MEBiC11410 Pseudomonas mendocina 99.7 Gammaproteobacteria
MEBiC11411 Enterobacter ludwigii 98.3 Gammaproteobacteria
MEBIiC11412 Curtobacterium_flaccumfaciens 99.5 Actinobacteria
MEBIC11413 Mycetocola manganoxydans 99.5 Actinobacteria
MEBIiC11414 Erwinia_billingiae 97.9 Gammaproteobacteria
MEBIiC11415 Bacillus anthracis 98.8 Firmicutes
MEBIiC11417 Sphingomonas_ginsenosidimutans 100 Alphaproteobacteria
MEBIiC11418 Pseudomonas cremoricolorata 97.7 Gammaproteobacteria
MEBIiC11419 Erwinia_billingiae 99.8 Gammaproteobacteria
MEBIiC11420 Sphingomonas melonis 98.9 Alphaproteobacteria
MEBIiC11421 Pectobacterium aroidearum 97.9 Gammaproteobacteria
MEBIiC11422 Stenotrophomonas maltophilia 99.8 Gammaproteobacteria
MEBIiC11423 Lysinibacillus_fusiformis 99.6 Firmicutes
MEBIiC11424 Lysinibacillus fusiformis 99.1 Firmicutes
MEBIC11425 Bacillus anthracis 99.1 Firmicutes
MEBIiC11426 Bacillus aryabhattai 100 Firmicutes
MEBIiC11427 Bacillus oceanisediminis 100 Firmicutes
MEBIiC11428 Bacillus safensis 98.2 Firmicutes
MEBIiC11429 Bacillus oceanisediminis 100 Firmicutes
MEBIiC11430 Bacillus safensis 97.6 Firmicutes
MEBiC11431 Bacillus taeanensis 100 Firmicutes
MEBiC11432 Paenibacillus alvei 100 Firmicutes
MEBiC11433 Paenibacillus _odorifer 99 Firmicutes
MEBiC11434 Paenibacillus _odorifer 97.1 Firmicutes
MEBiC11435 Vibrio cholerae 97.3 Gammaproteobacteria
MEBiC11436 Paracoccus limosus 99.7 Alphaproteobacteria
MEBIiC11437 Pseudomonas _sihuiensis 98.8 Gammaproteobacteria
MEBIiC11438 Rheinheimera aquimaris 98.8 Gammaproteobacteria
MEBIiC11439 Paracoccus zeaxanthinifaciens 99.8 Alphaproteobacteria
MEBIiC11440 Exiguobacterium oxidotolerans 100 Firmicutes
MEBIiC11441 Pseudomonas sihuiensis 99.7 Gammaproteobacteria
MEBIiC11442 Exiguobacterium acetylicum 98.6 Firmicutes
MEBIiC11443 Paracoccus zeaxanthinifaciens 99.6 Alphaproteobacteria
MEBIiC11444 Exiguobacterium_profundum 100 Firmicutes
MEBIiC11445 Bacillus safensis 98.8 Firmicutes
MEBIiC11446 Rheinheimera aquimaris 100 Gammaproteobacteria
MEBIiC11447 Paracoccus homiensis 98.5 Alphaproteobacteria
MEBIiC11448 Bacillus anthracis 100 Firmicutes
MEBIiC11449 Isoptericola dokdonensis 99.8 Actinobacteria
MEBIiC11450 Paracoccus zeaxanthinifaciens 98.6 Alphaproteobacteria
MEBIiC11451 Pseudomonas hussainii 99.6 Gammaproteobacteria
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MEBIC11452 Exiguobacterium acetylicum 98.1 Firmicutes
MEBIC11453 Vibrio alginolyticus 99.7 Gammaproteobacteria
MEBIiC11454 Vibrio azureus 99.1 Gammaproteobacteria
MEBIC11455 Algoriphagus halophilus 99.8 Bacteroidetes
MEBIC11456 Vibrio neocaledonicus 100 Gammaproteobacteria
MEBIiC11457 Thalassotalea ganghwensis 99.6 Gammaproteobacteria
MEBiC11458 Pseudoalteromonas xishaensis 96.1 Gammaproteobacteria
MEBIiC11459 Isoptericola dokdonensis 100 Actinobacteria
MEBIC11460 Bacillus oceanisediminis 99.8 Firmicutes
MEBIiC11461 Bacillus safensis 99.4 Firmicutes
MEBIiC11462 Demequina_salsinemoris 100 Actinobacteria
MEBIC11463 Fictibacillus barbaricus 99.4 Firmicutes
MEBIC11464 Salinimonas lutimaris 98.6 Gammaproteobacteria
MEBIiC11465 Halobacillus trueperi 94 Firmicutes
MEBiC11466 Halobacillus salinus 99.8 Firmicutes
MEBIC11467 Stakelama pacifica 100 Alphaproteobacteria
MEBiC11468 Sphingobium olei 99 Alphaproteobacteria
MEBIiC11469 Erythrobacter citreus 98.7 Alphaproteobacteria
MEBIiC11470 Brevundimonas mediterranea 99.6 Alphaproteobacteria
MEBiC11471 Sphingobium _olei 99.8 Alphaproteobacteria
MEBIC11472 Brevundimonas mediterranea 99.1 Alphaproteobacteria
MEBiC11473 Microbulbifer mangrovi 99.8 Gammaproteobacteria
MEBIiC11474 Microbulbifer maritimus 99.7 Gammaproteobacteria
MEBIC11475 Pseudoalteromonas piscicida 99.6 Gammaproteobacteria
MEBIC11476 Pseudoalteromonas shioyasakiensis 100 Gammaproteobacteria
MEBIC11477 Alteromonas tagae 99.2 Gammaproteobacteria
MEBIC11478 Pseudoalteromonas carrageenovora 98.5 Gammaproteobacteria
MEBIC11485 Aneurinibacillus danicus 99.1 Firmicutes
MEBIiC11486 Bacillus aeolius 98.6 Firmicutes
MEBIiC11487 Bacillus enclensis 99.3 Firmicutes
MEBIiC11488 Brevibacillus borstelensis 98.6 Firmicutes
MEBiC11489 Brevibacillus _aydinogluensis 97.6 Firmicutes
MEBIiC11490 Bacillus aeolius 99.3 Firmicutes
MEBIiC11491 Bacillus alveayuensis 98.3 Firmicutes
MEBIiC11492 Bacillus alveayuensis 99.1 Firmicutes
MEBiC11493 Brevibacillus thermoruber 98 Firmicutes
MEBIiC11494 Brevibacillus limnophilus 97.8 Firmicutes
MEBIiC11495 Aeribacillus pallidus 99.1 Firmicutes
MEBIiC11496 Aeribacillus pallidus 98.9 Firmicutes
MEBIiC11497 Bacillus alveayuensis 99.3 Firmicutes
MEBIiC11498 Aeribacillus pallidus 98.6 Firmicutes
MEBIiC11499 Bacillus alveayuensis 99.1 Firmicutes
MEBIC11500 Aeribacillus pallidus 96.9 Firmicutes
MEBIC11501 Aneurinibacillus danicus 99.2 Firmicutes
MEBIC11502 Aeribacillus pallidus 99 Firmicutes
MEBIC11503 Brevibacillus aydinogluensis 99.1 Firmicutes

- 123 -

Strain Best-matched neighbor Similarity (%) Division
MEBIiC11504 Brevibacillus aydinogluensis 99.8 Firmicutes
MEBIC11505 Brevibacillus brevis 98.2 Firmicutes
MEBIiC11506 Paenibacillus barengoltzii 99.6 Firmicutes
MEBIC11507 Bacillus aeolius 98.5 Firmicutes
MEBIiC11508 Bacillus aeolius 99 Firmicutes
MEBIiC11534 Rahnella aquatilis 99.6 Gammaproteobacteria
MEBIC11535 Aeromonas taiwanensis 99.8 Gammaproteobacteria
MEBIC11536 Exiguobacterium oxidotolerans 98.1 Firmicutes
MEBIiC11537 Bacillus hwajinpoensis 98.3 Firmicutes
MEBIC11538 Shewanella hafniensis 97 Gammaproteobacteria
MEBIiC11539 Acinetobacter parvus 99.1 Gammaproteobacteria
MEBIiC11540 Microbulbifer hydrolyticus 98.2 Gammaproteobacteria
MEBIC11541 Bacillus aquimaris 98.5 Firmicutes
MEBIC11542 Exiguobacterium oxidotolerans 99.1 Firmicutes
MEBIC11543 Microbulbifer hydrolyticus 99.5 Gammaproteobacteria
MEBIiC11544 Vibrio owensii 97.8 Gammaproteobacteria
MEBIiC11545 Vibrio gigantis 98.3 Gammaproteobacteria
MEBIiC11546 Aliivibrio sifiae 97.9 Gammaproteobacteria
MEBIC11547 Microbulbifer okinawensis 97.3 Gammaproteobacteria
MEBIiC11548 Azotobacter beijerinckii 98.1 Gammaproteobacteria
MEBIiC11549 Planococcus rifietoensis 96.8 Firmicutes
MEBIC11550 Photobacterium ganghwense 98.5 Gammaproteobacteria
MEBIC11551 Pseudoalteromonas issachenkonii 98.7 Gammaproteobacteria
MEBIC11552 Exiguobacterium acetylicum 98.3 Firmicutes
MEBIC11553 Shewanella baltica 92 Gammaproteobacteria
MEBIC11554 Pseudoalteromonas ulvae 98.8 Gammaproteobacteria
MEBIC11555 Pseudomonas koreensis 99.2 Gammaproteobacteria
MEBIC11556 Photobacterium halotolerans 95.5 Gammaproteobacteria
MEBIC11557 Pseudomonas koreensis 99.5 Gammaproteobacteria
MEBiC11558 Bacillus hwajinpoensis 98.8 Firmicutes
MEBIC11559 Bacillus anthracis 99.5 Firmicutes
MEBIiC11560 Pseudomonas psychrophila 97.8 Gammaproteobacteria
MEBIC11561 Pseudoalteromonas _atlantica 98.3 Gammaproteobacteria
MEBIC11562 Pseudoalteromonas prydzensis 97.9 Gammaproteobacteria
MEBIiC11563 Stenotrophomonas maltophilia 97.3 Gammaproteobacteria
MEBIiC11564 Pseudoalteromonas tunicata 97.8 Gammaproteobacteria
MEBIiC11565 Bacillus indicus 96.8 Firmicutes
MEBIiC11566 Bacillus vietnamensis 98.5 Firmicutes
MEBIC11567 Bacillus aryabhattai 98.7 Firmicutes
MEBIiC11568 Vibrio neocaledonicus 98.3 Gammaproteobacteria
MEBiC11569 Tenacibaculum_lutimaris 99.4 Bacteroidetes
MEBIC11570 Tenacibaculum_litoreum 98.8 Bacteroidetes
MEBIC11571 Vibrio neocaledonicus 99.2 Gammaproteobacteria
MEBIC11572 Sporosarcina saromensis 98.3 Firmicutes
MEBIC11573 Bacillus vietnamensis 99.5 Firmicutes
MEBIiC11574 Psychrobacter proteolyticus 99.5 Gammaproteobacteria
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MEBIC11575 Bacillus aryabhattal 97.8 Firmicutes
MEBIC11576 Flavobacterium ahnfeltiae 98.3 Bacteroidetes
MEBIC11577 Microbacterium maritypicum 97.9 Actinobacteria
MEBIC11578 Psychrobacter proteolyticus 97.3 Gammaproteobacteria
MEBIC11579 Pseudoalteromonas espejiana 97.8 Gammaproteobacteria
MEBIC11580 Tenacibaculum discolor 96.8 Bacteroidetes
MEBiC11581 Pseudoalteromonas_prydzensis 98.5 Gammaproteobacteria
MEBIiC11582 Bacillus hwajinpoensis 98.7 Firmicutes
MEBIC11583 Bacillus enclensis 98.3 Firmicutes
MEBIC11584 Vibrio neocaledonicus 99.4 Gammaproteobacteria
MEBIC11585 Vibrio sagamiensis 98.8 Gammaproteobacteria
MEBIC11586 Shewanella loihica 99.2 Gammaproteobacteria
MEBIC11587 Vibrio sagamiensis 98.3 Gammaproteobacteria
MEBIC11588 Pseudoalteromonas_espejiana 99.5 Gammaproteobacteria
MEBIiC11589 Exiguobacterium_indicum 98.6 Firmicutes
MEBIiC11590 Vibrio toranzoniae 98.5 Gammaproteobacteria
MEBIC11591 Vibrio toranzoniae 94.4 Gammaproteobacteria
MEBiC11592 Vibrio alginolyticus 98.1 Gammaproteobacteria
MEBIC11593 Bacillus vietnamensis 97.8 Firmicutes
MEBIC115%4 Bacillus aryabhattai 98.6 Firmicutes
MEBIC11595 Bacillus litoralis 99.1 Firmicutes
MEBIC11596 Bacillus anthracis 99.8 Firmicutes
MEBIC11597 Bacillus vietnamensis 97.5 Firmicutes
MEBIC11598 Bacillus oceanisediminis 98.2 Firmicutes
MEBIiC11599 Bacillus invictus 99.3 Firmicutes
MEBIC11600 Bacillus vietnamensis 97.1 Firmicutes
MEBIiC11601 Bacillus anthracis 100 Firmicutes
MEBiC11602 Pseudomonas _argentinensis 98.5 Gammaproteobacteria
MEBIiC11603 Albirhodobacter marinus 97.4 Alphaproteobacteria
MEBIiC11604 Bacillus enclensis 98.3 Firmicutes
MEBiC11605 Vibrio diazotrophicus 99.1 Gammaproteobacteria
MEBIC11606 Exiguobacterium oxidotolerans 99.2 Firmicutes
MEBIiC11607 Exiguobacterium oxidotolerans 99.2 Firmicutes
MEBIiC11849 Algoriphagus halophilus 99.8 Bacteroidetes
MEBIC11850 Pseudoalteromonas shioyasakiensis 99.9 Gammaproteobacteria
MEBIC11851 Alcanivorax dieselolei 99.1 Gammaproteobacteria
MEBiC11852 Muricauda lutimaris 98.8 Bacteroidetes
MEBIiC11853 Tenacibaculum _litoreum 97.9 Bacteroidetes
MEBIiC11854 Thalassospira xianhensis 99.5 Alphaproteobacteria
MEBIC11855 Corallibacter vietnamensis 99.5 Bacteroidetes
MEBIC11856 Algoriphagus zhangzhouensis 99.8 Bacteroidetes
MEBIC11857 Vibrio neocaledonicus 99.7 Gammaproteobacteria
MEBIC11858 Roseivirga spongicola 100 Bacteroidetes
MEBIC11859 Alcanivorax venustensis 100 Gammaproteobacteria
MEBIC11860 Cobetia marina 98.7 Gammaproteobacteria
MEBIiC11861 Nisaea denitrificans 97.6 Alphaproteobacteria
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MEBIiC11862 Alcanivorax jadensis 99.2 Gammaproteobacteria
MEBIiC11863 Thalassospira permensis 99.9 Alphaproteobacteria
MEBIiC11864 Alcanivorax xenomutans 100 Gammaproteobacteria
MEBIiC11865 Thalassospira permensis 99.8 Alphaproteobacteria
MEBIiC11866 Shewanella indica 99 Gammaproteobacteria
MEBIC11867 Marinobacter hydrocarbonoclasticus 99.9 Gammaproteobacteria
MEBIiC11868 Muricauda olearia 98.7 Bacteroidetes
MEBIiC11869 Vibrio furnissii 99.9 Gammaproteobacteria
MEBIiC11870 Aestuariispira_insulae 89.2 Alphaproteobacteria
MEBIC11871 Vibrio proteolyticus 99.3 Gammaproteobacteria
MEBIiC11872 Shewanella haliotis 99.9 Gammaproteobacteria
MEBIC11873 Alteromonas macleodii 99.9 Gammaproteobacteria
MEBIiC11874 Geobacillus galactosidasius 99.9 Firmicutes
MEBIiC11875 Bacillus aeolius 96.9 Firmicutes
MEBIC11876 Ureibacillus thermosphaericus 98.9 Firmicutes
MEBIiC11877 Bacillus kokeshiiformis 99.8 Firmicutes
MEBIiC12104 Pseudoalteromonas spongiae 99.9 Gammaproteobacteria
MEBIiC12105 Pseudoalteromonas spongiae 99.2 Gammaproteobacteria
MEBIiC12106 Ruegeria faecimaris 100 Alphaproteobacteria
MEBIiC12107 Shewanella aquimarina 98.6 Gammaproteobacteria
MEBIiC12108 Pseudoalteromonas spongiae 98.5 Gammaproteobacteria
MEBIiC12109 Algoriphagus zhangzhouensis 99.2 Bacteroidetes
MEBIC12110 Shewanella algae 100 Gammaproteobacteria
MEBICI12111 Paracoccus lutimaris 97.6 Alphaproteobacteria
MEBICI12112 Shewanella algae 99.6 Gammaproteobacteria
MEBIiC12113 Staphylococcus auricularis 100 Firmicutes
MEBIiC12114 Pasteurella testudinis 99.2 Gammaproteobacteria
MEBIiC12115 Pseudoalteromonas_flavipulchra 98.7 Gammaproteobacteria
MEBiC12116 Shewanella_litorisediminis 99.1 Gammaproteobacteria
MEBiC12117 Shewanella_algae 98.7 Gammaproteobacteria
MEBiC12118 Pseudoalteromonas _spongiae 99.9 Gammaproteobacteria
MEBiC12119 Aestuariibacter aggregatus 100 Gammaproteobacteria
MEBIiC12120 Shewanella litorisediminis 98.7 Gammaproteobacteria
MEBIiC12121 Shewanella aquimarina 98.8 Gammaproteobacteria
MEBIiC12122 Vibrio sinaloensis 96.1 Gammaproteobacteria
MEBIiC12123 Vibrio sinaloensis 96.2 Gammaproteobacteria
MEBIiC12124 Vibrio neocaledonicus 99.9 Gammaproteobacteria
MEBIiC12125 Pseudoalteromonas spongiae 97.8 Gammaproteobacteria
MEBIiC12126 Shewanella arctica 100 Gammaproteobacteria
MEBIiC12127 Alteromonas gracilis 99.1 Gammaproteobacteria
MEBIiC12128 Vibrio hyugaensis 99.4 Gammaproteobacteria
MEBIiC12129 Pseudoalteromonas shioyasakiensis 99.1 Gammaproteobacteria
MEBIiC12130 Aliiroseovarius crassostreae 99.5 Alphaproteobacteria
MEBIC12131 Bacillus enclensis 100 Firmicutes
MEBIiC12132 Mesoflavibacter sabulilitoris 98.3 Bacteroidetes
MEBiC12133 Microbulbifer salipaludis 99.8 Gammaproteobacteria
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MEBIiC12134 Pseudoalteromonas flavipulchra 100 Gammaproteobacteria
MEBIC12135 Lacinutrix venerupis 99.9 Bacteroidetes
MEBIC12136 Shewanella algae 99.4 Gammaproteobacteria
MEBIiC12137 Shewanella marisflavi 98.9 Gammaproteobacteria
MEBIiC12138 Shewanella algae 100 Gammaproteobacteria
MEBIiC12139 Muricauda lutimaris 99 Bacteroidetes
MEBiC12140 Shewanella algae 99 Gammaproteobacteria
MEBiC12141 Alteromonas _gracilis 99.8 Gammaproteobacteria
MEBIiC12142 Lewinella persica 94.2 Bacteroidetes
MEBIiC12143 Maribacter dokdonensis 99 Bacteroidetes
MEBIiC12144 Maribacter dokdonensis 99 Bacteroidetes
MEBIiC12145 Sagittula marina 97.5 Alphaproteobacteria
MEBIiC12146 Shewanella algae 99.9 Gammaproteobacteria
MEBIiC12147 Nonlabens tegetincola 100 Bacteroidetes
MEBIiC12148 Alteromonas gracilis 98.9 Gammaproteobacteria
MEBIiC12149 Alteromonas gracilis 98.9 Gammaproteobacteria
MEBiC12150 Erythrobacter vulgaris 99.7 Alphaproteobacteria
MEBIC12151 Leeuwenhoekiella aequorea 94.5 Bacteroidetes
MEBIC12152 Shewanella algae 99.4 Gammaproteobacteria
MEBIC12153 Shewanella algae 99.6 Gammaproteobacteria
MEBIC12158 Psychroflexus halocasei 95.3 Bacteroidetes
MEBICI12159 Roseovarius pacificus 99.4 Alphaproteobacteria
MEBIC12160 Marinobacter adhaerens 99.6 Gammaproteobacteria
MEBIC12161 Roseovarius pacificus 99.3 Alphaproteobacteria
MEBIC12162 Marinobacter algicola 99 Gammaproteobacteria
MEBIiC12163 Roseivivax halotolerans 98.7 Alphaproteobacteria
MEBIiC12164 Marinobacter algicola 98.6 Gammaproteobacteria
MEBIiC12165 Halomonas ventosae 100 Gammaproteobacteria
MEBIiC12166 Marinobacter adhaerens 100 Gammaproteobacteria
MEBiC12167 Marinobacter persicus 98.8 Gammaproteobacteria
MEBiC12168 Idiomarina_abyssalis 99.2 Gammaproteobacteria
MEBIiC12169 Halomonas_fontilapidosi 98.7 Gammaproteobacteria
MEBIiC12170 Palleronia abyssalis 97.5 Alphaproteobacteria
MEBICI12171 Brevibacterium epidermidis 99.1 Actinobacteria
MEBICI2172 Planococcus salinarum 98.7 Firmicutes
MEBIC12173 Halomonas idingensis 98.2 Gammaproteobacteria
MEBIiC12174 Kocuria turfanensis 98.3 Actinobacteria
MEBIC12175 Erythrobacter citreus 98 Alphaproteobacteria
MEBIiC12176 Brevibacterium_siliguriense 98.9 Actinobacteria
MEBIC12177 Palleronia abyssalis 97.5 Alphaproteobacteria
MEBIC12178 Marinobacter algicola 98.5 Gammaproteobacteria
MEBIC12179 Muricauda ruestringensis 98.7 Bacteroidetes
MEBIiC12180 Seohaeicola westpacificensis 98.7 Alphaproteobacteria
MEBIC12181 Marinobacter algicola 98.3 Gammaproteobacteria
MEBiC12182 Kocuria sediminis 99.3 Actinobacteria
MEBiC12183 Planomicrobium okeanokoites 99.8 Firmicutes
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MEBIiC12184 Roseivivax isoporae 95.5 Alphaproteobacteria
MEBIiC12185 Marinobacter segnicrescens 96.5 Gammaproteobacteria
MEBIiC12186 Planococcus rifietoensis 99.9 Firmicutes
MEBIiC12187 Palleronia abyssalis 97.5 Alphaproteobacteria
MEBIiC12188 Salegentibacter mishustinae 99.8 Bacteroidetes
MEBIiC12189 Roseivivax halotolerans 100 Alphaproteobacteria
MEBiC12190 Marinobacter adhaerens 99.5 Gammaproteobacteria
MEBIiC12191 Maritimibacter alkaliphilus 96.9 Alphaproteobacteria
MEBIiC12192 Kocuria turfanensis 100 Actinobacteria
MEBIiC12193 Loktanella soesokkakensis 100 Alphaproteobacteria
MEBIiC1219%4 Alteromonas _halophila 98.1 Gammaproteobacteria
MEBIiC12195 Thalassobius aestuarii 99.8 Alphaproteobacteria
MEBIiC12196 Marinobacter sediminum 98.6 Gammaproteobacteria
MEBIiC12197 Algoriphagus halophilus 100 Bacteroidetes
MEBIiC12198 Formosa spongicola 96 Bacteroidetes
MEBiC12199 Muricauda_lutimaris 99.8 Bacteroidetes
MEBIiC12200 Bacillus aerophilus 99.5 Firmicutes
MEBIiC12201 Bacillus hwajinpoensis 99.6 Firmicutes
MEBIiC12202 Bacillus enclensis 100 Firmicutes
MEBIiC12203 Bacillus amyloliquefaciens 99.9 Firmicutes
MEBIiC12204 Pseudoalteromonas piscicida 100 Gammaproteobacteria
MEBIiC12205 Shewanella loihica 99.9 Gammaproteobacteria
MEBIiC12206 Ruegeria mobilis 100 Alphaproteobacteria
MEBIiC12207 Alteromonas litorea 98.6 Gammaproteobacteria
MEBIiC12208 Bacillus aerophilus 99 Firmicutes
MEBIiC12209 Pseudoalteromonas rubra 98.9 Gammaproteobacteria
MEBiC12210 Halomonas songnenensis 100 Gammaproteobacteria
MEBIiC12211 Psychroflexus sediminis 98.2 Bacteroidetes
MEBiC12212 Idiomarina_seosinensis 98.3 Gammaproteobacteria
MEBIiC12213 Marinobacter adhaerens 100 Gammaproteobacteria
MEBiC12214 Marinobacter adhaerens 100 Gammaproteobacteria
MEBIiC12215 Halomonas xianhensis 99.9 Gammaproteobacteria
MEBIiC12216 Thioclava atlantica 98.5 Alphaproteobacteria
MEBIiC12217 Halomonas fontilapidosi 100 Gammaproteobacteria
MEBIiC12218 Psychrobacter fulvigenes 98.4 Gammaproteobacteria
MEBIiC12219 Psychrobacter fulvigenes 98.7 Gammaproteobacteria
MEBIiC12220 Halomonas xianhensis 99.1 Gammaproteobacteria
MEBIiC12221 Idiomarina halophila 99.8 Gammaproteobacteria
MEBiC12222 Tamlana crocina 99.2 Bacteroidetes
MEBIiC12223 Roseivivax halotolerans 99.9 Alphaproteobacteria
MEBIiC12476 Aliiglaciecola coringensis 96.5 Gammaproteobacteria
MEBIiC12477 Marinobacterium_rhizophilum 96.6 Gammaproteobacteria
MEBIiC12478 Aliidiomarina maris 91.4 Gammaproteobacteria
MEBIiC12479 Psychroflexus sediminis 97.5 Bacteroidetes
MEBIiC12480 Tenacibaculum lutimaris 100 Bacteroidetes
MEBIiC12481 Marinobacter litoralis 98.9 Gammaproteobacteria
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MEBIiC12482 Ruegeria conchae 95.7 Alphaproteobacteria
MEBIiC12483 Lacinutrix venerupis 99.9 Bacteroidetes
MEBIiC12484 Phaeobacter inhibens 88 Alphaproteobacteria
MEBIiC12485 Habhella chejuensis 99.2 Gammaproteobacteria
MEBIiC12486 Bacillus aquimaris 98.3 Firmicutes
MEBIiC12487 Halobacillus locisalis 99.6 Firmicutes
MEBiC12488 Bacillus _aerophilus 95.9 Firmicutes
MEBiC12489 Fictibacillus phosphorivorans 98.8 Firmicutes
MEBIiC12490 Fictibacillus barbaricus 98.5 Firmicutes
MEBIiC12491 Salinimicrobium xinjiangense 97.7 Bacteroidetes
MEBIiC12492 Idiomarina_seosinensis 99.5 Gammaproteobacteria
MEBiC12493 Gramella marina 99 Bacteroidetes
MEBIiC12494 Idiomarina abyssalis 99.7 Gammaproteobacteria
MEBIiC12495 Idiomarina_halophila 100 Gammaproteobacteria
MEBIiC12496 Muricauda ruestringensis 99.2 Bacteroidetes
MEBIiC12497 Idiomarina seosinensis 99.6 Gammaproteobacteria
MEBiC12498 Idiomarina_halophila 100 Gammaproteobacteria
MEBiC12499 Algoriphagus halophilus 100 Bacteroidetes
MEBIiC12500 Planococcus donghaensis 91.2 Firmicutes
MEBIiC12501 Pontibacillus chungwhensis 98.9 Firmicutes
MEBIiC12502 Halomonas taeanensis 97.4 Gammaproteobacteria
MEBIiC12503 Pontibacillus chungwhensis 99.4 Firmicutes
MEBIiC12504 Pontibacillus chungwhensis 97.7 Firmicutes
MEBIiC12505 Bacillus haikouensis 63.7 Firmicutes
MEBIiC12506 Bacillus hwajinpoensis 99.8 Firmicutes
MEBiC12507 Gaetbulibacter saemankumensis 99.2 Bacteroidetes
MEBIiC12508 Bacillus megaterium 98.9 Firmicutes
MEBIC12509 Gaetbulibacter saemankumensis 99.6 Bacteroidetes
MEBICI12510 Polaribacter dokdonensis 99.7 Bacteroidetes
MEBiC12511 Pseudophaeobacter arcticus 97.9 Alphaproteobacteria
MEBiC12512 Aquimarina_latercula 99.9 Bacteroidetes
MEBIiC12513 Maribacter dokdonensis 96.3 Bacteroidetes
MEBIC12514 Zobellia russellii 99.9 Bacteroidetes
MEBIC12515 Tamlana agarivorans 99.8 Bacteroidetes
MEBIiC12516 Bacillus jeotgali 99.5 Firmicutes
MEBIC12517 Erythrobacter gangjinensis 96.2 Alphaproteobacteria
MEBiC12518 Tenacibaculum _litoreum 100 Bacteroidetes
MEBIiC12519 Thalassotalea ganghwensis 95.3 Gammaproteobacteria
MEBiC12520 Bacillus subterraneus 99.5 Firmicutes
MEBIC12521 Erythrobacter citreus 98.3 Alphaproteobacteria
MEBIiC12522 Psychrobacter nivimaris 99.1 Gammaproteobacteria
MEBIiC12523 Exiguobacterium oxidotolerans 84.6 Firmicutes
MEBIiC12524 Pseudoalteromonas antarctica 98.9 Gammaproteobacteria
MEBIC12525 Ahrensia kielensis 98.7 Gammaproteobacteria
MEBIiC12526 Pseudoalteromonas agarivorans 95.4 Gammaproteobacteria
MEBIiC12527 Lacinutrix jangbogonensis 95.1 Bacteroidetes
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MEBIiC12528 Cobetia amphilecti 99.1 Gammaproteobacteria
MEBIiC12529 Rhizobium larrymoorei 98.4 Alphaproteobacteria
MEBIiC12530 Maribacter dokdonensis 99.6 Bacteroidetes
MEBIiC12531 Microbulbifer salipaludis 97.4 Gammaproteobacteria
MEBIiC12532 Microbulbifer salipaludis 98.1 Gammaproteobacteria
MEBiC12533 Paenibacillus polymyxa 99.6 Firmicutes
MEBiC12534 Bacillus safensis 100 Firmicutes
MEBIiC12535 Lysinibacillus fusiformis 100 Firmicutes
MEBIiC12536 Bacillus methylotrophicus 99.9 Firmicutes
MEBIiC12537 Bacillus aerophilus 99.1 Firmicutes
MEBIiC12538 Bacillus anthracis 99.9 Firmicutes
MEBIiC12539 Micromonospora sediminicola 99.8 Actinobacteria
MEBiC12541 Bacillus indicus 99.9 Firmicutes
MEBiC12542 Bacillus cibi 99.6 Firmicutes
MEBIiC12543 Fictibacillus phosphorivorans 100 Firmicutes
MEBIiC12544 Bacillus simplex 100 Firmicutes
MEBIiC12545 Bacillus aryabhattai 100 Firmicutes
MEBIiC12546 Bacillus megaterium 100 Firmicutes
MEBIiC12547 Bacillus cereus 100 Firmicutes
MEBIiC12548 Bacillus subtilis 99.9 Firmicutes
MEBIiC12549 Paenibacillus lautus 98.9 Firmicutes
MEBIiC12550 Bacillus muralis 100 Firmicutes
MEBIiC12551 Lysinibacillus pakistanensis 100 Firmicutes
MEBIiC12552 Fictibacillusbarbaricus 100 Firmicutes
MEBIiC12553 Paenibacillus xylanexedens 98.6 Firmicutes
MEBIiC12554 Bacillus subtilis 99.9 Firmicutes
MEBIiC12555 Melghiribacillus thermohalophilus 98.4 Firmicutes
MEBIiC12556 Melghiribacillus thermohalophilus 98.4 Firmicutes
MEBIiC12557 Melghiribacillus thermohalophilus 98.1 Firmicutes
MEBIiC12558 Marinobacter lutaoensis 99.9 Gammaproteobacteria
MEBiC12559 Marinobacter lutaoensis 99.7 Gammaproteobacteria
MEBIiC12560 Marinobacter lutaoensis 96.8 Gammaproteobacteria
MEBIiC12561 Melghiribacillus thermohalophilus 98.9 Firmicutes
MEBIiC12562 Halomonas campisalis 99.4 Gammaproteobacteria
MEBIiC12563 Melghiribacillus thermohalophilus 98.4 Firmicutes
MEBIiC12564 Melghiribacillus thermohalophilus 98.4 Firmicutes
MEBIiC12565 Piscibacillus halophilus 100 Firmicutes
MEBIC12566 Marinobacter lutaoensis 96.7 Gammaproteobacteria
MEBIiC12567 Halobacillus trueperi 99.3 Firmicutes
MEBIiC12568 Halobacillus kuroshimensis 99.2 Firmicutes
MEBIiC12569 Halobacillus yeomjeoni 97.4 Firmicutes
MEBIiC12570 Oceanobacillus picturae 99.4 Firmicutes
MEBIiC12571 Halobacillus trueperi 99.4 Firmicutes
MEBIiC12572 Oceanobacillus manasiensis 98.6 Firmicutes
MEBiC12573 Thalassobacillus devorans 97.4 Firmicutes
MEBIiC12574 Pontibacillus chungwhensis 98.3 Firmicutes
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MEBIC12575 Halobacillus kuroshimensis 99.6 Firmicutes
MEBIiC12576 Halobacillus trueperi 99.9 Firmicutes
MEBIiC12577 Bacillus vietnamensis 99.8 Firmicutes
MEBIC12578 Bacillus vietnamensis 99.7 Firmicutes
MEBIC12579 Bacillus vietnamensis 99.9 Firmicutes
MEBIiC12580 Bacillus vietnamensis 99.1 Firmicutes
MEBiC12581 Halobacillus trueperi 99.8 Firmicutes
MEBIiC12595 Pseudoalteromonas shioyasakiensis 100 Gammaproteobacteria
MEBIiC12596 Alteromonas macleodii 99.9 Gammaproteobacteria
MEBIiC12597 Vibrio owensii 100 Gammaproteobacteria
MEBIiC12598 Vibrio jasicida 100 Gammaproteobacteria
MEBIiC12599 Bowmanella pacifica 98.9 Gammaproteobacteria
MEBIiC12600 Kosakonia cowanii 100 Gammaproteobacteria
MEBIiC12601 Klebsiella michiganensis 99.6 Gammaproteobacteria
MEBIiC12602 Cellulophaga geojensis 100 Bacteroidetes
MEBIiC12603 Photobacterium damselae 99.9 Gammaproteobacteria
MEBiC12604 Tateyamaria_pelophila 99 Alphaproteobacteria
MEBiC12605 Alteromonas_gracilis 99.7 Gammaproteobacteria
MEBIiC12606 Alteromonas marina 99.7 Gammaproteobacteria
MEBIiC12607 Pantoea septica 98.6 Gammaproteobacteria
MEBIiC12608 Marinomonas pontica 100 Gammaproteobacteria
MEBIiC12609 Mesoflavibacter sabulilitoris 100 Bacteroidetes
MEBIC12610 Microbacterium_oleivorans 100 Actinobacteria
MEBIC12611 Celeribacter halophilus 100 Alphaproteobacteria
MEBIC12612 Leucothrix pacifica 97.3 Gammaproteobacteria
MEBIiC12613 Pseudomaricurvus alkylphenolicus 94.2 Gammaproteobacteria
MEBIC12614 Sediminicola luteus 98.6 Bacteroidetes
MEBiC12615 Kocuria_polaris 100 Actinobacteria
MEBiC12616 Maribacter polysiphoniae 96.2 Bacteroidetes
MEBIiC12617 Chromohalobacter nigrandesensis 94.2 Gammaproteobacteria
MEBiC12618 Microbulbifer epialgicus 99.1 Gammaproteobacteria
MEBIiC12619 Aquimarina latercula 100 Bacteroidetes
MEBIiC12620 Vibrio neocaledonicus 99.6 Gammaproteobacteria
MEBIiC12621 Vibrio crassostreae 100 Gammaproteobacteria
MEBIiC12622 Cellulophaga lIytica 100 Bacteroidetes
MEBiC12623 Maribacter dokdonensis 99.3 Bacteroidetes
MEBiC12624 Tenacibaculum_aestuarii 98.2 Bacteroidetes
MEBiC12625 Nonlabens dokdonensis 99.6 Bacteroidetes
MEBIiC12626 Bacillus algicola 100 Firmicutes
MEBIC12627 Winogradskyella echinorum 99.9 Bacteroidetes
MEBIiC12628 Exiguobacterium aurantiacum 99.9 Firmicutes
MEBIiC12629 Paracoccus homiensis 99.7 Alphaproteobacteria
MEBIiC12630 Exiguobacterium aestuarii 99.9 Firmicutes
MEBIiC12631 Postechiella marina 100 Bacteroidetes
MEBIiC12632 Bacillus mycoides 99.7 Firmicutes
MEBIiC12633 Vibrio owensii 100 Gammaproteobacteria
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MEBIiC12634 Fictibacillus phosphorivorans 99.8 Firmicutes
MEBIiC12635 Colwellia aestuarii 99.8 Gammaproteobacteria
MEBIiC12636 Polaribacter butkevichii 97 Bacteroidetes
MEBIiC12637 Olleya marilimosa 98.9 Bacteroidetes
MEBIiC12638 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIiC12639 Pseudoalteromonas haloplanktis 76.7 Gammaproteobacteria
MEBiC12640 Pseudoalteromonas _agarivorans 100 Gammaproteobacteria
MEBIiC12641 Algibacter mikhailovii 99.8 Bacteroidetes
MEBIiC12642 Labrenzia alexandrii 100 Alphaproteobacteria
MEBIiC12643 Aquimarina megaterium 99.4 Bacteroidetes
MEBIiC12644 Aquimarina longa 96.8 Bacteroidetes
MEBIiC12645 Shewanella arctica 99.3 Gammaproteobacteria
MEBIiC12646 Lacinutrix mariniflava 97.1 Bacteroidetes
MEBIiC12647 Photobacterium swingsii 99.6 Gammaproteobacteria
MEBIiC12648 Dokdonia genika 99.8 Bacteroidetes
MEBIiC12649 Microbulbifer hydrolyticus 99.8 Gammaproteobacteria
MEBIiC12650 Flavobacterium ponti 99.4 Bacteroidetes
MEBIiC12651 Sulfitobacter pontiacus 99.7 Alphaproteobacteria
MEBIiC12652 Lacinutrix venerupis 99.1 Bacteroidetes
MEBIiC12653 Bacillus aerophilus 100 Firmicutes
MEBIiC12654 Pseudoalteromonas piscicida 100 Gammaproteobacteria
MEBIiC12655 Microbacterium oleivorans 100 Actinobacteria
MEBIiC12656 Marinomonas pontica 100 Gammaproteobacteria
MEBIiC12657 Winogradskyella poriferorum 99.8 Bacteroidetes
MEBIiC12658 Kangiella taiwanensis 98.9 Gammaproteobacteria
MEBIiC12659 Pseudoalteromonas flavipulchra 100 Gammaproteobacteria
MEBIiC12660 Pseudoalteromonas tetraodonis 99.9 Gammaproteobacteria
MEBIiC12661 Flavobacterium jumunjinense 97.9 Bacteroidetes
MEBiC12662 Vibrio azureus 100 Gammaproteobacteria
MEBIiC12663 Kocuria rosea 99.7 Actinobacteria
MEBIiC12664 Streptomyces ambofaciens 100 Actinobacteria
MEBiC12665 Cellulophaga geojensis 99.9 Bacteroidetes
MEBIiC12666 Bacillus aerophilus 100 Firmicutes
MEBIiC12667 Bacillus aryabhattai 100 Firmicutes
MEBIiC12668 Exiguobacterium indicum 100 Firmicutes
MEBIiC12669 Microbulbifer variabilis 99.7 Gammaproteobacteria
MEBIiC12670 Nautella italica 100 Alphaproteobacteria
MEBIiC12671 Ruegeria atlantica 99.8 Alphaproteobacteria
MEBiC12672 Tenacibaculum_litoreum 100 Bacteroidetes
MEBIiC12673 Tenacibaculum mesophilum 99.5 Bacteroidetes
MEBIiC12674 Tenacibaculum skagerrakense 99 Bacteroidetes
MEBIC12675 Vibrio azureus 100 Gammaproteobacteria
MEBIiC12676 Vibrio neocaledonicus 99.5 Gammaproteobacteria
MEBIiC12677 Reinekea marinisedimentorum 95.8 Gammaproteobacteria
MEBIiC12678 Agrococcus carbonis 98.6 Actinobacteria
MEBiC12679 Aquimarina amphilecti 99.7 Bacteroidetes
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MEBIiC12925 Clostridium aestuarii 96.7 Firmicutes
MEBIiC12926 Clostridium sporosphaeroides 91.8 Firmicutes
MEBIiC12927 Bacteroides thetaiotaomicron 96.6 Bacteroidetes
MEBIiC12928 Terrisporobacter mayombei 99.5 Firmicutes
MEBiC12929 Brassicibacter thermophilus 94.7 Firmicutes
MEBIiC12930 Robinsoniella  peoriensis 94.9 Firmicutes
MEBIiC12931 Clostridium _methylpentosum 90.6 Firmicutes
MEBIiC12932 Moorella_thermoacetica 99.7 Firmicutes
MEBiC12933 Clostridium_acetobutyricum 96.8 Firmicutes
MEBIiC12934 Abyssisolibacter fermentans 92.7 Firmicutes

Strain Best-matched neighbor Similarity (%) Division
MEBiC08841 Azoarcus communis 96.3 Betaproteobacteria
MEBiC08842 Azoarcus communis 95.8 Betaproteobacteria
MEBIiC08843 Azoarcus communis 95.5 Betaproteobacteria
MEBiC08844 Bacillus algicola 97.3 Firmicutes
MEBiC08845 Bacillus anthracis 99.1 Firmicutes
MEBIiC08846 Bacillus anthracis 99.6 Firmicutes
MEBiC08847 Bacillus aquimaris 98.2 Firmicutes
MEBIiC08848 Bacillus aquimaris 98.1 Firmicutes
MEBiC08849 Bacillus_aryabhattai 97.5 Firmicutes
MEBIiC08850 Bacillus barbaricus 99.4 Firmicutes
MEBIiC08851 Bacillus cibi 99.3 Firmicutes
MEBIiC08852 Bacillus firmus 98.1 Firmicutes
MEBiC08853 Bacillus firmus 98.2 Firmicutes
MEBiC08854 Bacillus flexus 99.4 Firmicutes
MEBIiC08855 Bacillus ginsengihumi 98.4 Firmicutes
MEBIiC08856 Bacillus indicus 98.8 Firmicutes
MEBiC08857 Bacillus megaterium 98.3 Firmicutes
MEBiC08858 Bacillus oceanisediminis 98.2 Firmicutes
MEBiC08859 Bacillus oceanisediminis 99.3 Firmicutes
MEBiC08860 Bacillus oceanisediminis 98.3 Firmicutes
MEBIiC08861 Bacillus oceanisediminis 98.2 Firmicutes
MEBIiC08862 Bacillus oceanisediminis 98.3 Firmicutes
MEBiC08863 Bacillus oceanisediminis 98.2 Firmicutes
MEBiC08864 Bacillus plakortidis 97.4 Firmicutes
MEBiC08865 Bacillus safensis 99.1 Firmicutes
MEBiC08866 Bacillus safensis 99.1 Firmicutes
MEBIiC08867 Bacillus safensis 99.4 Firmicutes
MEBIiC08868 Bacillus safensis 98.2 Firmicutes
MEBIiC08869 Bacillus safensis 99.2 Firmicutes
MEBIiC08870 Bacillus selenatarsenatis 98.2 Firmicutes
MEBiC08871 Bacillus selenatarsenatis 100.0 Firmicutes
MEBIiC08872 Bacillus stratosphericus 99.1 Firmicutes
MEBIiC08873 Bacillus vietnamensis 98.6 Firmicutes
MEBIiC08874 Bacillus vietnamensis 98.6 Firmicutes
MEBIiC08875 Bacillus vietnamensis 97.7 Firmicutes
MEBIiC08876 Bacillus vietnamensis 98.1 Firmicutes
MEBiC08877 Bacillus vietnamensis 98.2 Firmicutes
MEBIiC08878 Bacillus vietnamensis 99.5 Firmicutes
MEBIiC08879 Bacillus vietnamensis 97.8 Firmicutes
MEBiC08880 Bacillus vietnamensis 99.3 Firmicutes
MEBIiC08881 Celeribacter baekdonensis 99.2 Alphaproteobacteria
MEBiC08882 Celeribacter baekdonensis 99.7 Alphaproteobacteria
MEBiC08883 Celeribacter baekdonensis 97.5 Alphaproteobacteria
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MEBiC08884 Celeribacter baekdonensis 96.1 Alphaproteobacteria
MEBIiC08885 Celeribacter baekdonensis 99.5 Alphaproteobacteria
MEBIiC08886 Celeribacter baekdonensis 99.5 Alphaproteobacteria
MEBiC08887 Celeribacter baekdonensis 98.5 Alphaproteobacteria
MEBiC08888 Celeribacter baekdonensis 99.1 Alphaproteobacteria
MEBiC08889 Celeribacter baekdonensis 99.1 Alphaproteobacteria
MEBiC08890 Celeribacter baekdonensis 99.1 Alphaproteobacteria
MEBIiC08891 Celeribacter baekdonensis 99.4 Alphaproteobacteria
MEBIiC08892 Celeribacter baekdonensis 97.1 Alphaproteobacteria
MEBiC08893 Celeribacter neptunius 97.3 Alphaproteobacteria
MEBiC08894 Celeribacter neptunius 97.3 Alphaproteobacteria
MEBiC08895 Citreicella_thiooxidans 98.6 Alphaproteobacteria
MEBiC08896 Citreicella thiooxidans 98.6 Alphaproteobacteria
MEBiC08897 Citreicella_thiooxidans 99.0 Alphaproteobacteria
MEBiC08898 Citreicella_thiooxidans 99.7 Alphaproteobacteria
MEBiC08899 Citreicella thiooxidans 99.4 Alphaproteobacteria
MEBiC08900 Citreicella thiooxidans 99.0 Alphaproteobacteria
MEBiC08901 Citreicella_thiooxidans 99.4 Alphaproteobacteria
MEBiC08902 Corynebacter iummarinum 98.4 Actinobacteria
MEBiC08903 Cytophagafer mentans 91.2 Bacteroidetes
MEBiC08904 Devosia_yakushimensis 98.6 Alphaproteobacteria
MEBiC08905 Donghicola xiamenensis 98.2 Alphaproteobacteria
MEBiC08906 Donghicola xiamenensis 96.4 Alphaproteobacteria
MEBiC08907 Donghicola xiamenensis 98.0 Alphaproteobacteria
MEBiC08908 Erythrobacter nanhaisediminis 98.4 Alphaproteobacteria
MEBiC08909 Exiguobacterium aestuarii 99.0 Firmicutes
MEBIiC08910 Exiguobacterium aestuarii 98.6 Firmicutes
MEBiC08911 Exiguobacterium marinum 98.1 Firmicutes
MEBiC08912 Exiguobacterium marinum 98.1 Firmicutes
MEBiC08913 Exiguobacterium mexicanum 97.5 Firmicutes
MEBiC08914 Exiguobacterium_profundum 98.1 Firmicutes
MEBIiC08915 Exiguobacterium_profundum 98.7 Firmicutes
MEBIiC08916 Exiguobacterium_profundum 99.4 Firmicutes
MEBiC08917 Exiguobacterium_profundum 98.2 Firmicutes
MEBIiC08918 Exiguobacterium_profundum 98.2 Firmicutes
MEBiC08919 Exiguobacterium  profundum 99.3 Firmicutes
MEBiC08920 Exiguobacterium profundum 99.1 Firmicutes
MEBIiC08921 Exiguobacterium profundum 98.3 Firmicutes
MEBiC08922 Exiguobacterium_profundum 98.7 Firmicutes
MEBiC08923 Exiguobacterium_profundum 99.5 Firmicutes
MEBiC08924 Haematobacter missouriensis 96.1 Alphaproteobacteria
MEBiC08925 Halomonas ventosae 99.1 Gammaproteobacteria
MEBiC08926 Halomonas ventosae 99.7 Gammaproteobacteria
MEBiC08927 Maribacter orientalis 98.0 Bacteroidetes
MEBIiC08928 Mariniflexile aquimaris 98.9 Bacteroidetes
MEBiC08929 Marinobacter vinifirmus 97.9 Gammaproteobacteria

Strain Best-matched neighbor Similarity (%) Division
MEBIiC08930 Microbacterium  arabinogalactanolyticum 97.5 Actinobacteria
MEBIiC08931 Microbacterium schleiferi 91.9 Actinobacteria
MEBiC08932 Muricauda olearia 96.8 Bacteroidetes
MEBiC08933 Oceanobacillus iheyensis 98.6 Firmicutes
MEBIC08934 Paenibacillus nanensis 95.8 Firmicutes
MEBIiC08935 Paracoccus aminovorans 98.6 Alphaproteobacteria
MEBiC08936 Paracoccus caeni 95.5 Alphaproteobacteria
MEBiC08937 Pararhodobacter aggregans 97.1 Alphaproteobacteria
MEBiC08938 Planococcus rifietoensis 97.5 Firmicutes
MEBiC08939 Pseudomonas alcaligenes 96.5 Gammaproteobacteria
MEBiC08940 Pseudomonas_brassicacearum 99.1 Gammaproteobacteria
MEBiC08941 Pseudomonas_corrugata 98.9 Gammaproteobacteria
MEBiC08942 Pseudomonas stutzeri 98.0 Gammaproteobacteria
MEBiC08943 Pseudomonas xanthomarina 98.0 Gammaproteobacteria
MEBiC08944 Rhodobacter maris 95.3 Alphaproteobacteria
MEBiC08945 Rhodobacter vinaykumarii 95.2 Alphaproteobacteria
MEBiC08946 Rhodococcus _aetherivorans 98.2 Actinobacteria
MEBiC08947 Rhodococcus _equi 99.2 Actinobacteria
MEBiC08948 Rhodococcus triatomae 97.8 Firmicutes
MEBiC08949 Shewanella indica 97.4 Gammaproteobacteria
MEBIiC08950 Sphingopyxis flavimaris 98.6 Alphaproteobacteria
MEBiC08951 Sporosarcina antarctica 98.4 Firmicutes
MEBiC08952 Streptomyces parvus 97.1 Actinobacteria
MEBiC08953 Sunxiuginia_elliptica 98.6 Bacteroidetes
MEBIiC08954 Thalassococcus halodurans 95.9 Alphaproteobacteria
MEBIiC08955 Thioclava pacifica 98.7 Alphaproteobacteria
MEBIiC08956 Trichococcus flocculiformis 99.5 Firmicutes
MEBiC08957 Yangia_pacifica 93.7 Alphaproteobacteria
MEBiC08958 Yangia_pacifica 99.1 Alphaproteobacteria
MEBiC08959 Yangia pacifica 98.7 Alphaproteobacteria
MEBiC08960 Yangia pacifica 98.8 Alphaproteobacteria
MEBIiC08961 Yangia pacifica 98.4 Alphaproteobacteria
MEBIiC08985 Agrococcus jenensis 99.6 Actinobacteria
MEBiC08986 Agrococcus jenensis 98.9 Actinobacteria
MEBiC08987 Micrococcus endophyticus 94.1 Actinobacteria
MEBiC08988 Mesorhizobium albiziae 96.3 Alphaproteobacteria
MEBiC08989 Marinobacter guineae 98.9 Gammaproteobacteria
MEBiC08990 Bacillus aryabhattai 97.9 Firmicutes
MEBiC08991 Kocuria_assamensis 99.2 Actinobacteria
MEBiC08992 Bacillus indicus 98.7 Firmicutes
MEBIiC08993 Janibacter melonis 98.7 Actinobacteria
MEBiC08994 Micrococcus yunnanensis 98.3 Actinobacteria
MEBIiC08995 Erythrobacter gangjinensis 96.4 Alphaproteobacteria
MEBIiC08996 Bacillus hwajinpoensis 98.8 Firmicutes
MEBIiC08997 Cellulophaga tyrosinoxydans 99.3 Bacteroidetes
MEBiC08998 Aquimarina litoralis 95.7 Bacteroidetes
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MEBiC08999 Aeromicrobium ponti 98.6 Actinobacteria
MEBiC09000 Altererythrobacter namhicola 99.2 Alphaproteobacteria
MEBiC09001 Bacillus megaterium 98.3 Firmicutes
MEBiC09002 Bacillus aryabhattai 98.1 Firmicutes
MEBiC09003 Bacillus aryabhattai 99.0 Firmicutes
MEBiC09004 Arthrobacter agilis 98.2 Actinobacteria
MEBiC09005 Arthrobacter equi 98.4 Actinobacteria
MEBiC09006 Bacillus _methylotrophicus 98.7 Firmicutes
MEBiC09007 Algoriphagus halophilus 98.4 Bacteroidetes
MEBiC09008 Bacillus _algicola 99.5 Firmicutes
MEBiC09009 Bacillus_aryabhattai 98.9 Firmicutes
MEBiC09010 Defluviimonas _denitrificans 96.4 Alphaproteobacteria
MEBIC09011 Bacillus barbaricus 99.4 Firmicutes
MEBiC09012 Bacillus marisflavi 98.7 Firmicutes
MEBiC09013 Virgibacillus halodenitrificans 98.1 Firmicutes
MEBiC09014 Marinobacter vinifirmus 98.9 Gammaproteobacteria
MEBiC09015 Novosphingobium_indicum 97.9 Alphaproteobacteria
MEBiC09016 Erythrobacter gaetbuli 99.3 Alphaproteobacteria
MEBiC09017 Kangiella koreensis 98.9 Gammaproteobacteria
MEBiC09018 Bacillus thuringiensis 99.7 Firmicutes
MEBiC09019 Bacillus rhizosphaerae 94.9 Firmicutes
MEBiC09020 Roseovarius mucosus 96.4 Alphaproteobacteria
MEBiC09021 Bacillus rigui 99.7 Firmicutes
MEBiC09022 Psychrobacter celer 98.8 Gammaproteobacteria
MEBiC09023 Porphyrobacter donghaensis 96.1 Alphaproteobacteria
MEBiC09024 Bacillus anthracis 99.3 Firmicutes
MEBiC09025 Alteromonas addita 99.6 Gammaproteobacteria
MEBiC09026 Staphylococcus _cohniisubsp.cohnii 99.6 Firmicutes
MEBiC09027 Micrococcus _antarcticus 99.1 Actinobacteria
MEBiC09028 Arthrobacter pascens 98.7 Actinobacteria
MEBiC09029 Bacillus_aryabhattai 99.6 Firmicutes
MEBiC09030 Agrococcus _erreus 98.8 Actinobacteria
MEBiC09031 Bacillus licheniformis 98.6 Firmicutes
MEBiC09032 Bacillus vietnamensis 97.2 Firmicutes
MEBIiC09033 Bacillus horikoshii 97.0 Firmicutes
MEBiC09034 Exiguobacteriumm exicanum 97.6 Firmicutes
MEBiC09035 Bacillus stratosphericus 99.7 Firmicutes
MEBiC09036 Staphylococcus cohnii 99.4 Firmicutes
MEBiC09037 Alcanivorax _hongdengensis 99.5 Gammaproteobacteria
MEBIC09038 Microbacterium_oleivorans 98.9 Actinobacteria
MEBiC09039 Corynebacterium aurimucosum 97.3 Actinobacteria
MEBiC09040 Bacillus seohaeanensis 98.3 Firmicutes
MEBiC09041 Bacillus subtilis 99.2 Firmicutes
MEBiC09042 Microbulbifer salipaludis 98.4 Gammaproteobacteria
MEBiC09043 Bacillus subterraneus 98.8 Firmicutes
MEBiC09044 Microbulbifer hydrolyticus 97.4 Gammaproteobacteria
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MEBiC09045 Bacillus nanhaiensis 99.5 Firmicutes
MEBiC09046 Nautella italica 99.1 Alphaproteobacteria
MEBiC09047 Owenweeksia hongkongensis 99.3 Bacteroidetes
MEBiC09048 Bacillus gibsonii 98.2 Firmicutes
MEBiC09049 Aurantimonas coralicida 99.8 Alphaproteobacteria
MEBiC09050 Cellulophaga tyrosinoxydans 99.2 Bacteroidetes
MEBiC09051 Sulfitobacter delicatus 99.1 Alphaproteobacteria
MEBiC09052 Tenacibaculum _discolor 99.2 Bacteroidetes
MEBiC09053 Arthrobacter oxydans 98.6 Actinobacteria
MEBiC09054 Bacillus safensis 99.9 Firmicutes
MEBIiC09055 Pseudorhodobacter ferrugineus 97.3 Alphaproteobacteria
MEBIiC09056 Nocardioides hwasunensis 98.8 Actinobacteria
MEBiC09057 Arthrobacter subterraneus 99.3 Actinobacteria
MEBiC09058 Bacillus niabensis 97.7 Firmicutes
MEBiC09059 Brevundimonasbullata 98.0 Actinobacteria
MEBiC09060 Microbacterium _pumilum 98.6 Actinobacteria
MEBiC09061 Knoellia subterranea 97.8 Actinobacteria
MEBiC09062 Polaribacter dokdonensis 96.8 Bacteroidetes
MEBiC09063 Kocuria palustris 99.7 Actinobacteria
MEBiC09064 Chryseobacterium anthropi 97.0 Bacteroidetes
MEBiC09065 Planomicrobium flavidum 97.2 Firmicutes
MEBiC09066 Erythrobacter nanhaisediminis 94.4 Alphaproteobacteria
MEBiC09067 Altererythrobacter  ishigakiensis 97.6 Alphaproteobacteria
MEBiC09068 Paracoccus yeei 98.9 Alphaproteobacteria
MEBiC09069 Flaviramulus basaltis 94.4 Bacteroidetes
MEBiC09070 Planococcus salinarum 97.4 Firmicutes
MEBiC09071 Aeromicrobium ginsengisoli 98.3 Actinobacteria
MEBiC09072 Aeromicrobium_ginsengisoli 98.6 Actinobacteria
MEBiC09073 Arthrobacter parietis 99.0 Actinobacteria
MEBiC09074 Salinicola_socius 99.2 Gammaproteobacteria
MEBiC09075 Krokinobacter genikus 97.2 Bacteroidetes
MEBiC09076 Arthrobacter oxydans 97.9 Actinobacteria
MEBIiC09077 Mycobacterium poriferae 98.5 Actinobacteria
MEBIC09078 Gillisia_mitskevichiae 97.8 Bacteroidetes
MEBiC09079 Erythrobacter citreus 98.0 Alphaproteobacteria
MEBiC09080 Alteromonas macleodii 98.0 Gammaproteobacteria
MEBiC09081 Phaeobacter inhibens 99.2 Alphaproteobacteria
MEBiC09082 Glaciecola agarilytica 98.1 Gammaproteobacteria
MEBiC09083 Gillisia_hiemivivida 97.9 Bacteroidetes
MEBiC09084 Loktanella rosea 98.8 Alphaproteobacteria
MEBiC09085 Mycobacterium hippocampi 98.0 Actinobacteria
MEBiC09086 Mariniflexile fucanivorans 95.7 Bacteroidetes
MEBiC09087 Agrococcus jenensis 99.3 Actinobacteria
MEBiC09088 Roseovarius mucosus 98.1 Alphaproteobacteria
MEBiC09089 Shewanella vesiculosa 97.4 Gammaproteobacteria
MEBiC09090 Aurantimonas coralicida 98.0 Alphaproteobacteria
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MEBiC09091 Algibacter mikhailovii 94.2 Bacteroidetes
MEBiC09092 Thalassobius aestuarii 95.8 Alphaproteobacteria
MEBiC09093 Muricauda olearia 93.3 Bacteroidetes
MEBiC09094 Altererythrobacter luteolus 97.4 Alphaproteobacteria
MEBiC09095 Hyphomonas jannaschiana 98.7 Alphaproteobacteria
MEBiC09096 Novosphingobium indicum 98.9 Alphaproteobacteria
MEBiC09097 Flavivirga_jejuensis 92.7 Bacteroidetes
MEBIiC09098 Loktanella vestfoldensis 97.9 Alphaproteobacteria
MEBiC09099 Maribacter arcticus 98.6 Bacteroidetes
MEBIiC09100 Maribacter orientalis 98.4 Bacteroidetes
MEBIiC09101 Erythrobacter longus 99.6 Alphaproteobacteria
MEBiC09102 Bacillus marisflavi 98.3 Firmicutes
MEBiC09103 Loktanella maricola 97.3 Alphaproteobacteria
MEBiC09104 Erythrobacter gaetbuli 99.2 Alphaproteobacteria
MEBiC09105 Sulfitobacter guttiformis 96.7 Alphaproteobacteria
MEBiC09106 Alteromonas_stellipolaris 98.7 Gammaproteobacteria
MEBiC09107 Erythrobacter seohaensis 98.0 Alphaproteobacteria
MEBiC09108 Mesoflavibacter _zeaxanthinifaciens 95.6 Bacteroidetes
MEBiC09109 Agromyces aurantiacus 96.9 Actinobacteria
MEBIiC09110 Bacillus oceanisediminis 98.4 Firmicutes
MEBIiC09111 Bacillus firmus 98.4 Firmicutes
MEBiC09112 Agromyces bracchium 97.2 Actinobacteria
MEBiC09113 Winogradskyella ulvae 95.9 Bacteroidetes
MEBIC09114 Aestuariicola_saemankumensis 98.9 Bacteroidetes
MEBIiC09115 Paracoccus marcusii 99.0 Alphaproteobacteria
MEBIiC09116 Gaetbulibacter marinus 95.0 Bacteroidetes
MEBiC09117 Sulfitobacter marinus 99.6 Alphaproteobacteria
MEBiC09118 Lentibacter algarum 98.4 Alphaproteobacteria
MEBiC09119 Polaribacter glomeratus 93.1 Bacteroidetes
MEBiC09120 Porphyrobacter tepidarius 97.0 Alphaproteobacteria
MEBiC09121 Halomonas koreensis 98.0 Gammaproteobacteria
MEBIiC09122 Croceicoccus marinus 95.5 Alphaproteobacteria
MEBiC09123 Rhodovulum iodosum 95.7 Alphaproteobacteria
MEBiC09124 Luteibacter jiangsuensis 93.0 Gammaproteobacteria
MEBiC09125 Charonomicrobium —ambiphototrophicum 95.5 Alphaproteobacteria
MEBiC09126 Loktanella amlensis 96.3 Alphaproteobacteria
MEBiC09127 Hyphomonas adhaerens 97.5 Alphaproteobacteria
MEBIiC09128 Flavobacterium dongtanense 97.5 Bacteroidetes
MEBiC09129 Microbacteriumschleiferi 99.2 Actinobacteria
MEBiC09130 Glaciecola agarilytica 98.1 Gammaproteobacteria
MEBIiC09131 Alteromonas  litorea 98.3 Gammaproteobacteria
MEBiC09132 Nautella italica 98.3 Alphaproteobacteria
MEBiC09133 Staphylococcus pasteuri 99.1 Firmicutes
MEBIiC09134 Pseudoalteromonas prydzensis 98.1 Gammaproteobacteria
MEBIiC09135 Gramella gaetbulicola 98.5 Bacteroidetes
MEBiC09136 Shewanella basaltis 99.8 Gammaproteobacteria
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MEBIiC09137 Shewanella baltica 97.7 Gammaproteobacteria
MEBIiC09138 Vibrio plantisponsor 97.5 Alphaproteobacteria
MEBIiC09139 Porphyrobacter tepidarius 96.9 Alphaproteobacteria
MEBiC09140 Polaribacter irgensii 97.2 Bacteroidetes
MEBIC09141 Maribacter dokdonensis 98.6 Bacteroidetes
MEBiC09142 Salegentibacter mishustinae 99.3 Bacteroidetes
MEBiC09143 Vibrio atlanticus 99.0 Alphaproteobacteria
MEBIiC09144 Vibrio pomeroyi 99.1 Alphaproteobacteria
MEBiC09145 Vibrio ordalii 98.1 Alphaproteobacteria
MEBiC09146 Erythrobacter nanhaisediminis 97.9 Alphaproteobacteria
MEBiC09147 Vibrio lentus 98.5 Alphaproteobacteria
MEBiC09148 Shewanella_algidipiscicola 99.6 Gammaproteobacteria
MEBiC09149 Vibrio atlanticus 98.2 Alphaproteobacteria
MEBiC09150 Halomonas koreensis 98.8 Gammaproteobacteria
MEBiC09151 Brachybacter iummuris 98.5 Actinobacteria
MEBiC09152 Oceanicola_marinus 95.5 Alphaproteobacteria
MEBiC09153 Shewanella_japonica 96.4 Gammaproteobacteria
MEBIiC09154 Vibrio agarivorans 99.3 Alphaproteobacteria
MEBIiC09155 Krokinobacter genikus 98.9 Bacteroidetes
MEBiC09156 Gramella_echinicola 99.5 Bacteroidetes
MEBIiC09157 Marinomonas aquimarina 96.9 Gammaproteobacteria
MEBiC09158 Lacinutrix mariniflava 96.8 Bacteroidetes
MEBiC09159 Maritimibacter alkaliphilus 96.5 Alphaproteobacteria
MEBiC09160 Mycobacterium chubuense 93.8 Actinobacteria
MEBiC09161 Rhodobium orientis 95.9 Alphaproteobacteria
MEBIiC09162 Thalassobacillus devorans 99.1 Firmicutes
MEBiC09163 Acinetobacter johnsonii 96.7 Gammaproteobacteria
MEBiC09164 Donghicola_eburneus 94.5 Alphaproteobacteria
MEBiC09165 Acinetobacter schindleri 97.9 Gammaproteobacteria
MEBiC09166 Bacillus infantis 99.9 Firmicutes
MEBiC09167 Micrococcus yunnanensis 96.9 Actinobacteria
MEBIiC09168 Mycobacterium peregrinum 97.9 Actinobacteria
MEBIiC09169 Vibrio xuii 99.6 Alphaproteobacteria
MEBiC09170 Pseudoalteromonas espejiana 97.8 Gammaproteobacteria
MEBiC09171 Pseudoalteromonas issachenkonii 99.1 Gammaproteobacteria
MEBiC09172 Porphyrobacter donghaensis 99.2 Alphaproteobacteria
MEBIiC10209 Pseudoalteromonas prydzensis 100.0 Gammaproteobacteria
MEBIiC10210 Vibrio atlanticus 98.6 Gammaproteobacteria
MEBIiC10211 Vibrio gigantis 100.0 Gammaproteobacteria
MEBIiC10212 Cobetia marina 99.0 Gammaproteobacteria
MEBiC10213 Bacillus licheniformis 99.6 Firmicutes
MEBiC10215 Vibrio owensii 99.1 Gammaproteobacteria
MEBIiC10216 Enterococcus thailandicus 100.0 Firmicutes
MEBIiC10217 Vibrio campbellii 99.8 Gammaproteobacteria
MEBIiC10218 Psychrobacter celer 98.2 Gammaproteobacteria
MEBIiC10220 Bacillus halmapalus 98.1 Firmicutes
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MEBiC10221 Bacillus licheniformis 99.8 Firmicutes
MEBIiC10222 Staphylococcus xylosus 99.8 Firmicutes
MEBiC10223 Kocuria rosea 99.7 Actinobacteria
MEBIC10224 Dietzia timorensis 99.7 Actinobacteria
MEBIC10225 Microbacterium_testaceum 99.5 Actinobacteria
MEBiC10226 Staphylococcus saprophyticus 99.9 Firmicutes
MEBiC10228 Bacillus gibsonii 99.9 Firmicutes
MEBIiC10229 Staphylococcus saprophyticus 100.0 Firmicutes
MEBiC10230 Staphylococcus saprophyticus 99.9 Firmicutes
MEBIiC10231 Kocuria rosea 100.0 Actinobacteria
MEBiC10232 Staphylococcus _haemolyticus 99.8 Firmicutes
MEBiC10233 Microbacterium_maritypicum 99.7 Actinobacteria
MEBIC10234 Bacillus vietnamensis 99.9 Firmicutes
MEBiC10236 Pseudoalteromonas_arctica 99.9 Gammaproteobacteria
MEBiC10237 Vibrio splendidus 99.5 Gammaproteobacteria
MEBiC10240 Pseudoalteromonas mariniglutinosa 99.8 Gammaproteobacteria
MEBiC10241 Pseudoalteromonas mariniglutinosa 98.8 Gammaproteobacteria
MEBiC10242 Pseudoalteromonas carrageenovora 99.8 Gammaproteobacteria
MEBiC10243 Rhodococcus gingshengii 100.0 Actinobacteria
MEBIiC10244 Salinibacterium amurskyense 100.0 Actinobacteria
MEBIiC10245 Bacillus hwajinpoensis 100.0 Firmicutes
MEBiC10246 Kushneria marisflavi 99.0 Gammaproteobacteria
MEBiC10247 Pseudoalteromonas paragorgicola 100.0 Gammaproteobacteria
MEBiC10248 Pseudoalteromonas arctica 100.0 Gammaproteobacteria
MEBiC10249 Pseudoalteromonas paragorgicola 100.0 Gammaproteobacteria
MEBIiC10250 Bacillus methylotrophicus 100.0 Firmicutes
MEBIiC10251 Stenotrophomonas rhizophila 100.0 Gammaproteobacteria
MEBiC10252 Microbacterium maritypicum 100.0 Actinobacteria
MEBiC10253 Vibrio azureus 99.0 Gammaproteobacteria
MEBiC10254 VIbrio owensii 98.0 Gammaproteobacteria
MEBiC10255 Agarivorans albus 99.0 Gammaproteobacteria
MEBIiC10256 Staphylococcus caprae 100.0 Firmicutes
MEBIiC10257 Bacillus algicola 100.0 Firmicutes
MEBIiC10258 Labrenzia aggregata 100.0 Alphaproteobacteria
MEBIC10259 Bacillus vietnamensis 100.0 Firmicutes
MEBiC10260 Seohaeicola saemankumensis 98.0 Alphaproteobacteria
MEBiC10261 Cobetia marina 100.0 Gammaproteobacteria
MEBIiC10262 Sulfitobacter mediterraneus 97.0 Alphaproteobacteria
MEBiC10263 Cobetia_marina 100.0 Gammaproteobacteria
MEBiC10264 Paracoccus  yeei 99.0 Alphaproteobacteria
MEBIiC10265 Vibrio plantisponsor 99.0 Gammaproteobacteria
MEBIiC10266 Rhodococcus fascians 100.0 Actinobacteria
MEBIiC10267 Micrococcus yunnanensis 100.0 Actinobacteria
MEBIiC10268 Halomonas ventosae 100.0 Gammaproteobacteria
MEBiC10269 Kocuria marina 99.0 Actinobacteria
MEBiC10270 Staphylococcus saprophyticus 100.0 Firmicutes
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MEBiC10271 Gaetbulibacter saemankumensis 100.0 Bacteroidetes
MEBIiC10272 Bacillus stratosphericus 100.0 Firmicutes
MEBIiC10273 Pseudoalteromonas paragorgicola 100.0 Gammaproteobacteria
MEBiC10274 Bacillus  safensis 100.0 Firmicutes
MEBiC10275 Bacillus  thuringiensis 100.0 Firmicutes
MEBIiC10276 Pseudoalteromonas distincta 100.0 Gammaproteobacteria
MEBiC10277 Pseudoalteromonas _atlantica 100.0 Gammaproteobacteria
MEBIiC10278 Pseudoalteromonas arctica 100.0 Gammaproteobacteria
MEBiC10279 Pseudoalteromonas _mariniglutinosa 100.0 Gammaproteobacteria
MEBIiC10280 Vibrio tasmaniensis 100.0 Gammaproteobacteria
MEBiC10281 Arthrobacter oxydans 99.0 Actinobacteria
MEBiC10282 Pseudovibrio _ascidiaceicola 100.0 Alphaproteobacteria
MEBIiC10283 Pseudoalteromonas atlantica 100.0 Gammaproteobacteria
MEBiC10284 Kocuria_palustris 100.0 Actinobacteria
MEBIiC10285 Pseudoalteromonas carrageenovora 100.0 Gammaproteobacteria
MEBiC10286 Pseudoalteromonas_prydzensis 100.0 Gammaproteobacteria
MEBiC10287 Pseudoalteromonas _prydzensis 98.0 Gammaproteobacteria
MEBiC10288 Pseudoalteromonas_prydzensis 100.0 Gammaproteobacteria
MEBIiC10289 Vibrio tasmaniensis 99.0 Gammaproteobacteria
MEBiC10290 Vibrio kanaloae 100.0 Gammaproteobacteria
MEBIiC10291 Pseudoalteromonas carrageenovora 100.0 Gammaproteobacteria
MEBiC10292 Vibrio crassostreae 97.0 Gammaproteobacteria
MEBiC10293 Pseudomonas parafulva 100.0 Gammaproteobacteria
MEBiC10294 Micrococcus yunnanensis 99.0 Actinobacteria
MEBIiC10295 Staphylococcus saprophyticus 99.0 Firmicutes
MEBIiC10296 Micrococcus yunnanensis 96.0 Actinobacteria
MEBiC10297 Vibrio tasmaniensis 99.0 Gammaproteobacteria
MEBiC10298 Pseudoalteromonas _atlantica 100.0 Gammaproteobacteria
MEBiC10299 Kushneria marisflavi 100.0 Gammaproteobacteria
MEBiC10300 Pseudoalteromonas_espejiana 100.0 Gammaproteobacteria
MEBIiC10301 Dietzia timorensis 100.0 Actinobacteria
MEBIiC10302 Vibrio tasmaniensis 100.0 Gammaproteobacteria
MEBIiC10303 Cobetia marina 100.0 Gammaproteobacteria
MEBiC10304 Pseudoalteromonas paragorgicola 100.0 Gammaproteobacteria
MEBiC10305 Cellulophaga Iytica 100.0 Bacteroidetes
MEBiC10306 Pseudoalteromonas carrageenovora 100.0 Gammaproteobacteria
MEBIiC10307 Pseudoalteromonas carrageenovora 100.0 Gammaproteobacteria
MEBIiC10308 Pseudoalteromonas carrageenovora 100.0 Gammaproteobacteria
MEBiC10309 Pseudoalteromonas carrageenovora 100.0 Gammaproteobacteria
MEBIiC10310 Streptomyces zaomyceticus 100.0 Actinobacteria
MEBIiC10311 Streptomyces rutgersensis 100.0 Actinobacteria
MEBiC10312 Streptomyces murinus 100.0 Actinobacteria
MEBIiC10313 Streptomyces  griseoplanus 100.0 Actinobacteria
MEBIiC10314 Streptomyces sanyensis 100.0 Actinobacteria
MEBIiC10315 Streptomyces sanyensis 100.0 Actinobacteria
MEBIiC10316 Streptomyces sindenensis 100.0 Actinobacteria
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MEBIiC10317 Streptomyces luteogriseus 100.0 Actinobacteria
MEBIiC10318 Streptomyces parvulus 100.0 Actinobacteria
MEBIiC10319 Streptomyces parvulus 100.0 Actinobacteria
MEBiC10320 Bacillus  amyloliquefaciens 100.0 Firmicutes
MEBiC10321 Psychrobacter fulvigenes 99.0 Gammaproteobacteria
MEBiC10322 Streptomyces kanamyceticus 99.0 Actinobacteria
MEBiC10323 Glaciecola_mesophila 99.0 Gammaproteobacteria
MEBiC10324 Pseudoalteromonas _agarivorans 99.0 Gammaproteobacteria
MEBiC10325 Pseudoalteromonas_paragorgicola 100.0 Gammaproteobacteria
MEBIiC10326 Bowmanella_denitrificans 100.0 Gammaproteobacteria
MEBiC10327 Shewanella_upenei 100.0 Gammaproteobacteria
MEBiC10328 Marinobacterium_stanieri 99.0 Gammaproteobacteria
MEBIiC10329 Vibrio communis 100.0 Gammaproteobacteria
MEBiC10330 Alteromonas_stellipolaris 100.0 Gammaproteobacteria
MEBIiC10331 Erythrobacter flavus 99.0 Alphaproteobacteria
MEBiC10332 Vibrio sagamiensis 99.0 Gammaproteobacteria
MEBiC10333 Vibrio communis 100.0 Gammaproteobacteria
MEBiC10334 Bacillus horikoshii 100.0 Firmicutes
MEBIiC10335 VIbrio owensii 100.0 Gammaproteobacteria
MEBIiC10336 Rhodococcus qgingshengii 100.0 Actinobacteria
MEBIiC10337 Alcanivorax dieselolei 100.0 Gammaproteobacteria
MEBiC10338 Marinobacter lacisalsi 99.0 Gammaproteobacteria
MEBiC10339 Halomonas meridiana 99.0 Gammaproteobacteria
MEBiC10340 Vibrio chagasii 99.0 Gammaproteobacteria
MEBIiC10341 Ruegeria mobilis 99.0 Alphaproteobacteria
MEBiC10342 Planococcus rifietoensis 100.0 Firmicutes
MEBiC10343 Hahella chejuensis 100.0 Gammaproteobacteria
MEBiC10344 Isoptericola_jiangsuensis 100.0 Actinobacteria
MEBiC10345 Microbulbifer agarilyticus 99.0 Gammaproteobacteria
MEBiC10346 Bacillus algicola 100.0 Firmicutes
MEBiC10347 Microbulbifer elongatus 95.0 Gammaproteobacteria
MEBiC10348 Bacillus vietnamensis 98.0 Firmicutes
MEBiC10349 Halobacillus kuroshimensis 99.0 Firmicutes
MEBiC10350 Paracoccus zeaxanthinifaciens 100.0 Alphaproteobacteria
MEBIiC10351 Bacillus stratosphericus 100.0 Firmicutes
MEBiC10352 Bacillus pseudomycoides 100.0 Firmicutes
MEBiC10353 Leeuwenhoekiella aequorea 98.0 Bacteroidetes
MEBIiC10354 Sulfitobacter pontiacus 100.0 Alphaproteobacteria
MEBiC10355 Joostella_marina 100.0 Bacteroidetes
MEBIC10356 Idiomarina loihiensis 99.0 Gammaproteobacteria
MEBIiC10357 Halomonas titanicae 99.0 Gammaproteobacteria
MEBiC10358 Dermacoccus profundi 100.0 Actinobacteria
MEBiC10359 Bacillus firmus 99.0 Firmicutes
MEBIiC10360 Bacillus pseudofirmus 99.0 Firmicutes
MEBIiC10361 Bacillus flexus 100.0 Firmicutes
MEBiC10362 Bacillus tequilensis 100.0 Firmicutes
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MEBIiC10363 Alteromonas stellipolaris 97.0 Gammaproteobacteria
MEBIiC10364 Marinobacter flavimaris 100.0 Gammaproteobacteria
MEBIiC10365 Alteromonas marina 100.0 Gammaproteobacteria
MEBIiC10366 Psychrobacter pacificensis 100.0 Gammaproteobacteria
MEBIiC10367 Acinetobacter venetianus 100.0 Gammaproteobacteria
MEBIiC10368 Mesoflavibacter zeaxanthinifaciens 99.0 Bacteroidetes
MEBIiC05894 Mycobacterium_ poriferae 99.6 Actinobacteria
MEBIiC05895 Mycobacterium hippocampi 100.0 Actinobacteria
MEBIiC05901 Mycobacterium_poriferae 100.0 Actinobacteria
MEBIiC05908 Mycobacterium gilvum 98.1 Actinobacteria
MEBIiC05914 Bacillus licheniformis 99.4 Firmicutes
MEBIiC05959 Pseudoalteromonas nigrifaciens 100.0 Gammaproteobacteria
MEBIiC05961 Pseudoalteromonas issachenkonii 100.0 Gammaproteobacteria
MEBIiC05974 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC05975 Bacillus aryabhattai 99.8 Firmicutes
MEBIiC05977 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC05983 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC05985 Pseudoalteromonas nigrifaciens 100.0 Gammaproteobacteria
MEBIiC05986 Pseudoalteromonas issachenkonii 100.0 Gammaproteobacteria
MEBIiC05987 Pseudoalteromonas tetraodonis 99.7 Gammaproteobacteria
MEBIiC05989 Pseudoalteromonas tetraodonis 99.9 Gammaproteobacteria
MEBiC05990 Pseudoalteromonas issachenkonii 100.0 Gammaproteobacteria
MEBiC05992 Pseudoalteromonas nigrifaciens 99.8 Gammaproteobacteria
MEBIiC05995 Pseudoalteromonas tetraodonis 99.9 Gammaproteobacteria
MEBIiC05997 Bacillus indicus 99.8 Firmicutes
MEBiIC06000 Pseudoalteromonas issachenkonii 100.0 Gammaproteobacteria
MEBiC06003 Bacillus vietnamensis 96.4 Firmicutes
MEBiC06005 Pseudoalteromonas tetraodonis 99.7 Gammaproteobacteria
MEBIiC06016 Ruegeria atlantica 99.0 Alphaproteobacteria
MEBiC06032 Ferrimonas sediminum 92.2 Gammaproteobacteria
MEBIiC06034 Alteromonas macleodii 100.0 Gammaproteobacteria
MEBIiC06041 Vibrio variabilis 98.2 Gammaproteobacteria
MEBiC06042 Bacillus aerophilus 99.9 Firmicutes
MEBiC06044 Vibrio zhanjiangensis 99.0 Gammaproteobacteria
MEBIC06058 Micrococcus luteus 99.6 Actinobacteria
MEBIiC06059 Neptunomonas concharum 98.8 Gammaproteobacteria
MEBIiC06064 Vibrio tubiashii 98.6 Gammaproteobacteria
MEBIiC06065 Pseudomonas koreensis 99.6 Gammaproteobacteria
MEBIiC06068 Vibrio inhibens 99.7 Gammaproteobacteria
MEBiC06071 Photobacterium damselae 99.9 Gammaproteobacteria
MEBiC06073 Mesoflavibacter zeaxanthinifaciens 99.5 Bacteroidetes
MEBIiC06077 Vibrio owensii 100.0 Gammaproteobacteria
MEBIiC06078 Vibrio owensii 100.0 Gammaproteobacteria
MEBIiC06079 Vibrio sinaloensis 98.8 Gammaproteobacteria
MEBIiC06187 Vibrio campbellii 99.1 Gammaproteobacteria
MEBIiC06194 Erythrobacter citreus 99.2 Alphaproteobacteria
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MEBIiC06198 Paenibacillus chibensis 98.0 Firmicutes
MEBIiC06228 Erythrobacter pelagi 98.8 Alphaproteobacteria
MEBIiC06231 Vibrio harveyi 99.6 Gammaproteobacteria
MEBiC06235 Marinobacter algicola 99.7 Gammaproteobacteria
MEBiC06240 Marinobacter algicola 97.2 Gammaproteobacteria
MEBiC06244 Erythrobacter flavus 99.2 Alphaproteobacteria
MEBiC06246 Marinobacter algicola 99.6 Gammaproteobacteria
MEBiC06249 Catenococcus thiocycli 99.5 Gammaproteobacteria
MEBIiC06257 Shewanella marisflavi 99.8 Gammaproteobacteria
MEBIiC06262 Siansivirga zeaxanthinifaciens 99.9 Bacteroidetes
MEBIiC06263 Vibrio quintilis 99.0 Gammaproteobacteria
MEBIiC06268 Oceanicola marinus 98.0 Alphaproteobacteria
MEBIiC06273 Algoriphagus halophilus 100.0 Bacteroidetes
MEBIiC06276 Erythrobacter citreus 99.2 Alphaproteobacteria
MEBIiC06276 Vibrio harveyi 96.8 Gammaproteobacteria
MEBIiC06284 Microbulbifer maritimus 99.7 Gammaproteobacteria
MEBIiC06291 Vibrio neocaledonicus 99.9 Gammaproteobacteria
MEBIiC06299 Vibrio diabolicus 99.2 Gammaproteobacteria
MEBiC06321 Sediminicola luteus 99.8 Bacteroidetes
MEBIiC06322 Gaetbulibacter saemankumensis 99.6 Bacteroidetes
MEBIiC06343 Staphylococcus epidermidis 100.0 Firmicutes
MEBiC06388 Ruegeria lacuscaerulensis 98.7 Alphaproteobacteria
MEBIC06565 Phaeobacter daeponensis 93.3 Alphaproteobacteria
MEBIiC06675 Bacillus algicola 99.1 Firmicutes
MEBIiC06779 Phaeobacter arcticus 99.1 Alphaproteobacteria
MEBIiC06809 Pseudomonas mendocina 99.1 Gammaproteobacteria
MEBIiC06853 Paracoccus carotinifaciens 99.0 Alphaproteobacteria
MEBiC06900 Alteromonas genovensis 100.0 Gammaproteobacteria
MEBiC06934 Amphritea_atlantica 100.0 Gammaproteobacteria
MEBiC06976 Colwellia_aestuarii 99.9 Gammaproteobacteria
MEBiC06979 Flavobacterium cheniae 97.6 Bacteroidetes
MEBiC08785 Ruegeria_atlantica 96.1 Alphaproteobacteria
MEBIiC08788 Shewanella kaireitica 98.1 Gammaproteobacteria
MEBiC08793 Paracoccusr hizosphaerae 96.2 Alphaproteobacteria
MEBIiC0879%4 Rhizobium borbori 96.9 Alphaproteobacteria
MEBIiC08795 Microbulbifer okinawensis 99.2 Gammaproteobacteria
MEBIiC08796 Streptomyces tanashiensis 99.4 Actinobacteria
MEBIiC08797 Leucobacter margaritiformis 97.1 Actinobacteria
MEBIiC08798 Streptomyces_coelicoflavus 100.0 Actinobacteria
MEBiC08799 Streptomyces viridochromogenes 99.9 Actinobacteria
MEBiC08800 Streptomyces malachitofuscus 99.5 Actinobacteria
MEBIiC08801 Marinobacter adhaerens 98.2 Gammaproteobacteria
MEBIiC08802 Gordonia rubripertincta 100.0 Actinobacteria
MEBIiC08803 Vibrio azureus 98.7 Gammaproteobacteria
MEBIiC08804 Allomonas enterica 99.9 Gammaproteobacteria
MEBiC08805 Citreicella thiooxidans 99.0 Alphaproteobacteria
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MEBIiC08806 Isoptericola jiangsuensis 99.8 Actinobacteria
MEBIiC08807 Yangia pacifica 99.3 Alphaproteobacteria
MEBIiC08808 Pseudoalteromonas issachenkonii 96.7 Gammaproteobacteria
MEBIiC08809 Vibrio diabolicus 98.3 Gammaproteobacteria
MEBIiC08810 Pseudoalteromonas flavipulchra 99.9 Gammaproteobacteria
MEBIiC08811 Streptomyces drozdowiczii 99.3 Actinobacteria
MEBiC08812 Demequina_globuliformis 98.6 Actinobacteria
MEBIiC08813 Gordonia bronchialis 98.5 Actinobacteria
MEBIiC08814 Vibrio atypicus 98.4 Gammaproteobacteria
MEBIiC08815 Pseudoalteromonas_aliena 96.4 Gammaproteobacteria
MEBIiC08816 Vibrio campbellii 99.8 Gammaproteobacteria
MEBIiC08817 Arthrobacter pascens 99.6 Actinobacteria
MEBIiC08818 Pararhodobacter aggregans 95.3 Alphaproteobacteria
MEBiC08819 Muricauda_lutimaris 97.6 Bacteroidetes
MEBIiC08820 Labrenzia alba 98.2 Alphaproteobacteria
MEBIiC08821 Pseudoalteromonas_espejiana 99.9 Gammaproteobacteria
MEBiC08822 Cellulophaga Iytica 99.9 Alphaproteobacteria
MEBiC08823 Pseudoalteromonas prydzensis 97.3 Gammaproteobacteria
MEBIiC08824 Pseudoalteromonas atlantica 99.7 Gammaproteobacteria
MEBiC08825 Zobellia russellii 100.0 Bacteroidetes
MEBIiC08826 Thalassospira lucentensis 99.2 Alphaproteobacteria
MEBIiC08827 Thalassospira tepidiphila 99.1 Alphaproteobacteria
MEBIiC08828 Cobetia marina 99.0 Gammaproteobacteria
MEBiC08829 Arthrobacter nicotianae 99.7 Actinobacteria
MEBIiC08830 Photobacterium halotolerans 97.5 Gammaproteobacteria
MEBIiC08831 Cobetia amphilecti 99.8 Gammaproteobacteria
MEBIiC08832 Paracoccus homiensis 100.0 Alphaproteobacteria
MEBIiC08833 Vibrio owensii 99.7 Gammaproteobacteria
MEBIiC08834 Isoptericola dokdonensis 99.8 Actinobacteria
MEBIiC08835 Cellulosimicrobium funkei 99.8 Actinobacteria
MEBIiC08836 Streptomyces violaceoruber 100.0 Actinobacteria
MEBiC08837 Arthrobacter arilaitensis 99.4 Actinobacteria
MEBIiC08838 Streptomyces viridodiastaticus 100.0 Actinobacteria
MEBIiC08839 Pseudomonas xanthomarina 99.4 Gammaproteobacteria
MEBIiC09173 Bacillus drentensis 96.1 Firmicutes
MEBiC09174 Bacillus vietnamensis 99.1 Firmicutes
MEBiC09175 Halobacillus salinus 99.3 Firmicutes
MEBiC09176 Halobacillus dabanensis 98.4 Firmicutes
MEBiC09177 Maribacter orientalis 98.3 Bacteroidetes
MEBIiC09178 Paenibacillus tyraminigenes 98.0 Firmicutes
MEBiC09179 Winogradskyella lutea 96.8 Bacteroidetes
MEBiC09180 Jeotgalibacillus campisalis 97.2 Firmicutes
MEBIiC09181 Jeotgalibacillusc ampisalis 97.2 Firmicutes
MEBIiC09182 Thalassobacillus hwangdonensis 96.8 Firmicutes
MEBIiC09183 Bacillus selenatarsenatis 98.9 Firmicutes
MEBIiC09184 Bacillus luteolus 96.3 Firmicutes
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MEBIiC09185 Sphingopyxis flavimaris 98.4 Alphaproteobacteria
MEBIiC09186 Bacillus selenatarsenatis 99.2 Firmicutes
MEBIiC09187 Serinicoccus profundi 97.8 Actinobacteria
MEBIC09188 Bacillus vietnamensis 99.8 Firmicutes
MEBiC09189 Loktanella salsilacus 97.0 Alphaproteobacteria
MEBiC09190 Bacillus drentensis 97.3 Firmicutes
MEBiC09191 Bacillus Iluteolus 98.3 Firmicutes
MEBiC09192 Salegentibacter holothuriorum 97.1 Bacteroidetes
MEBIiC09193 Bacillus luteolus 96.7 Firmicutes
MEBIiC09194 Halobacillus trueperi 98.9 Firmicutes
MEBiC09195 Halomonas ventosae 99.5 Gammaproteobacteria
MEBiC09196 Halobacillus aidingensis 98.7 Firmicutes
MEBiC09197 Jeotgalibacillus marinus 99.1 Firmicutes
MEBiC09198 Psychroflexus_sediminis 96.4 Bacteroidetes
MEBiC09199 Halomonas hydrothermalis 96.0 Gammaproteobacteria
MEBiC09200 Maribacter forsetii 95.3 Bacteroidetes
MEBIiC09201 Bacillus safensis 100.0 Firmicutes
MEBiC09202 Sediminicola luteus 98.1 Bacteroidetes
MEBIiC09203 Roseovarius indicus 98.8 Alphaproteobacteria
MEBIiC09204 Sphingopyxis flavimaris 98.0 Alphaproteobacteria
MEBIiC09205 Erythrobacter nanhaisediminis 96.6 Alphaproteobacteria
MEBiC09206 Microbulbifer donghaiensis 97.0 Gammaproteobacteria
MEBiC09207 Roseovarius halotolerans 97.4 Alphaproteobacteria
MEBIiC09208 Microbulbifer maritimus 98.2 Gammaproteobacteria
MEBIiC09209 Thalassococcus halodurans 97.3 Alphaproteobacteria
MEBiC09210 Halobacillus alkaliphilus 99.1 Firmicutes
MEBiC09211 Rhizobium vignae 97.1 Alphaproteobacteria
MEBiC09212 Erythrobacter nanhaisediminis 99.3 Alphaproteobacteria
MEBiC09213 Marmoricola_aequoreus 95.9 Actinobacteria
MEBiC09214 Leeuwenhoekiella_marinoflava 96.5 Bacteroidetes
MEBiC09215 Serinicoccus chungangensis 97.4 Actinobacteria
MEBiC09216 Pseudoalteromonas_prydzensis 98.1 Gammaproteobacteria
MEBIiC09217 Erythrobacter nanhaisediminis 99.2 Alphaproteobacteria
MEBiC09218 Erythrobacter nanhaisediminis 99.6 Alphaproteobacteria
MEBIiC09219 Halobacillus dabanensis 98.0 Firmicutes
MEBiC09220 Tenacibaculum_litoreum 97.1 Bacteroidetes
MEBiC09221 Thalassobacillus devorans 96.5 Firmicutes
MEBIiC09222 Erythrobacter nanhaisediminis 99.3 Alphaproteobacteria
MEBiC09223 Bacillus _hunanensis 98.2 Firmicutes
MEBIiC09224 Thalassobacillus devorans 96.8 Firmicutes
MEBiC09225 Bacillus hunanensis 98.2 Firmicutes
MEBIiC09226 Maribacter stanieri 96.8 Bacteroidetes
MEBIiC09227 Virgibacillus arcticus 97.6 Firmicutes
MEBIiC09228 Paenibacillus xylanexedens 98.1 Firmicutes
MEBIiC09229 Bacillus vietnamensis 99.1 Firmicutes
MEBiC09230 Maribacterforsetii 95.5 Bacteroidetes
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MEBIiC09231 Serinicoccus chungangensis 98.6 Actinobacteria
MEBIiC09232 Altererythrobacter indicus 96.2 Alphaproteobacteria
MEBIiC09233 Sphingopyxisf lavimaris 98.4 Alphaproteobacteria
MEBIiC09234 Erythrobacter gangjinensis 95.7 Alphaproteobacteria
MEBiC09235 Maribacter dokdonensis 98.7 Bacteroidetes
MEBiC09236 Dokdonia_donghaensis 98.3 Bacteroidetes
MEBiC09237 Octadecabacter arcticus 95.3 Alphaproteobacteria
MEBiC09238 Bacillus hwajinpoensis 98.9 Firmicutes
MEBIiC09239 Paracoccus homiensis 97.4 Alphaproteobacteria
MEBIiC09240 Halomonas boliviensis 99.2 Gammaproteobacteria
MEBiC09241 Planococcus rifietoensis 98.9 Firmicutes
MEBiC09242 Halomonas venusta 98.4 Gammaproteobacteria
MEBiC09243 Exiguobacter iummarinum 99.8 Firmicutes
MEBIiC09244 Paracoccus marcusii 99.5 Alphaproteobacteria
MEBIiC09245 Paracoccus caeni 96.5 Alphaproteobacteria
MEBIiC09246 Halomonas _alkaliphila 99.8 Gammaproteobacteria
MEBiC09247 Pseudomonas _taiwanensis 98.7 Gammaproteobacteria
MEBIiC09248 Algoriphagus halophilus 99.9 Bacteroidetes
MEBIiC09249 Marinobacter hydrocarbonoclasticus 99.3 Gammaproteobacteria
MEBIiC09250 Exiguobacterium aestuarii 99.4 Firmicutes
MEBIiC09251 Planococcus maritimus 99.6 Firmicutes
MEBIiC09252 Bacillus flexus 99.4 Firmicutes
MEBiC09253 Flavobacterium_beibuense 99.0 Bacteroidetes
MEBIiC09254 Acinetobacter baumannii 97.9 Gammaproteobacteria
MEBIiC09255 Bacillus taeanensis 99.7 Firmicutes
MEBIiC09256 Shewanella baltica 99.1 Gammaproteobacteria
MEBiC09257 Jonesia_quinghaiensis 99.7 Actinobacteria
MEBiC09258 Paracoccus caeni 96.7 Alphaproteobacteria
MEBiC09259 Algoriphagus halophilus 98.8 Bacteroidetes
MEBiC09260 Chryseomicrobium_imtechense 99.3 Firmicutes
MEBiC09261 Exiguobacterium_oxidotolerans 99.7 Firmicutes
MEBIiC09272 Bacillushumi 96.2 Firmicutes
MEBIiC09276 Bacillus shackletonii 94.4 Firmicutes
MEBIiC09277 Bacillus korlensis 96.7 Firmicutes
MEBiC09278 Bacillus oceanisediminis 98.9 Firmicutes
MEBIiC09279 Lysinibacillus xylanilyticus 95.2 Firmicutes
MEBIiC09280 Nitratireductor aquimarinus 97.7 Alphaproteobacteria
MEBiC09281 Microbacterium_esteraromaticum 97.8 Actinobacteria
MEBIiC09282 Erythrobacter gaetbuli 94.4 Alphaproteobacteria
MEBIiC09283 Idiomarina aestuarii 98.7 Gammaproteobacteria
MEBiC09284 Aurantimonas coralicida 98.1 Alphaproteobacteria
MEBIiC09285 Marinobacter adhaerens 97.5 Gammaproteobacteria
MEBIiC09286 Salinimicrobium xinjiangense 97.9 Bacteroidetes
MEBiC09287 Vitellibacter vladivostokensis 98.8 Bacteroidetes
MEBIiC09288 Lysinibacillu sxylanilyticus 98.3 Firmicutes
MEBIiC09289 Flavobacterium_beibuense 98.7 Bacteroidetes

- 148 -



Strain Best-matched neighbor Similarity (%) Division
MEBIiC09290 Pseudomonas alcaligenes 94.1 Gammaproteobacteria
MEBIiC09291 Exiguobacterium mexicanum 98.1 Firmicutes
MEBIiC09292 Demequina globuliformis 97.5 Actinobacteria
MEBiC09293 Arthrobactercr ystallopoietes 96.9 Actinobacteria
MEBiC09294 Zhouia amylolytica 91.5 Bacteroidetes
MEBIiC09295 Pseudomonas segetis 99.7 Gammaproteobacteria
MEBiC09296 Erythrobacter nanhaisediminis 95.5 Alphaproteobacteria
MEBIiC09297 Arenibacter troitsensis 99.3 Bacteroidetes
MEBIiC09305 Aeribacillus pallidus 97.1 Firmicutes
MEBIiC09306 Algoriphagus halophilus 98.5 Bacteroidetes
MEBIiC09307 Bacillus aeolius 98.3 Firmicutes
MEBIiC09308 Bacillus drentensis 99.1 Firmicutes
MEBiC09309 Bacillus hwajinpoensis 97.9 Firmicutes
MEBiC09310 Bacillus _idriensis 99.2 Firmicutes
MEBiC09311 Bacillus _isronensis 98.7 Firmicutes
MEBiC09312 Bacillus licheniformis 98.1 Firmicutes
MEBiC09313 Bacillus marisflavi 97.8 Firmicutes
MEBiC09314 Bacillus safensis 99.5 Firmicutes
MEBIiC09315 Bacillus selenatarsenatis 98.3 Firmicutes
MEBIiC09316 Bacilluss eohaeanensis 99.0 Firmicutes
MEBIiC09317 Bacillus sonorensis 97.6 Firmicutes
MEBiC09318 Bacillus thermolactis 99.4 Firmicutes
MEBiC09319 Bacillus vietnamensis 99.1 Firmicutes
MEBiC09320 Gaetbulibacter saemankumensis 98.7 Bacteroidetes
MEBIiC09321 Halobacillus aidingensis 98.2 Firmicutes
MEBiC09322 Halobacillus kuroshimensis 98.9 Firmicutes
MEBIiC09323 Halobacillus trueperi 98.3 Firmicutes
MEBiC09324 Halomonas saccharevitans 97.9 Gammaproteobacteria
MEBiC09325 Halomonas salina 98.3 Gammaproteobacteria
MEBiC09326 Halomonas ventosae 97.9 Gammaproteobacteria
MEBiC09327 Marinobacter adhaerens 97.9 Gammaproteobacteria
MEBiC09328 Marinobacter sediminum 96.1 Gammaproteobacteria
MEBIiC09329 Marinobacterium coralli 99.0 Gammaproteobacteria
MEBiC09330 Marinobacterium stanieri 97.8 Gammaproteobacteria
MEBiC09331 Microbulbifer maritimus 97.9 Gammaproteobacteria
MEBiC09332 Paenibacillus taiwanensis 95.8 Firmicutes
MEBIiC09333 Pseudoalteromonas byunsanensis 99.3 Gammaproteobacteria
MEBIiC09334 Pseudoalteromonas espejiana 97.2 Gammaproteobacteria
MEBIiC09335 Shewanella marisflavi 96.2 Gammaproteobacteria
MEBIiC09336 Vibrio atypicus 96.5 Gammaproteobacteria
MEBIiC09337 Vibrio pacinii 98.4 Gammaproteobacteria
MEBIiC09340 Vibrio sagamiensis 94.0 Gammaproteobacteria
MEBIiC09341 Photobacterium aquimaris 95.2 Gammaproteobacteria
MEBIiC09342 Photobacterium aquimaris 97.3 Gammaproteobacteria
MEBIiC09344 Photobacterium gaetbulicola 94.2 Gammaproteobacteria
MEBiC09346 Photobacterium aquimaris 93.1 Gammaproteobacteria
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MEBIiC09377 Pseudoalteromonas lipolytica 100.0 Gammaproteobacteria
MEBIiC09378 Halomonas ventosae 100.0 Gammaproteobacteria
MEBIiC09379 Phaeobacter caeruleus 98.4 Alphaproteobacteria
MEBIiC09380 Shewanella marisflavi 99.9 Gammaproteobacteria
MEBIiC09381 Halomonas gomseomensis 98.6 Gammaproteobacteria
MEBIiC09382 Pseudoalteromonas undina 100.0 Gammaproteobacteria
MEBiC09384 Pseudoalteromonas_prydzensis 98.5 Gammaproteobacteria
MEBiC09385 Pseudoalteromonas _paragorgicola 99.9 Gammaproteobacteria
MEBIiC09386 Idiomarina_salinarum 98.2 Gammaproteobacteria
MEBiC09387 Salegentibacter mishustinae 99.3 Bacteroidetes
MEBiC09388 Halomonas sulfidaeris 99.4 Gammaproteobacteria
MEBiC09389 Sulfitobacter mediterraneus 97.3 Alphaproteobacteria
MEBIiC09390 Roseobacter denitrificans 97.3 Alphaproteobacteria
MEBIiC09391 Algibacter lectus 97.1 Bacteroidetes
MEBiC09392 Vibrio rumoiensis 99.7 Gammaproteobacteria
MEBIiC09393 Pseudoalteromonas_arctica 99.7 Gammaproteobacteria
MEBiC0939%4 Pseudoalteromonas mariniglutinosa 99.4 Gammaproteobacteria
MEBIiC09395 Marinomonas ushuaiensis 97.9 Gammaproteobacteria
MEBIiC09396 Roseovarius mucosus 97.2 Alphaproteobacteria
MEBIiC09397 Marinobacter hydrocarbonoclasticus 100.0 Gammaproteobacteria
MEBIiC09398 Croceicoccus marinus 98.3 Alphaproteobacteria
MEBIiC09399 Halomonas boliviensis 99.4 Gammaproteobacteria
MEBiC09400 Oceanicola nanhaiensis 100.0 Alphaproteobacteria
MEBiC09401 Muricauda lutimaris 98.2 Bacteroidetes
MEBiC09402 Maritimibacter alkaliphilus 97.0 Alphaproteobacteria
MEBIiC09403 Owenweeksia hongkongensis 92.5 Bacteroidetes
MEBiC09404 Roseovarius tolerans 99.0 Alphaproteobacteria
MEBiC09405 Marinobacter flavimaris 99.6 Gammaproteobacteria
MEBiC09406 Nocardioides salarius 100.0 Actinobacteria
MEBiC09407 Sphingopyxis flavimaris 99.5 Alphaproteobacteria
MEBiC09408 Marinobacteriumlutimaris 98.4 Gammaproteobacteria
MEBiC09409 Kordiimonas lacus 99.5 Alphaproteobacteria
MEBiC09410 Novosphingobium pentaromativorans 99.9 Alphaproteobacteria
MEBiC09411 Gracilimonas tropica 95.0 Bacteroidetes
MEBIiC09412 Marixanthomonas ophiurae 90.5 Bacteroidetes
MEBiC09413 Arenibacter echinorum 97.6 Bacteroidetes
MEBiC09414 Halieamediter ranea 98.7 Gammaproteobacteria
MEBIiC09415 Sulfitobacter dubius 99.7 Alphaproteobacteria
MEBiC09416 Marinomonas _polaris 99.9 Gammaproteobacteria
MEBIiC09417 Lutimaribacter saemankumensis 97.3 Alphaproteobacteria
MEBiC09418 Marinobacter lipolyticus 99.9 Gammaproteobacteria
MEBiC09419 Altererythrobacter marensis 99.0 Alphaproteobacteria
MEBiC09420 Marinobacter sediminum 98.4 Gammaproteobacteria
MEBIiC09421 Idiomarina aquimaris 99.7 Gammaproteobacteria
MEBiC09422 Marinobacter algicola 99.9 Gammaproteobacteria
MEBiC09423 Roseovarius crassostreae 98.5 Alphaproteobacteria
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MEBIiC09424 Stappia indica 99.5 Alphaproteobacteria
MEBIiC09425 Sulfitobacter brevis 98.8 Alphaproteobacteria
MEBIiC09426 Sneathiella glossodoripedis 94.9 Alphaproteobacteria
MEBiC09427 Alteromonas addita 99.9 Gammaproteobacteria
MEBiC09428 Aeribacillus pallidus 99.6 Firmicutes
MEBiC09429 Aeribacillus pallidus 99.6 Firmicutes
MEBiC09430 Geobacillus _galactosidasius 99.9 Firmicutes
MEBIiC09431 Geobacillus thermodenitrificans 100.0 Firmicutes
MEBiC09432 Geobacillus caldoxylosilyticus 99.6 Firmicutes
MEBIiC09433 Bacillus _alveayuensis 99.8 Firmicutes
MEBiC09434 Aeribacillus pallidus 99.5 Firmicutes
MEBiC09435 Geobacillus thermodenitrificans 99.9 Firmicutes
MEBiC09481 Bacillus aeolius 97.2 Firmicutes
MEBiC09482 Bacilluss porothermodurans 96.0 Firmicutes
MEBiC09483 Brevibacillus thermoruber 95.0 Firmicutes
MEBiC09484 Microaerobacter geothermalis 89.5 Firmicutes
MEBiC09485 Bacillus sporothermodurans 95.9 Firmicutes
MEBiC09486 Bacillus sporothermodurans 95.9 Firmicutes
MEBIiC09487 Caldalkalibacillus uzonensis 88.8 Firmicutes
MEBIiC09488 Mycobacterium phlei 99.8 Actinobacteria
MEBIiC09489 Exiguobacterium mexicanum 100.0 Firmicutes
MEBiC09490 Citreicella thiooxidans 99.9 Alphaproteobacteria
MEBiC09491 Halomonas shengliensis 98.1 Gammaproteobacteria
MEBiC09492 Oceanicola marinus 100.0 Alphaproteobacteria
MEBIiC09493 Planococcus maritimus 99.5 Firmicutes
MEBiC09494 Idiomarina homiensis 99.0 Gammaproteobacteria
MEBIiC09495 Vibrio azureus 99.1 Gammaproteobacteria
MEBiC09496 Halomonas shengliensis 97.9 Gammaproteobacteria
MEBiC09497 Algoriphagus halophilus 100.0 Bacteroidetes
MEBiC09498 Halomona_stitanicae 99.8 Gammaproteobacteria
MEBiC09499 Alteromonas _macleodii 99.1 Gammaproteobacteria
MEBiC09500 Brachybacterium_sacelli 99.0 Actinobacteria
MEBIiC09501 Oceanicola marinus 100.0 Alphaproteobacteria
MEBiC09502 Halomonas saccharevitans 98.2 Gammaproteobacteria
MEBiC09503 Meridianimaribacter flavus 92.8 Bacteroidetes
MEBIiC09504 Algoriphagus halophilus 100.0 Bacteroidetes
MEBiC09505 Alteromonas tagae 98.3 Gammaproteobacteria
MEBIiC09506 Vibrio azureus 98.9 Gammaproteobacteria
MEBiC09507 Tenacibaculum_litoreum 99.9 Bacteroidetes
MEBIiC09508 Vibrio nereis 99.6 Gammaproteobacteria
MEBiC09509 Algoriphagus halophilus 100.0 Bacteroidetes
MEBIiC09510 Labrenzia aggregata 99.8 Alphaproteobacteria
MEBIiC09511 Marinobacterium stanieri 98.3 Gammaproteobacteria
MEBIiC09512 Vibrio atypicus 98.4 Gammaproteobacteria
MEBIiC09513 Bacillus badius 96.3 Firmicutes
MEBIiC09514 Aeribacilluspallidus 99.5 Firmicutes
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MEBIiC09515 Bacillus aeolius 97.1 Firmicutes
MEBIiC09516 Bacillus thermolactis 99.5 Firmicutes
MEBIiC09517 Rhodothermus profundi 87.9 Bacteroidetes
MEBIiC09518 Aquamicrobium defluvii 96.3 Alphaproteobacteria
MEBIiC09519 Marinobacter lutaoensis 97.5 Gammaproteobacteria
MEBIiC09520 Pararhodobacter aggregans 90.7 Alphaproteobacteria
MEBIiC09521 Microbacterium_barkeri 97.9 Actinobacteria
MEBIiC09727 Pseudomonas baetica 99.8 Gammaproteobacteria
MEBiC09728 Stenotrophomonas maltophilia 99.2 Gammaproteobacteria
MEBiC09729 Stenotrophomonas maltophilia 98.2 Gammaproteobacteria
MEBiC09730 Acinetobacter guillouiae 98.6 Gammaproteobacteria
MEBIiC09731 Brevundimonas _terrae 98.6 Alphaproteobacteria
MEBIiC09732 Pseudomonas beteli 97.1 Gammaproteobacteria
MEBIiC09733 Cupriavidus metallidurans 98.6 Betaproteobacteria
MEBiC09734 Stenotrophomonas maltophilia 98.3 Gammaproteobacteria
MEBIiC09735 Stenotrophomonas maltophilia 99.5 Gammaproteobacteria
MEBIiC09736 Stenotrophomonas maltophilia 99.3 Gammaproteobacteria
MEBiC09737 Pseudomonas beteli 99.8 Gammaproteobacteria
MEBIiC09738 Acinetobacter johnsonii 99.2 Gammaproteobacteria
MEBIiC09739 Pseudomonas putida 98.2 Gammaproteobacteria
MEBiC09740 Pseudomonas putida 98.6 Gammaproteobacteria
MEBiC09741 Pseudomonas oryzihabitans 98.6 Gammaproteobacteria
MEBiC09742 Acinetobacter guillouiae 97.1 Gammaproteobacteria
MEBIiC09743 Stenotrophomonas maltophilia 98.6 Gammaproteobacteria
MEBiC09744 Pseudomonas baetica 98.3 Gammaproteobacteria
MEBIiC09745 Brevundimonas vesicularis 99.5 Alphaproteobacteria
MEBiC09746 Pseudomonas beteli 99.3 Gammaproteobacteria
MEBiC09747 Pseudomonas_putida 99.8 Gammaproteobacteria
MEBiC09748 Pseudomonas baetica 99.2 Gammaproteobacteria
MEBiC09749 Pseudomonas_putida 98.2 Gammaproteobacteria
MEBiC09750 Stenotrophomonas maltophilia 98.6 Gammaproteobacteria
MEBiC09751 Acinetobacter ursingii 98.6 Gammaproteobacteria
MEBIiC09752 Pseudomonas koreensis 97.1 Gammaproteobacteria
MEBIiC09753 Pseudomonas beteli 98.6 Gammaproteobacteria
MEBIiC09754 Pseudomonas geniculata 98.3 Gammaproteobacteria
MEBIiC09755 Pseudomonas koreensis 99.5 Gammaproteobacteria
MEBIiC09756 Klebsiella oxytoca 99.3 Gammaproteobacteria
MEBIiC09757 Pseudomonas koreensis 97.9 Gammaproteobacteria
MEBIiC09758 Acinetobacter johnsonii 98.7 Gammaproteobacteria
MEBIiC09759 Pseudomonas taiwanensis 99.2 Gammaproteobacteria
MEBIiC09760 Pseudomonas baetica 97.8 Gammaproteobacteria
MEBIiC09761 Acinetobacter johnsonii 99.8 Gammaproteobacteria
MEBIiC09762 Stenotrophomonas maltophilia 99.2 Gammaproteobacteria
MEBIiC09763 Pseudomonas oryzihabitans 98.2 Gammaproteobacteria
MEBIiC09764 Acinetobacter johnsonii 98.6 Gammaproteobacteria
MEBiC09765 Bacillus oceanisediminis 98.6 Firmicutes
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MEBIiC09766 Pseudomonas monteilii 97.1 Gammaproteobacteria
MEBIiC09767 Pseudomonas baetica 98.6 Gammaproteobacteria
MEBIiC09768 Citrobacter youngae 98.3 Gammaproteobacteria
MEBiC09769 Pseudomonas baetica 99.5 Gammaproteobacteria
MEBiC09770 Enterobacter soli 99.3 Gammaproteobacteria
MEBIiC09771 Stenotrophomonas maltophilia 99.8 Gammaproteobacteria
MEBiC09772 Pseudomonas putida 99.2 Gammaproteobacteria
MEBiC09773 Stenotrophomonas maltophilia 98.2 Gammaproteobacteria
MEBiC09774 Stenotrophomonas _maltophilia 98.6 Gammaproteobacteria
MEBiC09775 Acinetobacter johnsonii 98.6 Gammaproteobacteria
MEBiC09776 Stenotrophomonas maltophilia 97.1 Gammaproteobacteria
MEBiC09777 Pseudomonas _taiwanensis 98.6 Gammaproteobacteria
MEBIiC09778 Acinetobacter johnsonii 98.3 Gammaproteobacteria
MEBiC09779 Stenotrophomonas _maltophilia 99.5 Gammaproteobacteria
MEBiC09780 Acinetobacter johnsonii 99.3 Gammaproteobacteria
MEBIiC09781 Staphylococcus pasteuri 99.8 Firmicutes
MEBiC09782 Bacillus_firmus 99.2 Firmicutes
MEBiC09783 Bacillus_firmus 98.2 Firmicutes
MEBIiC09784 Pseudomonas monteilii 98.6 Gammaproteobacteria
MEBIiC09785 Pseudomonas plecoglossicida 98.6 Gammaproteobacteria
MEBIiC09786 Klebsiella oxytoca 97.1 Gammaproteobacteria
MEBiC09787 Pseudomonas monteilii 98.6 Gammaproteobacteria
MEBiC09788 Acinetobacter johnsonii 98.3 Gammaproteobacteria
MEBIiC09789 Pseudomonas monteilii 99.5 Gammaproteobacteria
MEBIiC09790 Acinetobacter johnsonii 99.3 Gammaproteobacteria
MEBiC09791 Pseudomonas baetica 97.9 Gammaproteobacteria
MEBiC09792 Pseudomonas monteilii 98.7 Gammaproteobacteria
MEBiC09793 Pseudomonas plecoglossicida 99.3 Gammaproteobacteria
MEBiC09794 Stenotrophomonas maltophilia 97.8 Gammaproteobacteria
MEBiC09795 Acinetobacter johnsonii 99.8 Gammaproteobacteria
MEBiC09796 Pseudomonas_baetica 99.2 Gammaproteobacteria
MEBiC09797 Stenotrophomonas _maltophilia 98.2 Gammaproteobacteria
MEBIiC09798 Stenotrophomonas daejeonensis 98.6 Gammaproteobacteria
MEBiC09799 Acinetobacter johnsonii 98.6 Gammaproteobacteria
MEBiC09800 Acinetobacter johnsonii 97.1 Gammaproteobacteria
MEBIiC09801 Acinetobacter johnsonii 98.6 Gammaproteobacteria
MEBiC09802 Pseudomonas parafulva 98.3 Gammaproteobacteria
MEBiC09803 Pseudomonas taiwanensis 99.5 Gammaproteobacteria
MEBiC09804 Acinetobacter johnsonii 99.3 Gammaproteobacteria
MEBIiC09805 Stenotrophomonas maltophilia 99.8 Gammaproteobacteria
MEBIC09806 Microbacterium_terricola 99.2 Actinobacteria
MEBIiC09808 Pseudomonas baetica 97.1 Gammaproteobacteria
MEBIiC09810 Pseudomonas baetica 97.1 Gammaproteobacteria
MEBIiC09811 Pseudomonas taiwanensis 98.6 Gammaproteobacteria
MEBIiC09812 Pseudomonas monteilii 98.3 Gammaproteobacteria
MEBIiC09813 Stenotrophomonas maltophilia 99.5 Gammaproteobacteria
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MEBIiC09814 Stenotrophomonas maltophilia 99.3 Gammaproteobacteria
MEBIiC09815 Pseudomonas monteilii 99.8 Gammaproteobacteria
MEBIiC09816 Acinetobacter johnsonii 99.2 Gammaproteobacteria
MEBIiC09817 Pseudomonas putida 98.2 Gammaproteobacteria
MEBiC10561 Rhodococcus _aetherivorans 99.0 Actinobacteria
MEBIiC10562 Rhodococcus aetherivorans 98.0 Actinobacteria
MEBIiC10563 Rhodococcus gordoniae 97.6 Actinobacteria
MEBiC10564 Paracoccus aminovorans 97.8 Alphaproteobacteria
MEBIiC10565 Celeribacter baekdonensis 95.4 Alphaproteobacteria
MEBIiC10566 Celeribacter baekdonensis 98.0 Alphaproteobacteria
MEBIiC10567 Celeribacter baekdonensis 99.1 Alphaproteobacteria
MEBIiC10568 Pseudomonas_corrugata 98.9 Gammaproteobacteria
MEBIiC10569 Haematobacter missouriensis 95.2 Alphaproteobacteria
MEBIiC10570 Exiguobacterium_aurantiacum 97.3 Firmicutes
MEBIiC10571 Azoarcus communis 96.2 Betaproteobacteria
MEBIiC10572 Celeribacter baekdonensis 99.1 Alphaproteobacteria
MEBIiC10573 Celeribacter baekdonensis 99.1 Alphaproteobacteria
MEBIiC10574 Azoarcus communis 96.1 Betaproteobacteria
MEBIiC10575 Bacillus firmus 98.5 Firmicutes
MEBIiC10576 Gillisia_mitskevichiae 99.2 Bacteroidetes
MEBIiC10577 Bacillus infantis 99.2 Firmicutes
MEBIiC10578 Ahrensia kielensis 97.8 Alphaproteobacteria
MEBiC10579 Arthrobacter rhombi 99.0 Actinobacteria
MEBIiC10580 Salinibacterium amurskyense 99.1 Actinobacteria
MEBIiC10581 Erythrobacter gangjinensis 96.2 Alphaproteobacteria
MEBIiC10582 Ahrensia kielensis 97.8 Alphaproteobacteria
MEBIiC10583 Bacillus idriensis 98.2 Firmicutes
MEBIiC10584 Celeribacter baekdonensis 98.7 Alphaproteobacteria
MEBIiC10585 Citreicella_thiooxidans 99.0 Alphaproteobacteria
MEBiC10586 Bacillus vietnamensis 98.0 Firmicutes
MEBiC10587 Bacillus _aquimaris 98.1 Firmicutes
MEBIiC10588 Bacillus aquimaris 98.1 Firmicutes
MEBIiC10589 Microbacterium schleiferi 98.4 Actinobacteria
MEBIiC10590 Celeribacter baekdonensis 98.9 Alphaproteobacteria
MEBIiC10591 Vibrio tubiashii 97.1 Gammaproteobacteria
MEBIiC10592 Exiguobacterium profundum 98.8 Firmicutes
MEBIiC10593 Citreicella thiooxidans 99.0 Alphaproteobacteria
MEBIiC10594 Celeribacter baekdonensis 95.2 Alphaproteobacteria
MEBiC10595 Bacillus vietnamensis 98.0 Firmicutes
MEBIiC10596 Exiguobacterium marinum 98.4 Firmicutes
MEBIiC11093 Shewanella loihica 99.8 Gammaproteobacteria
MEBIC11527 Vibrio neocaledonicus 98.1 Gammaproteobacteria
MEBIiC11528 Pseudoalteromonas nigrifaciens 98.1 Gammaproteobacteria
MEBIiC11529 Nonlabens dokdonensis 98.1 Bacteroidetes
MEBIC11530 Bacillus aerophilus 97.6 Firmicutes
MEBIiC11531 Anoxybacillus calidus 99.1 Firmicutes
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MEBIC11532 Halomonas pacifica 98.1 Gammaproteobacteria
MEBIC11533 Paenibacillus dongdonensis 98.3 Firmicutes
MEBIiC11094 Microbacterium maritypicum 99.8 Actinobacteria
MEBIiC11095 Bacillus thioparans 99.8 Firmicutes
MEBIC11096 Bacillus vietnamensis 99.4 Firmicutes
MEBiC11097 Idiomarina seosinensis 99.2 Gammaproteobacteria
MEBiC11098 Bacillus_aquimaris 99.5 Firmicutes
MEBIC11099 Bacillus vietnamensis 99.3 Firmicutes
MEBIC11100 Achromobacter spanius 99.7 Betaproteobacteria
MEBIC11101 Pseudomonas sagittaria 96.5 Gammaproteobacteria
MEBIC11102 Bacillus soli 99.3 Firmicutes
MEBIC11103 Bacillus vietnamensis 99.1 Firmicutes
MEBIC11104 Bacillus toyonensis 99.8 Firmicutes
MEBIC11105 Pseudomonas sagittaria 95.3 Gammaproteobacteria
MEBIC11106 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBiC11107 Rhodococcus ruber 99.1 Actinobacteria
MEBIC11108 Lysinibacillus fusiformis 99.7 Firmicutes
MEBIiC11109 Bacillus pakistanensis 99.2 Firmicutes
MEBIiC11110 Arthrobacter nicotinovorans 100 Actinobacteria
MEBICl11111 Pseudomonas thivervalensis 97.6 Gammaproteobacteria
MEBIC11112 Pseudomonas mandelii 100 Gammaproteobacteria
MEBICI11113 Pseudomonas linyingensis 96.6 Gammaproteobacteria
MEBICI11114 Pseudomonas linyingensis 99.7 Gammaproteobacteria
MEBICI11115 Bacillus enclensis 98.1 Firmicutes
MEBIC11116 Bacillus vietnamensis 99.2 Firmicutes
MEBIC11117 Bacillus aryabhattai 100 Firmicutes
MEBIC11118 Microbacterium maritypicum 99.8 Actinobacteria
MEBIC11119 Microbacterium maritypicum 98.2 Actinobacteria
MEBIC11120 Arthrobacter humicola 99.4 Actinobacteria
MEBiC11121 Bacillus thioparans 98.1 Firmicutes
MEBiC11122 Microbacterium _maritypicum 99.8 Actinobacteria
MEBIiC11123 Halomonas ventosae 99.7 Gammaproteobacteria
MEBIC11124 Rhodococcusqingshengiidjl-6(T) 100 Actinobacteria
MEBICI11125 Microbacterium oxydans 99.9 Actinobacteria
MEBICI11126 Bacillus marisflavi 99.7 Firmicutes
MEBiC11127 Bacillus vietnamensis 99.3 Firmicutes
MEBIC11128 Sphingorhabdus flavimaris 98.8 Alphaproteobacteria
MEBIC11129 Pararhodobacter aggregans 97.4 Firmicutes
MEBIC11130 Hydrogenophaga carboriunda 99.1 Betaproteobacteria
MEBICI11131 Paenibacillus endophyticus 98.2 Firmicutes
MEBIC11132 Bacillus hwajinpoensis 99.1 Firmicutes
MEBICI11133 Marinobacter litoralis 98.2 Gammaproteobacteria
MEBIC11134 Bacillus aryabhattai 99.7 Firmicutes
MEBIC11135 Pseudomonas protegens 100 Gammaproteobacteria
MEBIC11136 Pseudomonas protegens 99.5 Gammaproteobacteria
MEBIC11137 Pseudomonas umsongensis 99.6 Gammaproteobacteria

- 155 -

Strain Best-matched neighbor Similarity (%) Division
MEBIC11138 Microbacterium maritypicum 99.5 Actinobacteria
MEBIC11139 Pseudomonas peli 98.3 Gammaproteobacteria
MEBIiC11140 Rhodococcus wratislaviensis 98.3 Actinobacteria
MEBIC11141 Pseudomonas moorei 99.3 Gammaproteobacteria
MEBIiC11142 Halomonas ventosae 99.7 Gammaproteobacteria
MEBIiC11143 Achromobacter spanius 100 Betaproteobacteria
MEBiC11144 Pseudomonas_taeanensis 98.5 Gammaproteobacteria
MEBiC11145 Pseudomonas umsongensis 99.2 Gammaproteobacteria
MEBIC11146 Bacillus indicus 99.6 Firmicutes
MEBIC11147 Bacillus vietnhamensis 98.9 Firmicutes
MEBIiC11148 Microbacterium oxydans 99.9 Actinobacteria
MEBIiC11149 Stappia_ stellulata 99.1 Alphaproteobacteria
MEBIC11150 Rhodococcus gingshengii 98.1 Actinobacteria
MEBIC11151 Pseudomonas veronii 99.8 Gammaproteobacteria
MEBIC11152 Stappia_stellulata 99.0 Alphaproteobacteria
MEBIC11153 Bacillus marisflavi 98.1 Firmicutes
MEBIC11154 Pseudomonas hunanensis 98.8 Gammaproteobacteria
MEBIC11155 Pseudomonas hunanensis 98.8 Gammaproteobacteria
MEBIC11156 Bacillus marisflavi 98.1 Firmicutes
MEBIC11157 Pseudomonas arsenicoxydans 99.7 Gammaproteobacteria
MEBIC11158 Bacillus enclensis 98.1 Firmicutes
MEBIC11159 Rhodococcus erythropolis 99.7 Actinobacteria
MEBIC11160 Bacillus aquimaris 99.0 Firmicutes
MEBIC11161 Rhodococcus erythropolis 99.6 Actinobacteria
MEBIC11162 Pseudomonas mandelii 100 Gammaproteobacteria
MEBIiC11163 Shewanella baltica 99.3 Gammaproteobacteria
MEBiC11164 Bacillus infantis 99.7 Firmicutes
MEBIC11165 Microbacterium maritypicum 99.8 Actinobacteria
MEBIiC11166 Bacillus anthracis 100 Firmicutes
MEBiC11167 Bacillus _hwajinpoensis 99.7 Firmicutes
MEBiC11168 Marinobacter maritimus 98.2 Gammaproteobacteria
MEBiC11169 Halomonas aidingensis 96.6 Gammaproteobacteria
MEBIiC11170 Marinobacter excellens 99.1 Gammaproteobacteria
MEBIC11171 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIC11172 Pseudomonas linyingensis 100 Gammaproteobacteria
MEBIC11173 Halomonas ventosae 99.7 Gammaproteobacteria
MEBIiC11174 Bacillus hwajinpoensis 100 Firmicutes
MEBIC11175 Rhodococcus erythropolis 99.8 Actinobacteria
MEBIC11176 Ochrobactrum_cytisi 100 Alphaproteobacteria
MEBIC11177 Bacillus aryabhattai 99.8 Firmicutes
MEBIC11178 Ochrobactrum cytisi 99.1 Alphaproteobacteria
MEBIC11179 Mariniflexile aquimaris 96.6 Bacteroidetes
MEBIiC11180 Rhizobium sphaerophysae 97.9 Alphaproteobacteria
MEBIC11181 Pseudomonas kilonensis 99.1 Gammaproteobacteria
MEBIC11182 Pseudomonas taeanensis 98.8 Gammaproteobacteria
MEBIC11183 Pseudomonas taiwanensis 98.3 Gammaproteobacteria
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MEBIC11184 Rhodococcus gingshengii 100 Actinobacteria
MEBIC11185 Bacillus hwajinpoensis 99.6 Firmicutes
MEBIiC11186 Bacillus vietnamensis 98.2 Firmicutes
MEBICI11187 Halomonas alimentaria 98.7 Gammaproteobacteria
MEBICI11188 Halomonas aidingensis 99.2 Gammaproteobacteria
MEBIC11189 Rhizobium naphthalenivorans 99.9 Alphaproteobacteria
MEBiC11190 Pseudomonas _linyingensis 99.3 Gammaproteobacteria
MEBIC11191 Pseudomonas_kilonensis 98.8 Gammaproteobacteria
MEBIC11192 Marinobacter maritimus 98.1 Gammaproteobacteria
MEBIC11193 Bacillus subterraneus 99.2 Firmicutes
MEBIC11194 Bacillus enclensis 99.3 Firmicutes
MEBIC11195 Pseudomonas_extremaustralis 99.1 Gammaproteobacteria
MEBIiC11196 Rhodococcus jostii 99.6 Actinobacteria
MEBIC11197 Bacillus algicola 95.1 Firmicutes
MEBIC11198 Pseudomonas prosekii 99.4 Gammaproteobacteria
MEBIiC11199 Pseudomonas brassicacearum 99.5 Gammaproteobacteria
MEBIiC11200 Rhodococcus ruber 99.8 Actinobacteria
MEBiC11201 Microbacterium oxydans 99.3 Actinobacteria
MEBIiC11202 Bacillus hwajinpoensis 100 Firmicutes
MEBIC11203 Pseudomonas taeanensis 98.3 Gammaproteobacteria
MEBIiC11204 Bacillus soli 99.4 Firmicutes
MEBIiC11205 Microbacterium oxydans 99.4 Actinobacteria
MEBIC11206 Arthrobacter scleromae 99.6 Actinobacteria
MEBIC11207 Pseudomonas rhodesiae 100 Gammaproteobacteria
MEBIiC11208 Bacillus aryabhattai 100 Firmicutes
MEBIC11209 Celeribacter baekdonensis 99.8 Alphaproteobacteria
MEBIiC11210 Aeromicrobium_ponti 99.9 Actinobacteria
MEBIiC11211 Achromobacter dolens 99.9 Betaproteobacteria
MEBIiC11212 Arenibacter troitsensis 99.5 Bacteroidetes
MEBiC11213 Microbacterium_oxydans 99.1 Actinobacteria
MEBiC11214 Halomonas ventosae 99.3 Gammaproteobacteria
MEBIC11215 Achromobacter dolens 99.5 Betaproteobacteria
MEBIC11216 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIC11217 Halomonas ventosae 99.3 Gammaproteobacteria
MEBIC11218 Microbacterium oxydans 99.9 Actinobacteria
MEBIC11219 Rhodococcus qingshengi 100 Actinobacteria
MEBIiC11220 Microbacterium jejuense 98.9 Actinobacteria
MEBIC11221 Halomonas alimentaria 98.4 Gammaproteobacteria
MEBIiC11222 Micrococcus endophyticus 99.1 Actinobacteria
MEBIC11223 Pseudomonas umsongensis 99.9 Gammaproteobacteria
MEBIC11224 Rhizobium massiliae 99.6 Alphaproteobacteria
MEBIC11225 Pseudomonas linyingensis 99.9 Gammaproteobacteria
MEBIC11226 Bacillus aryabhattai 99.0 Firmicutes
MEBIC11227 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIiC11228 Pseudomonas linyingensis 98.1 Gammaproteobacteria
MEBIiC11229 Pseudomonas koreensis 99.8 Gammaproteobacteria
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MEBIiC11230 Microbacterium maritypicum 99.8 Actinobacteria
MEBIiC11231 Bacillus jeotgali 99.4 Firmicutes
MEBIiC11232 Bacillus anthracis 100 Firmicutes
MEBIiC11233 Bacillus aerophilus 100 Firmicutes
MEBIiC11234 Bacillus jeotgali 99.8 Firmicutes
MEBIiC11235 Bacillus aquimaris 98.3 Firmicutes
MEBIiC11236 Bacillus indicus 98.2 Firmicutes
MEBIiC11237 Bacillus jeotgali 99.7 Firmicutes
MEBIiC11238 Bacillus enclensis 98.3 Firmicutes
MEBIiC11239 Martelella endophytica 99.3 Alphaproteobacteria
MEBIiC11240 Fictibacillus phosphorivorans 100 Firmicutes
MEBIiC11241 Marinobacter maritimus 99.5 Gammaproteobacteria
MEBiC11242 Bacillus anthracis 98.3 Firmicutes
MEBIiC11243 Halomonas alimentaria 99.7 Gammaproteobacteria
MEBIiC11244 Marinobacter maritimus 99.5 Gammaproteobacteria
MEBIiC11245 Bacillus toyonensis 100 Firmicutes
MEBIiC11246 Flavobacterium ahnfeltiae 96.1 Bacteroidetes
MEBiC11247 Bacillus simplex 100 Firmicutes
MEBIiC11248 Achromobacter spanius 100 Betaproteobacteria
MEBIiC11249 Bacillus aquimaris 98.6 Firmicutes
MEBIiC11250 Bacillus toyonensis 100 Firmicutes
MEBIiC11251 Brevundimonas mediterranea 99.3 Actinobacteria
MEBIC11252 Bacillus firmus 98.5 Firmicutes
MEBIC11253 Rhodococcus gingshengii 100 Actinobacteria
MEBIiC11254 Flavobacterium ponti 97.5 Bacteroidetes
MEBIC11255 Marinobacter litoralis 97.6 Gammaproteobacteria
MEBiC11256 Bacillus safensis 99.0 Firmicutes
MEBiC11257 Sphingopyxis ummariensis 99.5 Alphaproteobacteria
MEBiC11258 Bacillus jeotgali 99.8 Firmicutes
MEBiC11259 Azoarcus communis 97.3 Betaproteobacteria
MEBiC11260 Pseudomonas_linyingensis 99.8 Gammaproteobacteria
MEBIiC11261 Pseudomonas hunanensis 99.7 Gammaproteobacteria
MEBIiC11262 Fictibacillus nanhaiensis 100 Firmicutes
MEBIiC11263 Bacillus idriensis 98.6 Firmicutes
MEBIiC11264 Bacillus vietnamensis 99.1 Firmicutes
MEBIiC11265 Bacillus aryabhattai 100 Firmicutes
MEBIiC11266 Bacillus cereus 99.3 Firmicutes
MEBIiC11267 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11268 Bacillus aquimaris 98.9 Firmicutes
MEBIC11269 Marinobacter maritimus 99.3 Gammaproteobacteria
MEBIiC11270 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIC11271 Pseudomonas mandelii 99.1 Gammaproteobacteria
MEBIC11272 Pseudomonas veronii 99.7 Gammaproteobacteria
MEBIC11273 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIC11274 Pseudomonas linyingensis 100 Gammaproteobacteria
MEBIiC11275 Pseudomonas _linyingensis 100 Gammaproteobacteria
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MEBIC11276 Rhodococcus jostii 99.5 Actinobacteria
MEBIiC11277 Rhodococcus ruber 99.8 Actinobacteria
MEBIC11278 Bacillus hwajinpoensis 100 Firmicutes
MEBIC11279 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11280 Bacillus algicola 99.4 Firmicutes
MEBIiC11281 Gemmobacter megaterium 97.5 Alphaproteobacteria
MEBiC11282 Pseudomonas borbori 99.4 Gammaproteobacteria
MEBiC11283 Rhodococcus _qingshengii 100 Actinobacteria
MEBIC11284 Seohaeicola saemankumensis 99.5 Alphaproteobacteria
MEBIC11285 Marinobacter daepoensis 99.8 Gammaproteobacteria
MEBIiC11286 Bacillus aryabhattai 99.8 Firmicutes
MEBIiC11287 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBiC11288 Rhodococcus ruber 99.8 Actinobacteria
MEBIiC11289 Pseudomonas_brassicacearum 100 Gammaproteobacteria
MEBIiC11290 Bacillus hwajinpoensis 99.3 Firmicutes
MEBIC11291 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11292 Pseudomonas _linyingensis 99.7 Gammaproteobacteria
MEBiC11293 Bacillus vietnamensis 99.3 Firmicutes
MEBIiC11294 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIC11295 Bacillus toyonensis 99.8 Firmicutes
MEBIiC11296 Shewanella indica 100 Gammaproteobacteria
MEBIiC11297 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11298 Pseudomonas brassicacearum 99.7 Gammaproteobacteria
MEBIiC11299 Pseudomonas prosekii 100 Gammaproteobacteria
MEBIiC11300 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIiC11301 Bacillus aquimaris 98.1 Firmicutes
MEBIiC11302 Bacillus aquimaris 98.6 Firmicutes
MEBIiC11303 Pseudomonas_linyingensis 99.8 Gammaproteobacteria
MEBIiC11304 Rhodococcus jostii 99.6 Actinobacteria
MEBIiC11305 Rhodococcus gqingshengii 100 Actinobacteria
MEBIiC11306 Bacillus _hwajinpoensis 99.6 Firmicutes
MEBiC11307 Pseudomonas _sagittaria 98.2 Gammaproteobacteria
MEBIiC11308 Bacillus hwajinpoensis 99.7 Firmicutes
MEBIiC11309 Bacillus aryabhattai 99.8 Firmicutes
MEBICI11310 Flavobacterium ponti 99.6 Bacteroidetes
MEBIC11311 Pseudomonas linyingensis 98.9 Gammaproteobacteria
MEBIC11312 Halomonas ventosae 99.8 Gammaproteobacteria
MEBIC11313 Pseudomonas cuatrocienegasensis 97.6 Gammaproteobacteria
MEBIC11314 Pseudomonas_linyingensis 99.5 Gammaproteobacteria
MEBICI11315 Bacillus vietnamensis 99.6 Firmicutes
MEBICI11316 Rhodococcus qingshengii 100 Actinobacteria
MEBICI11317 Pseudomonas hunanensis 99.5 Gammaproteobacteria
MEBIC11318 Flavobacterium ponti 98.1 Bacteroidetes
MEBIC11319 Oceanobacillus kimchii 95.9 Firmicutes
MEBIiC11320 Pseudomonas hunanensis 98.7 Gammaproteobacteria
MEBiC11321 Pseudomonas sagittaria 98.8 Gammaproteobacteria
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MEBIiC11322 Halomonas ventosae 98.2 Gammaproteobacteria
MEBIiC11323 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIiC11324 Bacillus jeotgali 98.3 Firmicutes
MEBIC11325 Pseudomonas brassicacearum 99.9 Gammaproteobacteria
MEBIiC11326 Bacillus toyonensis 100 Firmicutes
MEBiC11327 Paenisporosarcina_macmurdoensis 99.2 Firmicutes
MEBiC11328 Pseudomonas hunanensis 99.3 Gammaproteobacteria
MEBIC11329 Bacillus siamensis 99.8 Firmicutes
MEBIC11330 Pseudomonas_koreensis 98.9 Gammaproteobacteria
MEBIiC11331 Halobacillus yeomjeoni 99.2 Gammaproteobacteria
MEBIiC11332 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11333 Pseudomonas cuatrocienegasensis 98.0 Gammaproteobacteria
MEBIiC11334 Pseudomonas linyingensis 99.7 Gammaproteobacteria
MEBIiC11335 Pseudomonas_linyingensis 99.6 Gammaproteobacteria
MEBIC11336 Pseudodonghicola xiamenensis 97.1 Alphaproteobacteria
MEBIiC11337 Pseudodonghicola xiamenensis 99.3 Alphaproteobacteria
MEBIiC11338 Bacillus aerophilus 99.8 Firmicutes
MEBIiC11339 Bacillus hwajinpoensis 99.7 Firmicutes
MEBIiC11340 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIC11341 Bacillus aryabhattai 100 Firmicutes
MEBIiC11342 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIiC11343 Halomonas ventosae 100 Gammaproteobacteria
MEBIiC11344 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIC11345 Bacillus anthracis 99.6 Firmicutes
MEBIiC11346 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11347 Bacillus aryabhattai 99.8 Firmicutes
MEBIiC11348 Sinorhodobacter ferrireducens 98.6 Alphaproteobacteria
MEBIiC11349 Bacillus aerophilus 100 Firmicutes
MEBiC11350 Ensifer sesbaniae 97.2 Alphaproteobacteria
MEBIiC11351 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11352 Bacillus indicus 99.5 Firmicutes
MEBIiC11353 Rhodococcus ruber 99.8 Actinobacteria
MEBIiC11354 Bacillus thioparans 99.7 Firmicutes
MEBIC11355 Lactobacillus helveticus 98.7 Firmicutes
MEBIiC11356 Bacillus toyonensis 99.6 Firmicutes
MEBIiC11357 Bacillus toyonensis 99.7 Firmicutes
MEBIiC11358 Pseudomonas brassicacearum 99.7 Gammaproteobacteria
MEBIiC11359 Pseudomonas cuatrocienegasensis 97.6 Gammaproteobacteria
MEBIiC11360 Pseudomonas hunanensis 98.4 Gammaproteobacteria
MEBIC11361 Bacillus jeotgali 99.6 Firmicutes
MEBIC11362 Pseudomonas linyingensis 99.7 Gammaproteobacteria
MEBIC11363 Bacillus aquimaris 98.2 Firmicutes
MEBIiC11364 Pseudomonas sagittaria 99.3 Gammaproteobacteria
MEBIC11365 Fictibacillus nanhaiensis 100 Firmicutes
MEBIiC11366 Rhodococcus ruber 99.8 Actinobacteria
MEBIiC11367 Pseudoxanthomonas mexicana 99.7 Gammaproteobacteria
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MEBIiC11369 Rhodococcus gingshengii 100 Actinobacteria
MEBIC11370 Marinobacter litoralis 97.6 Gammaproteobacteria
MEBIC11371 Halomonas ventosae 100 Gammaproteobacteria
MEBIC11372 Bacillus oceanisediminis 99.4 Firmicutes
MEBIC11373 Rhodococcus jostii 99.6 Actinobacteria
MEBIiC11513 Haloplanus natans 98.6 Euryarchaeota
MEBIC11514 Halomicrobium mukohataei 92.2 Euryarchaeota
MEBIC11515 Haloplanus natans 98.4 Euryarchaeota
MEBIC11516 Haloarcula_argentinensis 99.3 Euryarchaeota
MEBIC11517 Natrinema salaciae 96.6 Euryarchaeota
MEBIC11518 Haloterrigena limicola 90.5 Euryarchaeota
MEBIiC11479 Spingomonas yanoikuyae 99.6 Bacteroidetes
MEBIiC11480 Bacillus agimaris 99.8 Firmicutes
MEBiC11481 Bacillusaeolius 99.1 Firmicutes
MEBiC11509 Bacillus aeolius 99.1 Firmicutes
MEBiC11510 Bacillus _aeolius 98.5 Firmicutes
MEBIiC11520 Virgibacillushalotolerans 98.5 Firmicutes
MEBiC11521 Virgibacilluschiguensis 99.0 Firmicutes
MEBIiC11482 Caenispirillum salinarum 99.8 Alphaproteobacteria
MEBIC11483 Caenispirillum salinarum 99.6 Alphaproteobacteria
MEBIC11511 Marinobacter lutaoensis 99.0 Gammaproteobacteria
MEBIC11484 Microbulbifer thermotolerans 99.8 Gammaproteobacteria
MEBICI11512 Microbulbifer thermotolerans 99.0 Gammaproteobacteria
MEBIC11519 Marinobacterium maritimum 99.6 Gammaproteobacteria
MEBIiC10737 Oceanobacillus iheyensis 100 Firmicutes
MEBIC10738 Novosphingobium tardaugens 98.3 Alphaproteobacteria
MEBIC10739 Jeotgalibacillus marinus 98.1 Firmicutes
MEBiC10740 Ruegeria_meonggei 98.7 Alphaproteobacteria
MEBIiC10741 Neptunomonas concharum 96.9 Gammaproteobacteria
MEBiC10742 Ruegeria_faecimaris 99.0 Alphaproteobacteria
MEBIiC10743 Kytococcus sedentarius 99.7 Actinobacteria
MEBiC10744 Mycobacterium_frederiksbergense 99.5 Actinobacteria
MEBIiC10745 Oceanimonas baumannii 98.2 Gammaproteobacteria
MEBIiC10746 Oceanibulbus indolifex 95.8 Alphaproteobacteria
MEBIiC10747 Pseudoalteromonas shioyasakiensis 100 Gammaproteobacteria
MEBIiC10748 Erythrobacter flavus 98.9 Alphaproteobacteria
MEBiC10749 Erythrobacter gangjinensis 97.6 Alphaproteobacteria
MEBIiC10750 Erythrobacter longus 98.7 Alphaproteobacteria
MEBiC10751 Planococcus maritimus 99.7 Firmicutes
MEBIC10752 Erythrobacter vulgaris 99.3 Alphaproteobacteria
MEBIC10753 Dietzia cinnamea 99.4 Actinobacteria
MEBiC10754 Dietzia maris 99.2 Actinobacteria
MEBIC10755 Micrococcus yunnanensis 99.6 Actinobacteria
MEBIiC10756 Ruegeria arenilitoris 98.4 Alphaproteobacteria
MEBIC10757 Bacillus oceanisediminis 98.3 Firmicutes
MEBiC10758 Fictibacillus nanhaiensis 100 Firmicutes
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MEBiC10759 Bacillus siamensis 100 Firmicutes
MEBiC10760 Bacillus marisflavi 100 Firmicutes
MEBIiC10761 Bacillus licheniformis 99.4 Firmicutes
MEBIiC10762 Bacillus jeotgali 99.8 Firmicutes
MEBIiC10763 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIiC10764 Bacillus horikoshii 99.5 Firmicutes
MEBIiC10765 Pseudoalteromonas ganghwensis 96.4 Gammaproteobacteria
MEBIiC10766 Bacillus firmus 99.2 Firmicutes
MEBIiC10767 Halobacillus trueperi 98.4 Firmicutes
MEBIC10768 Halobacillus locisalis 96.3 Firmicutes
MEBIiC10769 Halobacillus faecis 95.8 Firmicutes
MEBIiC10770 Gramella portivictoriae 98.7 Bacteroidetes
MEBIiC10771 Gramella marina 99.0 Bacteroidetes
MEBIiC10772 Bacillus firmus 82.1 Firmicutes
MEBIiC10773 Gordonia bronchialis 98.0 Actinobacteria
MEBiC10774 Pseudonocardia_benzenivorans - Actinobacteria
MEBiC10775 Agrococcus baldri 97.6 Actinobacteria
MEBiC10776 Gordonia_bronchialis 98.3 Actinobacteria
MEBiC10777 Mesonia_algae 97.1 Bacteroidetes
MEBIiC10778 Marmoricola aequoreus 97.9 Actinobacteria
MEBIiC10779 Marinovum_algicola 98.3 Alphaproteobacteria
MEBiC10780 Marinococcus luteus 99.4 Firmicutes
MEBIiC10781 Microbacterium laevaniformans 99.4 Actinobacteria
MEBIiC10782 Vibrio alginolyticus 99.1 Gammaproteobacteria
MEBIiC10783 Mesorhizobium thiogangeticum 97.5 Alphaproteobacteria
MEBIiC10784 Microbacterium esteraromaticum 98.5 Actinobacteria
MEBiC10785 Microbacterium_oleivorans 99.7 Actinobacteria
MEBIiC10786 Microbacterium oxydans 99.2 Actinobacteria
MEBIiC10787 Microbacterium schleiferi 98.7 Actinobacteria
MEBIiC10788 Microbacterium phyllosphaerae 99.7 Actinobacteria
MEBiC10789 Microbulbifer agarilyticus 99.1 Gammaproteobacteria
MEBiC10790 Microbulbifer epialgicus 99.6 Gammaproteobacteria
MEBIiC10791 Micrococcus terreus 100 Actinobacteria
MEBIiC10792 Micrococcus yunnanensis 99.5 Actinobacteria
MEBIiC10793 Microbulbifer thermotolerans 98.0 Gammaproteobacteria
MEBIiC1079%4 Bacillus aerophilus 98.1 Firmicutes
MEBIiC10795 Pseudoalteromonas arabiensis 99.4 Gammaproteobacteria
MEBIiC10796 Psychrobacter nivimaris 99.9 Gammaproteobacteria
MEBIiC10797 Psychrobacter nivimaris 99.1 Gammaproteobacteria
MEBIiC10798 Psychrobacter faecalis 98.6 Gammaproteobacteria
MEBIiC10799 Psychrobacter aquimaris 99.7 Gammaproteobacteria
MEBIiC10800 Psychrobacter piscatorii 98.5 Gammaproteobacteria
MEBIiC10801 Pseudoxanthomonas mexicana 96.0 Gammaproteobacteria
MEBiC10802 Psychrobacter maritimus 97.6 Gammaproteobacteria
MEBIiC10803 Psychrobacter marincola 99.0 Gammaproteobacteria
MEBiC10804 Psychrobacter celer 97.2 Gammaproteobacteria
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MEBIiC10805 Psychrobacter piscatorii 99.7 Gammaproteobacteria
MEBIiC10806 Roseovarius litoreus 98.1 Alphaproteobacteria
MEBIiC10807 Psychrobacter marincola 99.3 Gammaproteobacteria
MEBIC10808 Bacillus cereus 99.9 Firmicutes
MEBiC10809 Loktanella cinnabarina 94.7 Alphaproteobacteria
MEBiC10810 Loktanella soesokkakensis 96.9 Alphaproteobacteria
MEBIiC10811 Tropicibacter mediterraneus 99.2 Alphaproteobacteria
MEBIiC10812 Pseudovibrio denitrificans 99.9 Alphaproteobacteria
MEBIC10813 Luteimonas abyssi 99.8 Gammaproteobacteria
MEBIiC10814 Planktotalea frisia 97.0 Alphaproteobacteria
MEBIiC10815 Loktanella soesokkakensis 98.6 Alphaproteobacteria
MEBIiC10816 Hwangdonia seohaensis 93.6 Bacteroidetes
MEBIiC10817 Psychrobacter nivimaris 99.7 Gammaproteobacteria
MEBIC10818 Bacillus toyonensis 99.6 Firmicutes
MEBIiC10819 Paracoccus sediminis 98.0 Alphaproteobacteria
MEBIiC10820 Paracoccus carotinifaciens 100 Alphaproteobacteria
MEBIiC10821 Paracoccus caeni 97.2 Alphaproteobacteria
MEBIiC10822 Roseovarius crassostreae 97.8 Alphaproteobacteria
MEBIiC10823 Roseovarius halotolerans 97.9 Alphaproteobacteria
MEBIiC10824 Pseudovibrio ascidiaceicola 99.3 Alphaproteobacteria
MEBIiC10825 Rheinheimera aquimaris 96.6 Gammaproteobacteria
MEBIiC10826 Rheinheimera baltica 98.2 Gammaproteobacteria
MEBiC10827 Pseudovibrio denitrificans 98.5 Alphaproteobacteria
MEBIiC10828 Rhodococcus corynebacterioides 98.3 Actinobacteria
MEBIiC10829 Rhodococcus fascians 99.9 Actinobacteria
MEBIC10830 Roseivirga spongicola 98.8 Bacteroidetes
MEBIiC10831 Roseobacter denitrificans 99.1 Alphaproteobacteria
MEBIiC10832 Paracoccus chinensis 97.7 Alphaproteobacteria
MEBIiC10833 Oceanobacillus profundus 99.6 Firmicutes
MEBIiC10834 Ornithinimicrobium_kibberense 99.7 Actinobacteria
MEBiC10835 Paenibacillus dongdonensis 99.3 Firmicutes
MEBIiC10836 Paenibacillus cineris 99.6 Firmicutes
MEBIiC10837 Erythrobacter pelagi 98.4 Alphaproteobacteria
MEBIiC10838 Bacillus berkeleyi 98.3 Firmicutes
MEBIiC10839 Blastomonas natatoria 95.7 Alphaproteobacteria
MEBIiC10840 Bacillus aryabhattai 99.9 Firmicutes
MEBIiC10841 Bacillus aquimaris 99.2 Firmicutes
MEBIiC10842 Bacillus algicola 99.5 Firmicutes
MEBiC10843 Bacillus cereus 100 Firmicutes
MEBIiC10844 Vibrio gigantis 99.8 Gammaproteobacteria
MEBIiC10845 Bacillus sonorensis 96.1 Firmicutes
MEBIiC10846 Kocuria flava 98.6 Actinobacteria
MEBIiC10847 Bacillus cereus 99.9 Firmicutes
MEBIiC10848 Brachybacterium paraconglomeratum 99.1 Actinobacteria
MEBIiC10849 Brachybacterium tyrofermentans 98.8 Actinobacteria
MEBIiC10850 Bacillus safensis 98.2 Firmicutes
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MEBIiC10851 Bacillus sonorensis 97.8 Firmicutes
MEBIiC10852 Bacillus tequilensis 98.7 Firmicutes
MEBIiC10853 Bacillus toyonensis 99.6 Firmicutes
MEBIiC10854 Bacillus vietnamensis 96.1 Firmicutes
MEBIiC10855 Bhargavaea cecembensis 99.1 Firmicutes
MEBiC10856 Bizionia paragorgiae 99.2 Bacteroidetes
MEBiC10857 Aureimonas _altamirensis 99.3 Alphaproteobacteria
MEBIiC10858 Aurantimonas coralicida 99.5 Alphaproteobacteria
MEBIC10859 Aurantimonas coralicida 98.8 Alphaproteobacteria
MEBIiC10860 Arthrobacter agilis 95.4 Actinobacteria
MEBIiC10861 Arsenicicoccus bolidensis 99.7 Actinobacteria
MEBIiC10862 Arenibacter troitsensis 99.5 Bacteroidetes
MEBIiC10863 Vibrio pomeroyi 98.7 Gammaproteobacteria
MEBIiC10864 Aquimarinamytili 96.6 Bacteroidetes
MEBIiC10865 Aquamicrobium_ahrensii 97.3 Alphaproteobacteria
MEBIiC10866 Alteromonas macleodii 99.6 Gammaproteobacteria
MEBIiC10867 Alteromonas _addita 99.4 Gammaproteobacteria
MEBIiC10868 Sanguibacter keddieii 98.8 Actinobacteria
MEBIiC10869 Salegentibacter mishustinae 98.8 Bacteroidetes
MEBIiC10870 Salegentibacter echinorum 99.1 Bacteroidetes
MEBIiC10871 Ruegeria mobilis 99.1 Alphaproteobacteria
MEBIiC10872 Ruegeria mobilis 99.4 Alphaproteobacteria
MEBIiC10873 Ruegeria arenilitoris 99.3 Alphaproteobacteria
MEBIiC10874 Cobetia amphilecti 98.1 Gammaproteobacteria
MEBIiC10875 Ruegeria atlantica 98.6 Alphaproteobacteria
MEBIiC10876 Ruegeria arenilitoris 98.5 Alphaproteobacteria
MEBIiC10877 Roseovarius nubinhibens 100 Alphaproteobacteria
MEBIiC10878 Altererythrobacter gangjinensis 98.1 Alphaproteobacteria
MEBiC10879 Algoriphagus yeomjeoni 95.6 Bacteroidetes
MEBiC10880 Algoriphagus ornithinivorans 99.7 Bacteroidetes
MEBiC10881 Algibacter wandonensis 99.9 Bacteroidetes
MEBiC10882 Agrococcus_jejuensis 98.0 Actinobacteria
MEBIiC10883 Agrococcus baldri 99.1 Actinobacteria
MEBIiC10884 Agarivorans albus 99.3 Gammaproteobacteria
MEBIiC10885 Aeromicrobium ginsengisoli 82.4 Actinobacteria
MEBIiC10886 Acinetobacter venetianus 97.9 Gammaproteobacteria
MEBIiC10887 Labrenzia alba 96.6 Alphaproteobacteria
MEBIiC10888 Cohaesibacter gelatinilyticus 97.3 Alphaproteobacteria
MEBIiC10889 Cobetia_marina 98.8 Gammaproteobacteria
MEBIiC10890 Cobetia marina 100 Gammaproteobacteria
MEBIiC10891 Cobetia amphilecti 98.7 Gammaproteobacteria
MEBIiC10892 Citromicrobium bathyomarinum 98.3 Alphaproteobacteria
MEBIiC10893 Cellulomonas pakistanensis 99.4 Actinobacteria
MEBIiC10894 Brevundimonas nasdae 100 Alphaproteobacteria
MEBIiC10895 Brevundimonas nasdae 100 Alphaproteobacteria
MEBiC10896 Brevibacterium_iodinum 98.9 Actinobacteria
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MEBiC10897 Brevibacterium casei 99.7 Actinobacteria
MEBIiC10898 Paracoccus saliphilus 97.9 Alphaproteobacteria
MEBIiC10899 Paracoccus rhizosphaerae 99.8 Alphaproteobacteria
MEBIC10900 Dietzia maris 100 Actinobacteria
MEBiC10901 Paracoccus carotinifaciens 100 Alphaproteobacteria
MEBIiC10902 Paracoccus marinus 98.5 Alphaproteobacteria
MEBiC10903 Paracoccus_limosus 99.3 Alphaproteobacteria
MEBiC10904 Ruegeria arenilitoris 99.7 Alphaproteobacteria
MEBIC10905 Paracoccus homiensis 98.9 Alphaproteobacteria
MEBIiC10906 Paracoccus siganidrum 98.5 Alphaproteobacteria
MEBIiC10907 Paracoccus chinensis 98.9 Alphaproteobacteria
MEBIiC10908 Tenacibaculum mesophilum 98.7 Bacteroidetes
MEBiC10909 Photobacterium leiognathi 97.8 Gammaproteobacteria
MEBIiC10910 Photobacterium atrarenae 100 Gammaproteobacteria
MEBIC10911 Pseudoalteromonas _issachenkonii 100 Gammaproteobacteria
MEBIiC10912 Phaeobacter gallaeciensis 100 Alphaproteobacteria
MEBIiC10913 Phaeobacter daeponensis 98.4 Alphaproteobacteria
MEBiC10914 Staphylococcus warneri 99.8 Firmicutes
MEBIiC10915 Nonlabens dokdonensis 99.8 Bacteroidetes
MEBIiC10916 Paracoccus tibetensis 99.8 Alphaproteobacteria
MEBIiC10917 Paracoccus stylophorae 100 Alphaproteobacteria
MEBIC10918 Pseudoalteromonas shioyasakiensis 99.1 Gammaproteobacteria
MEBIC10919 Pseudoalteromonas shioyasakiensis 99.2 Gammaproteobacteria
MEBIiC10920 Pseudoalteromonas undina 99.8 Gammaproteobacteria
MEBIiC10921 Pseudoalteromonas shioyasakiensis 100 Gammaproteobacteria
MEBIiC10922 Pseudoalteromonas marina 100 Gammaproteobacteria
MEBIiC10923 Pseudoalteromonas espejiana 100 Gammaproteobacteria
MEBiC10924 Pseudoalteromonas _ carrageenovora 99.6 Gammaproteobacteria
MEBIiC10925 Pseudoalteromonas _espejiana 100 Gammaproteobacteria
MEBIiC10926 Prolinoborus_fasciculus 100 Gammaproteobacteria
MEBiC10927 Agrococcus_jejuensis 97.1 Actinobacteria
MEBIiC10928 Polaribacter atrinae 97.0 Bacteroidetes
MEBIiC10929 Planomicrobium flavidum 99.5 Firmicutes
MEBiC10930 Planomicrobium alkanoclasticum 99.8 Firmicutes
MEBIiC10931 Planococcus rifietoensis 99.0 Firmicutes
MEBIiC10932 Planococcus plakortidis 99.5 Firmicutes
MEBiC10933 Planococcus maritimus 99.5 Firmicutes
MEBIiC10934 Pseudovibrio ascidiaceicola 100 Alphaproteobacteria
MEBIiC10935 Photobacterium rosenbergii 99.8 Gammaproteobacteria
MEBIiC10936 Ruegeria atlantica 99.8 Alphaproteobacteria
MEBIC10937 Arthrobacter nicotinovorans 98.1 Actinobacteria
MEBIiC10938 Vibrio shilonii 99.8 Gammaproteobacteria
MEBIiC10939 Vibrio atlanticus 99.7 Gammaproteobacteria
MEBIiC10940 Bacillussafensis 100 Firmicutes
MEBIiC10941 Vibrio vulnificus 100 Gammaproteobacteria
MEBiC10942 Vibrio xuii 99.8 Gammaproteobacteria
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MEBiC10943 Vitellibacter _ vladivostokensis 100 Bacteroidetes
MEBIiC10944 Winogradskyella arenosi 99.5 Bacteroidetes
MEBiC10945 Zobellia russellii 100 Bacteroidetes
MEBIiC10946 Rheinheimera aquimaris 99.8 Gammaproteobacteria
MEBIiC10947 Flavivirga jejuensis 94.8 Bacteroidetes
MEBiC10948 Flammeovirga aprica 100 Bacteroidetes
MEBiC10949 Micrococcus luteus 99.7 Actinobacteria
MEBIiC10950 Exiguobacterium _ oxidotolerans 99.5 Firmicutes
MEBIiC10951 Exiguobacterium_marinum 99.8 Firmicutes
MEBIiC10952 Ruegeria atlantica 99.5 Alphaproteobacteria
MEBIiC10953 Erythrobacter citreus 99.8 Alphaproteobacteria
MEBIiC10954 Psychrobacter pulmonis 95.1 Gammaproteobacteria
MEBIiC10955 Pseudovibrio japonicus 99.5 Alphaproteobacteria
MEBIiC10956 Pseudovibrio denitrificans 99.8 Alphaproteobacteria
MEBIiC10957 Pseudovibrio ascidiaceicola 98.1 Alphaproteobacteria
MEBIiC10958 Pseudomonas benzenivorans 98.5 Gammaproteobacteria
MEBIiC10959 Pseudoalteromonas issachenkonii 100 Gammaproteobacteria
MEBIiC10960 Pseudoalteromonas translucida 99.7 Gammaproteobacteria
MEBIiC10961 Pseudoalteromonas issachenkonii 100 Gammaproteobacteria
MEBIiC10962 Pseudoalteromonas spongiae 99.8 Gammaproteobacteria
MEBiC10963 Pseudoalteromonas shioyasakiensis 99.5 Gammaproteobacteria
MEBIiC10964 Erythrobacter gangjinensis 97.7 Alphaproteobacteria
MEBIiC10965 Ruegeria atlantica 99.3 Alphaproteobacteria
MEBIiC10966 Erythrobacter pelagi 99.5 Alphaproteobacteria
MEBIiC10967 Psychrobacter faecalis 98.8 Gammaproteobacteria
MEBIiC10968 Pseudovibrio japonicus 100 Alphaproteobacteria
MEBIiC10969 Pseudovibrio denitrificans 99.7 Alphaproteobacteria
MEBiC10970 Pseudovibrio ascidiaceicola 100 Alphaproteobacteria
MEBIiC10971 Jeotgalicoccus psychrophilus 99.0 Firmicutes
MEBiC10972 Ruegeria_arenilitoris 99.7 Alphaproteobacteria
MEBIiC10973 Joostella atrarenae 99.8 Bacteroidetes
MEBIiC10974 Kiloniella laminariae 98.2 Alphaproteobacteria
MEBIiC10975 Stenotrophomonas acidaminiphila 99.3 Gammaproteobacteria
MEBIiC10976 Stenotrophomonas rhizophila 99.3 Gammaproteobacteria
MEBIiC10977 Sulfitobacter dubius 99.5 Alphaproteobacteria
MEBIiC10978 Sulfitobacter mediterraneus 97.1 Alphaproteobacteria
MEBIiC10979 Sulfitobacter pontiacus 99.6 Alphaproteobacteria
MEBiC10980 Tenacibaculum lutimaris 97.9 Bacteroidetes
MEBiC10981 Tenacibaculum_litoreum 99.3 Bacteroidetes
MEBIiC10982 Tenacibaculum_lutimaris 97.5 Bacteroidetes
MEBIiC10983 Bacillus safensis 100 Firmicutes
MEBiC10984 Knoellia flava 99.8 Actinobacteria
MEBiC10985 Kocuria marina 99.4 Actinobacteria
MEBIiC10986 Kocuria palustris 99.8 Actinobacteria
MEBIiC10987 Psychrobacter submarinus 98.8 Gammaproteobacteria
MEBIiC10988 Citreicella aestuarii 69.0 Alphaproteobacteria
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MEBIiC10989 Labrenzia aggregata 100 Alphaproteobacteria
MEBiC10990 Kytococcus sedentarius 100 Actinobacteria
MEBIiC10991 Vibrio atypicus 100 Gammaproteobacteria
MEBiC10992 Lacinutrix mariniflava 99.7 Bacteroidetes
MEBiC10993 Vibrio inhibens 96.2 Gammaproteobacteria
MEBiC10994 Vibrio chagasii 99.8 Gammaproteobacteria
MEBiC10995 Vibrio pomeroyi 100 Gammaproteobacteria
MEBiC10996 Vibrio harveyi 99.7 Gammaproteobacteria
MEBIiC10997 Vibrio hippocampi 98.8 Gammaproteobacteria
MEBIiC10998 Vibrio inhibens 99.8 Gammaproteobacteria
MEBiC10999 Vibriocommunis 99.8 Gammaproteobacteria
MEBIiC11000 Vibrio maritimus 98.3 Gammaproteobacteria
MEBIiC11001 Vibrio shilonii 99.7 Gammaproteobacteria
MEBIiC11002 Serinicoccus chungangensis 98.3 Actinobacteria
MEBiC11003 Janibacter limosus 99.7 Actinobacteria
MEBIiC11004 Pseudovibrio denitrificans 98.1 Alphaproteobacteria
MEBIiC11005 Marinobacter maritimus 98.6 Gammaproteobacteria
MEBIiC11006 Loktanella variabilis 99.6 Alphaproteobacteria
MEBIiC11007 Shewanella fidelis 100 Gammaproteobacteria
MEBIC11008 Saccharococcus thermophilus 98.1 Firmicutes
MEBIC11009 Shewanella indica 99.5 Gammaproteobacteria
MEBIC11010 Planococcus maritimus 99.5 Firmicutes
MEBIC11011 Pseudoalteromonas  nigrifaciens 99.2 Gammaproteobacteria
MEBIC11012 Terribacillus halophilus 98.8 Firmicutes
MEBIC11013 Terribacillus saccharophilus 100 Firmicutes
MEBIiC11014 Vibrio gigantis 100 Gammaproteobacteria
MEBIC11015 Vibrio alginolyticus 99.1 Gammaproteobacteria
MEBIC11016 Vibrio atlanticus 100 Gammaproteobacteria
MEBiC11017 Vibrio alginolyticus 98.9 Gammaproteobacteria
MEBIC11018 Dichotomicrobium thermohalophilum 98.1 Alphaproteobacteria
MEBiC11019 Vibrio chagasii 100 Gammaproteobacteria
MEBiC11020 Vibrio chagasii 100 Gammaproteobacteria
MEBIiC11021 Vibrio comitans 100 Gammaproteobacteria
MEBIiC11022 Ruegeria atlantica 99.7 Alphaproteobacteria
MEBIiC11023 Shimia isoporae 99.2 Alphaproteobacteria
MEBIiC11024 Shimia marina 98.5 Alphaproteobacteria
MEBIC11025 Sphingomicrobium marinum 99.5 Alphaproteobacteria
MEBIiC11026 Sphingorhabdus litoris 99.5 Alphaproteobacteria
MEBIiC11027 Pseudovibrio denitrificans 99.7 Alphaproteobacteria
MEBIC11028 Sporosarcina luteola 100 Firmicutes
MEBIiC11029 Staphylococcus capitis subsp. Urealyticus 100 Firmicutes
MEBIC11030 Staphylococcus warneri 99.7 Firmicutes
MEBIC11031 Staphylococcus pasteuri 99.7 Firmicutes
MEBIC11032 Vibrio atlanticus 99.7 Gammaproteobacteria
MEBIC11033 Vibrio neocaledonicus 100 Gammaproteobacteria
MEBiC11034 Vibrio breoganii 98.9 Gammaproteobacteria
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MEBIC11035 Vibrio agarivorans 98.2 Gammaproteobacteria
MEBIiC11036 Vibrio owensii 100 Gammaproteobacteria
MEBIiC11037 Microbacterium aquimaris 100 Actinobacteria
MEBIiC11038 Vibrio fortis 99.6 Gammaproteobacteria
MEBIiC11039 Ruegeria atlantica 99.7 Alphaproteobacteria
MEBiC11040 Terribacillus halophilus 100 Firmicutes
MEBiC11041 Vibrio vulnificus 100 Gammaproteobacteria
MEBIiC11042 Pseudoalteromonas_arctica 99.8 Gammaproteobacteria
MEBIiC11043 Erythrobacter citreus 98.1 Alphaproteobacteria
MEBIiC11044 Bacillus safensis 100 Firmicutes
MEBIiC11045 Pseudovibrio ascidiaceicola 100 Alphaproteobacteria
MEBIiC11046 Pseudoalteromonas prydzensis 96.8 Gammaproteobacteria
MEBIiC11047 Vibrio agarivorans 98.9 Gammaproteobacteria
MEBIiC11048 Vibrio gigantis 100 Gammaproteobacteria
MEBIiC11049 Micrococcus endophyticus 99.8 Actinobacteria
MEBIiC11050 Paracoccus homiensis 98.9 Alphaproteobacteria
MEBIC11051 Ruegeria_arenilitoris 100 Alphaproteobacteria
MEBiC11052 Vibrio gallaecicus 97.8 Gammaproteobacteria
MEBIC11053 Bacillus safensis 100 Firmicutes
MEBIiC11054 Winogradskyella rapida 99.7 Bacteroidetes
MEBIC11055 Psychrobacter marincola 98.1 Gammaproteobacteria
MEBIiC11056 Enterovibrio norvegicus 98.9 Gammaproteobacteria
MEBIiC11057 Shewanella woodyi 99.8 Gammaproteobacteria
MEBIiC11058 Paracoccus siganidrum 98.3 Alphaproteobacteria
MEBIiC11059 Paracoccus siganidrum 98.2 Alphaproteobacteria
MEBIC11060 Pseudoalteromonas xishaensis 98.0 Gammaproteobacteria
MEBIiC11061 Acinetobacter johnsonii 99.2 Gammaproteobacteria
MEBIiC11062 Psychrobacter piscatorii 99.7 Gammaproteobacteria
MEBIiC11063 Psychrobacter marincola 99.0 Gammaproteobacteria
MEBiC11064 Staphylococcus warneri 100 Firmicutes
MEBIiC11065 Roseovarius aestuarii 99.3 Alphaproteobacteria
MEBIiC11066 Ruegeria atlantica 99.7 Alphaproteobacteria
MEBIiC11067 Rhodococcus cerastii 99.5 Actinobacteria
MEBIiC11068 Streptomyces hiroshimensis 99.1 Actinobacteria
MEBIiC11069 Bacillus licheniformis 97.7 Firmicutes
MEBIiC11070 Flavobacterium frigidarium 99.4 Bacteroidetes
MEBIC11071 Arcobacter bivalviorum 99.2 Epsilonproteobacteria
MEBIiC11072 Porifericola rhodea 98.1 Bacteroidetes
MEBIiC11073 Ruegeria_atlantica 99.6 Alphaproteobacteria
MEBIiC11074 Exiguobacterium profundum 100 Firmicutes
MEBIC11075 Exiguobacterium aestuarii 98.1 Firmicutes
MEBIiC11076 Enterovibrio norvegicus 99.7 Gammaproteobacteria
MEBIiC11077 Exiguobacterium profundum 99.8 Firmicutes
MEBIiC11078 Polaribacter sejongensis 99.4 Bacteroidetes
MEBIiC11079 Vibrio hepatarius 99.7 Gammaproteobacteria
MEBIiC11080 Dietzia maris 99.8 Actinobacteria
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MEBIC11081 Psychrobacter pacificensis 99.8 Gammaproteobacteria
MEBIiC11082 Ruegeria conchae 99.1 Alphaproteobacteria
MEBIC11083 Bizionia paragorgiae 96.9 Bacteroidetes
MEBIC11084 Roseibacterium elongatum 95.3 Alphaproteobacteria
MEBIiC11085 Shewanella japonica 99.7 Gammaproteobacteria
MEBIiC11086 Pseudoalteromonas shioyasakiensis 100 Gammaproteobacteria
MEBiC11087 Paracoccus_limosus 99.3 Alphaproteobacteria
MEBIC11088 Bacillus xiamenensis 99.8 Firmicutes
MEBIC11089 Kytococcus sedentarius 99.4 Actinobacteria
MEBIiC11090 Aquimarina latercula 99.8 Bacteroidetes
MEBIC11091 Bacillus siamensis 99.4 Firmicutes
MEBIiC11092 Sphingorhabdus litoris 99.7 Alphaproteobacteria
MEBIiC11093 Shewanella loihica 99.8 Gammaproteobacteria
MEBIC11527 Vibrio neocaledonicus 98.1 Gammaproteobacteria
MEBIC11528 Pseudoalteromonas nigrifaciens 98.1 Gammaproteobacteria
MEBiC11529 Nonlabens dokdonensis 98.1 Bacteroidetes
MEBIC11530 Bacillus aerophilus 97.6 Firmicutes
MEBiC11531 Anoxybacillus calidus 99.1 Firmicutes
MEBIC11532 Halomonas pacifica 98.1 Gammaproteobacteria
MEBIC11533 Paenibacillus dongdonensis 98.3 Firmicutes
MEBIiC11094 Microbacterium maritypicum 99.8 Actinobacteria
MEBIiC11095 Bacillus thioparans 99.8 Firmicutes
MEBIC11096 Bacillus vietnamensis 99.4 Firmicutes
MEBIiC11097 Idiomarina seosinensis 99.2 Gammaproteobacteria
MEBIC11098 Bacillus aquimaris 99.5 Firmicutes
MEBiC11099 Bacillus vietnamensis 99.3 Firmicutes
MEBiC11100 Achromobacter spanius 99.7 Betaproteobacteria
MEBIiC11101 Pseudomonas sagittaria 96.5 Gammaproteobacteria
MEBIiC11102 Bacillus soli 99.3 Firmicutes
MEBIiC11103 Bacillus vietnamensis 99.1 Firmicutes
MEBiC11104 Bacillus toyonensis 99.8 Firmicutes
MEBiC11105 Pseudomonas _sagittaria 95.3 Gammaproteobacteria
MEBIiC11106 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBICI11107 Rhodococcus ruber 99.1 Actinobacteria
MEBIC11108 Lysinibacillus fusiformis 99.7 Firmicutes
MEBIiC11109 Bacillus pakistanensis 99.2 Firmicutes
MEBIiC11110 Arthrobacter nicotinovorans 100 Actinobacteria
MEBICl11111 Pseudomonas thivervalensis 97.6 Gammaproteobacteria
MEBIC11112 Pseudomonas mandelii 100 Gammaproteobacteria
MEBICI1113 Pseudomonas linyingensis 96.6 Gammaproteobacteria
MEBICI11114 Pseudomonas linyingensis 99.7 Gammaproteobacteria
MEBICI11115 Bacillus enclensis 98.1 Firmicutes
MEBIC11116 Bacillus vietnamensis 99.2 Firmicutes
MEBIC11117 Bacillus aryabhattai 100 Firmicutes
MEBIC11118 Microbacterium maritypicum 99.8 Actinobacteria
MEBiC11119 Microbacterium maritypicum 98.2 Actinobacteria
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MEBIiC11120 Arthrobacter humicola 99.4 Actinobacteria
MEBIC11121 Bacillus thioparans 98.1 Firmicutes
MEBIC11122 Microbacterium maritypicum 99.8 Actinobacteria
MEBIC11123 Halomonas ventosae 99.7 Gammaproteobacteria
MEBIiC11124 Rhodococcusqingshengiidjl-6(T) 100 Actinobacteria
MEBIiC11125 Microbacterium oxydans 99.9 Actinobacteria
MEBiC11126 Bacillus marisflavi 99.7 Firmicutes
MEBIC11127 Bacillus vietnamensis 99.3 Firmicutes
MEBIC11128 Sphingorhabdus _flavimaris 98.8 Alphaproteobacteria
MEBIC11129 Pararhodobacter aggregans 97.4 Firmicutes
MEBIC11130 Hydrogenophaga carboriunda 99.1 Betaproteobacteria
MEBIC11131 Paenibacillus endophyticus 98.2 Firmicutes
MEBIiC11132 Bacillus hwajinpoensis 99.1 Firmicutes
MEBIC11133 Marinobacter litoralis 98.2 Gammaproteobacteria
MEBIC11134 Bacillus aryabhattai 99.7 Firmicutes
MEBIC11135 Pseudomonas protegens 100 Gammaproteobacteria
MEBiC11136 Pseudomonas_protegens 99.5 Gammaproteobacteria
MEBIC11137 Pseudomonas umsongensis 99.6 Gammaproteobacteria
MEBIC11138 Microbacterium maritypicum 99.5 Actinobacteria
MEBIC11139 Pseudomonas peli 98.3 Gammaproteobacteria
MEBIiC11140 Rhodococcus wratislaviensis 98.3 Actinobacteria
MEBIC11141 Pseudomonas moorei 99.3 Gammaproteobacteria
MEBIC11142 Halomonas ventosae 99.7 Gammaproteobacteria
MEBIC11143 Achromobacter spanius 100 Betaproteobacteria
MEBIC11144 Pseudomonas taeanensis 98.5 Gammaproteobacteria
MEBiC11145 Pseudomonas umsongensis 99.2 Gammaproteobacteria
MEBIiC11146 Bacillus indicus 99.6 Firmicutes
MEBIiC11147 Bacillus vietnamensis 98.9 Firmicutes
MEBIiC11148 Microbacterium oxydans 99.9 Actinobacteria
MEBiC11149 Stappia_stellulata 99.1 Alphaproteobacteria
MEBIiC11150 Rhodococcus _gingshengii 98.1 Actinobacteria
MEBIC11151 Pseudomonas veronii 99.8 Gammaproteobacteria
MEBIC11152 Stappia stellulata 99.0 Alphaproteobacteria
MEBIC11153 Bacillus marisflavi 98.1 Firmicutes
MEBIiC11154 Pseudomonas hunanensis 98.8 Gammaproteobacteria
MEBIC11155 Pseudomonas hunanensis 98.8 Gammaproteobacteria
MEBIC11156 Bacillus marisflavi 98.1 Firmicutes
MEBIC11157 Pseudomonas arsenicoxydans 99.7 Gammaproteobacteria
MEBIiC11158 Bacillus _enclensis 98.1 Firmicutes
MEBIC11159 Rhodococcus erythropolis 99.7 Actinobacteria
MEBIC11160 Bacillus aquimaris 99.0 Firmicutes
MEBIC11161 Rhodococcus erythropolis 99.6 Actinobacteria
MEBIC11162 Pseudomonas mandelii 100 Gammaproteobacteria
MEBIC11163 Shewanella baltica 99.3 Gammaproteobacteria
MEBIC11164 Bacillus infantis 99.7 Firmicutes
MEBIC11165 Microbacterium maritypicum 99.8 Actinobacteria
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MEBIC11166 Bacillus anthracis 100 Firmicutes
MEBIC11167 Bacillus hwajinpoensis 99.7 Firmicutes
MEBIC11168 Marinobacter maritimus 98.2 Gammaproteobacteria
MEBICI11169 Halomonas aidingensis 96.6 Gammaproteobacteria
MEBICI11170 Marinobacter excellens 99.1 Gammaproteobacteria
MEBIiC11171 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIiC11172 Pseudomonas _linyingensis 100 Gammaproteobacteria
MEBIC11173 Halomonas ventosae 99.7 Gammaproteobacteria
MEBIC11174 Bacillus hwajinpoensis 100 Firmicutes
MEBIC11175 Rhodococcus erythropolis 99.8 Actinobacteria
MEBIC11176 Ochrobactrum_cytisi 100 Alphaproteobacteria
MEBIC11177 Bacillus aryabhattai 99.8 Firmicutes
MEBIC11178 Ochrobactrum cytisi 99.1 Alphaproteobacteria
MEBIC11179 Mariniflexile aquimaris 96.6 Bacteroidetes
MEBIC11180 Rhizobium sphaerophysae 97.9 Alphaproteobacteria
MEBIC11181 Pseudomonas _kilonensis 99.1 Gammaproteobacteria
MEBIC11182 Pseudomonas taeanensis 98.8 Gammaproteobacteria
MEBIC11183 Pseudomonas taiwanensis 98.3 Gammaproteobacteria
MEBIC11184 Rhodococcus gingshengii 100 Actinobacteria
MEBIC11185 Bacillus hwajinpoensis 99.6 Firmicutes
MEBIC11186 Bacillus vietnamensis 98.2 Firmicutes
MEBICI11187 Halomonas alimentaria 98.7 Gammaproteobacteria
MEBICI11188 Halomonas aidingensis 99.2 Gammaproteobacteria
MEBIC11189 Rhizobium naphthalenivorans 99.9 Alphaproteobacteria
MEBIC11190 Pseudomonas linyingensis 99.3 Gammaproteobacteria
MEBIiC11191 Pseudomonas kilonensis 98.8 Gammaproteobacteria
MEBIC11192 Marinobacter maritimus 98.1 Gammaproteobacteria
MEBIiC11193 Bacillus subterraneus 99.2 Firmicutes
MEBIiC11194 Bacillus enclensis 99.3 Firmicutes
MEBIC11195 Pseudomonas _extremaustralis 99.1 Gammaproteobacteria
MEBiC11196 Rhodococcus_jostii 99.6 Actinobacteria
MEBiC11197 Bacillus algicola 95.1 Firmicutes
MEBIiC11198 Pseudomonas prosekii 99.4 Gammaproteobacteria
MEBIC11199 Pseudomonas brassicacearum 99.5 Gammaproteobacteria
MEBIC11200 Rhodococcus ruber 99.8 Actinobacteria
MEBIiC11201 Microbacterium oxydans 99.3 Actinobacteria
MEBIiC11202 Bacillus hwajinpoensis 100 Firmicutes
MEBIiC11203 Pseudomonas taeanensis 98.3 Gammaproteobacteria
MEBiC11204 Bacillus soli 99.4 Firmicutes
MEBIiC11205 Microbacterium oxydans 99.4 Actinobacteria
MEBIC11206 Arthrobacter scleromae 99.6 Actinobacteria
MEBIC11207 Pseudomonas rhodesiae 100 Gammaproteobacteria
MEBIiC11208 Bacillus aryabhattai 100 Firmicutes
MEBIC11209 Celeribacter baekdonensis 99.8 Alphaproteobacteria
MEBIC11210 Aeromicrobium ponti 99.9 Actinobacteria
MEBIC11211 Achromobacter dolens 99.9 Betaproteobacteria
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MEBIiC11212 Arenibacter troitsensis 99.5 Bacteroidetes
MEBIC11213 Microbacterium oxydans 99.1 Actinobacteria
MEBIC11214 Halomonas ventosae 99.3 Gammaproteobacteria
MEBIC11215 Achromobacter dolens 99.5 Betaproteobacteria
MEBIC11216 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBiC11217 Halomonas ventosae 99.3 Gammaproteobacteria
MEBIiC11218 Microbacterium_oxydans 99.9 Actinobacteria
MEBiC11219 Rhodococcus qgingshengi 100 Actinobacteria
MEBIiC11220 Microbacterium_jejuense 98.9 Actinobacteria
MEBIC11221 Halomonas alimentaria 98.4 Gammaproteobacteria
MEBIiC11222 Micrococcus endophyticus 99.1 Actinobacteria
MEBIiC11223 Pseudomonas umsongensis 99.9 Gammaproteobacteria
MEBIiC11224 Rhizobium massiliae 99.6 Alphaproteobacteria
MEBIiC11225 Pseudomonas_linyingensis 99.9 Gammaproteobacteria
MEBIiC11226 Bacillus aryabhattai 99.0 Firmicutes
MEBIiC11227 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBiC11228 Pseudomonas_linyingensis 98.1 Gammaproteobacteria
MEBIiC11229 Pseudomonas _koreensis 99.8 Gammaproteobacteria
MEBIiC11230 Microbacterium maritypicum 99.8 Actinobacteria
MEBIC11231 Bacillus jeotgali 99.4 Firmicutes
MEBIiC11232 Bacillus anthracis 100 Firmicutes
MEBIiC11233 Bacillus aerophilus 100 Firmicutes
MEBIiC11234 Bacillus jeotgali 99.8 Firmicutes
MEBIC11235 Bacillus aquimaris 98.3 Firmicutes
MEBIiC11236 Bacillus indicus 98.2 Firmicutes
MEBIiC11237 Bacillus jeotgali 99.7 Firmicutes
MEBIiC11238 Bacillus enclensis 98.3 Firmicutes
MEBiC11239 Martelella_endophytica 99.3 Alphaproteobacteria
MEBIiC11240 Fictibacillus phosphorivorans 100 Firmicutes
MEBiC11241 Marinobacter maritimus 99.5 Gammaproteobacteria
MEBIiC11242 Bacillus anthracis 98.3 Firmicutes
MEBIiC11243 Halomonas alimentaria 99.7 Gammaproteobacteria
MEBIiC11244 Marinobacter maritimus 99.5 Gammaproteobacteria
MEBIiC11245 Bacillus toyonensis 100 Firmicutes
MEBIiC11246 Flavobacterium ahnfeltiae 96.1 Bacteroidetes
MEBIiC11247 Bacillus simplex 100 Firmicutes
MEBIiC11248 Achromobacter spanius 100 Betaproteobacteria
MEBIiC11249 Bacillus aquimaris 98.6 Firmicutes
MEBIiC11250 Bacillus toyonensis 100 Firmicutes
MEBIiC11251 Brevundimonas mediterranea 99.3 Actinobacteria
MEBIC11252 Bacillus firmus 98.5 Firmicutes
MEBIC11253 Rhodococcus qgingshengii 100 Actinobacteria
MEBIiC11254 Flavobacterium ponti 97.5 Bacteroidetes
MEBIC11255 Marinobacter litoralis 97.6 Gammaproteobacteria
MEBIC11256 Bacillus safensis 99.0 Firmicutes
MEBIiC11257 Sphingopyxis ummariensis 99.5 Alphaproteobacteria
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MEBIC11258 Bacillus jeotgali 99.8 Firmicutes
MEBIC11259 Azoarcus communis 97.3 Betaproteobacteria
MEBIiC11260 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIC11261 Pseudomonas hunanensis 99.7 Gammaproteobacteria
MEBIC11262 Fictibacillus nanhaiensis 100 Firmicutes
MEBIiC11263 Bacillus idriensis 98.6 Firmicutes
MEBIiC11264 Bacillus vietnamensis 99.1 Firmicutes
MEBIiC11265 Bacillus aryabhattai 100 Firmicutes
MEBIC11266 Bacillus cereus 99.3 Firmicutes
MEBIiC11267 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11268 Bacillus aquimaris 98.9 Firmicutes
MEBIiC11269 Marinobacter maritimus 99.3 Gammaproteobacteria
MEBIiC11270 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIC11271 Pseudomonas mandelii 99.1 Gammaproteobacteria
MEBIC11272 Pseudomonas veronii 99.7 Gammaproteobacteria
MEBIC11273 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIC11274 Pseudomonas _linyingensis 100 Gammaproteobacteria
MEBIC11275 Pseudomonas _linyingensis 100 Gammaproteobacteria
MEBIC11276 Rhodococcus jostii 99.5 Actinobacteria
MEBIiC11277 Rhodococcus ruber 99.8 Actinobacteria
MEBIC11278 Bacillus hwajinpoensis 100 Firmicutes
MEBIC11279 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11280 Bacillus algicola 99.4 Firmicutes
MEBIC11281 Gemmobacter megaterium 97.5 Alphaproteobacteria
MEBIiC11282 Pseudomonas borbori 99.4 Gammaproteobacteria
MEBiC11283 Rhodococcus qingshengii 100 Actinobacteria
MEBIC11284 Seohaeicola saemankumensis 99.5 Alphaproteobacteria
MEBIiC11285 Marinobacter daepoensis 99.8 Gammaproteobacteria
MEBiC11286 Bacillus _aryabhattai 99.8 Firmicutes
MEBIiC11287 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11288 Rhodococcus ruber 99.8 Actinobacteria
MEBIiC11289 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11290 Bacillus hwajinpoensis 99.3 Firmicutes
MEBIiC11291 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11292 Pseudomonas linyingensis 99.7 Gammaproteobacteria
MEBiC11293 Bacillus vietnamensis 99.3 Firmicutes
MEBIiC11294 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11295 Bacillus toyonensis 99.8 Firmicutes
MEBIiC11296 Shewanella indica 100 Gammaproteobacteria
MEBIC11297 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIC11298 Pseudomonas brassicacearum 99.7 Gammaproteobacteria
MEBIC11299 Pseudomonas prosekii 100 Gammaproteobacteria
MEBIC11300 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIC11301 Bacillus aquimaris 98.1 Firmicutes
MEBIC11302 Bacillus aquimaris 98.6 Firmicutes
MEBIiC11303 Pseudomonas linyingensis 99.8 Gammaproteobacteria
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MEBIiC11304 Rhodococcus jostii 99.6 Actinobacteria
MEBIC11305 Rhodococcus qgingshengii 100 Actinobacteria
MEBIiC11306 Bacillus hwajinpoensis 99.6 Firmicutes
MEBIiC11307 Pseudomonas sagittaria 98.2 Gammaproteobacteria
MEBIiC11308 Bacillus hwajinpoensis 99.7 Firmicutes
MEBiC11309 Bacillus aryabhattai 99.8 Firmicutes
MEBIiC11310 Flavobacterium_ponti 99.6 Bacteroidetes
MEBIC11311 Pseudomonas_linyingensis 98.9 Gammaproteobacteria
MEBIC11312 Halomonas ventosae 99.8 Gammaproteobacteria
MEBIC11313 Pseudomonas cuatrocienegasensis 97.6 Gammaproteobacteria
MEBIiC11314 Pseudomonas linyingensis 99.5 Gammaproteobacteria
MEBIC11315 Bacillus vietnamensis 99.6 Firmicutes
MEBIC11316 Rhodococcus gingshengii 100 Actinobacteria
MEBIC11317 Pseudomonas hunanensis 99.5 Gammaproteobacteria
MEBIC11318 Flavobacterium ponti 98.1 Bacteroidetes
MEBiC11319 Oceanobacillus kimchii 95.9 Firmicutes
MEBIiC11320 Pseudomonas hunanensis 98.7 Gammaproteobacteria
MEBiC11321] Pseudomonas_sagittaria 98.8 Gammaproteobacteria
MEBIC11322 Halomonas ventosae 98.2 Gammaproteobacteria
MEBIiC11323 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIC11324 Bacillus jeotgali 98.3 Firmicutes
MEBIC11325 Pseudomonas brassicacearum 99.9 Gammaproteobacteria
MEBIiC11326 Bacillus toyonensis 100 Firmicutes
MEBIC11327 Paenisporosarcina macmurdoensis 99.2 Firmicutes
MEBIiC11328 Pseudomonas hunanensis 99.3 Gammaproteobacteria
MEBiC11329 Bacillus siamensis 99.8 Firmicutes
MEBIiC11330 Pseudomonas koreensis 98.9 Gammaproteobacteria
MEBIiC11331 Halobacillus yeomjeoni 99.2 Gammaproteobacteria
MEBIiC11332 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11333 Pseudomonas cuatrocienegasensis 98.0 Gammaproteobacteria
MEBiC11334 Pseudomonas_linyingensis 99.7 Gammaproteobacteria
MEBIiC11335 Pseudomonas_linyingensis 99.6 Gammaproteobacteria
MEBIiC11336 Pseudodonghicola xiamenensis 97.1 Alphaproteobacteria
MEBIiC11337 Pseudodonghicola xiamenensis 99.3 Alphaproteobacteria
MEBIiC11338 Bacillus aerophilus 99.8 Firmicutes
MEBIiC11339 Bacillus hwajinpoensis 99.7 Firmicutes
MEBIiC11340 Pseudomonas linyingensis 99.8 Gammaproteobacteria
MEBIiC11341 Bacillus aryabhattai 100 Firmicutes
MEBIiC11342 Halomonas alimentaria 99.8 Gammaproteobacteria
MEBIiC11343 Halomonas ventosae 100 Gammaproteobacteria
MEBIiC11344 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIC11345 Bacillus anthracis 99.6 Firmicutes
MEBIiC11346 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11347 Bacillus aryabhattai 99.8 Firmicutes
MEBIiC11348 Sinorhodobacter ferrireducens 98.6 Alphaproteobacteria
MEBIiC11349 Bacillus aerophilus 100 Firmicutes
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MEBIC11350 Ensifer sesbaniae 97.2 Alphaproteobacteria
MEBIC11351 Pseudomonas brassicacearum 100 Gammaproteobacteria
MEBIiC11352 Bacillus indicus 99.5 Firmicutes
MEBICI11353 Rhodococcus ruber 99.8 Actinobacteria
MEBIC11354 Bacillus thioparans 99.7 Firmicutes
MEBIiC11355 Lactobacillus helveticus 98.7 Firmicutes
MEBIiC11356 Bacillus toyonensis 99.6 Firmicutes
MEBIC11357 Bacillus toyonensis 99.7 Firmicutes
MEBIC11358 Pseudomonas brassicacearum 99.7 Gammaproteobacteria
MEBIC11359 Pseudomonas cuatrocienegasensis 97.6 Gammaproteobacteria
MEBIiC11360 Pseudomonas hunanensis 98.4 Gammaproteobacteria
MEBIC11361 Bacillus jeotgali 99.6 Firmicutes
MEBIiC11362 Pseudomonas linyingensis 99.7 Gammaproteobacteria
MEBIC11363 Bacillus aquimaris 98.2 Firmicutes
MEBIC11364 Pseudomonas sagittaria 99.3 Gammaproteobacteria
MEBiC11365 Fictibacillus nanhaiensis 100 Firmicutes
MEBIiC11366 Rhodococcus ruber 99.8 Actinobacteria
MEBIC11367 Pseudoxanthomonas mexicana 99.7 Gammaproteobacteria
MEBIC11369 Rhodococcus gingshengii 100 Actinobacteria
MEBIC11370 Marinobacter litoralis 97.6 Gammaproteobacteria
MEBIC11371 Halomonas ventosae 100 Gammaproteobacteria
MEBIC11372 Bacillus oceanisediminis 99.4 Firmicutes
MEBIC11373 Rhodococcus jostii 99.6 Actinobacteria
MEBIC11513 Haloplanus natans 98.6 Euryarchaeota
MEBIC11514 Halomicrobium mukohataei 92.2 Euryarchaeota
MEBIC11515 Haloplanus natans 98.4 Euryarchaeota
MEBIC11516 Haloarcula argentinensis 99.3 Euryarchaeota
MEBIiC11517 Natrinema salaciae 96.6 Euryarchaeota
MEBIiC11518 Haloterrigena limicola 90.5 Euryarchaeota
MEBiC11479 Spingomonas _yanoikuyae 99.6 Bacteroidetes
MEBiC11480 Bacillus _aqimaris 99.8 Firmicutes
MEBIiC11481 Bacillusaeolius 99.1 Firmicutes
MEBIiC11509 Bacillus aeolius 99.1 Firmicutes
MEBICI11510 Bacillus aeolius 98.5 Firmicutes
MEBIC11520 Virgibacillushalotolerans 98.5 Firmicutes
MEBIC11521 Virgibacilluschiguensis 99.0 Firmicutes
MEBIiC11482 Caenispirillum salinarum 99.8 Alphaproteobacteria
MEBIiC11483 Caenispirillum salinarum 99.6 Alphaproteobacteria
MEBIC11511 Marinobacter lutaoensis 99.0 Gammaproteobacteria
MEBIC11484 Microbulbifer thermotolerans 99.8 Gammaproteobacteria
MEBICI11512 Microbulbifer thermotolerans 99.0 Gammaproteobacteria
MEBICI11519 Marinobacterium maritimum 99.6 Gammaproteobacteria
MEBiC11799 Shimia haliotis 100.0 Alphaproteobacteria
MEBiC11800 Bacillus aryabhattai 99.1 Firmicutes
MEBIC11801 Phaeobacter arcticus 98.6 Alphaproteobacteria
MEBIiC11802 Bacillus invictus 99.9 Firmicutes
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MEBIiC11803 Bacillus invictus 99.9 Firmicutes
MEBIiC11804 Cobetia marina 99.4 Gammaproteobacteria
MEBIiC11805 Marinomonas dokdonensis 99.9 Gammaproteobacteria
MEBIiC11806 Vibrio pomeroyi 98.5 Gammaproteobacteria
MEBIiC11807 Marinomonas pollencensis 98.0 Gammaproteobacteria
MEBIiC11808 Curtobacterium herbarum 98.4 Actinobacteria
MEBIiC11809 Curtobacterium_albidum 98.8 Actinobacteria
MEBIC11810 Cobetia amphilecti 99.2 Gammaproteobacteria
MEBIC11811 Sphingomonas _kyungheensis 99.4 Alphaproteobacteria
MEBIC11812 Massilia timonae 98.0 Betaproteobacteria
MEBIC11813 Massilia_timonae 98.0 Betaproteobacteria
MEBIiC11814 Sphingomonas hankookensis 97.6 Alphaproteobacteria
MEBIC11815 | Arthrobacter nicotinovorans 100.0 Actinobacteria
MEBIC11816 Novosphingobium _ pentaromativorans 98.0 Alphaproteobacteria
MEBIC11817 Sphingomonas melonis 98.5 Alphaproteobacteria
MEBIC11818 | Arthrobacter nicotinovorans 99.8 Actinobacteria
MEBiC11819 Sphingomonas melonis 98.0 Alphaproteobacteria
MEBIiC11820 Nocardioides endophyticus 98.2 Actinobacteria
MEBIC11821 Tumebacillus permanentifrigoris 97.5 Firmicutes
MEBiC11822 Arthrobacter defluvii 98.6 Actinobacteria
MEBIiC11823 Paenibacillus lautus 98.9 Firmicutes
MEBIiC11824 Bacillus vietnamensis 99.2 Firmicutes
MEBIiC11825 Paracoccus carotinifaciens 99.4 Alphaproteobacteria
MEBIiC11826 Bacillus drentensis 99.5 Firmicutes
MEBIiC11827 Shimia haliotis 97.8 Alphaproteobacteria
MEBIiC11828 Phaeobacter arcticus 93.5 Alphaproteobacteria
MEBIiC11829 Pseudoalteromonas citrea 97.8 Gammaproteobacteria
MEBIC11830 | Arthrobacter rhombi 99.3 Actinobacteria
MEBIC11831 | Nocardioides panacihumi 97.7 Actinobacteria
MEBIiC11832 Psychrobacter proteolyticus 99.8 Gammaproteobacteria
MEBIiC11833 Paenibacillus lautus 97.8 Firmicutes
MEBIiC11834 Pseudomonas marincola 99.6 Gammaproteobacteria
MEBIiC11835 Paenibacillus lautus 99.0 Firmicutes
MEBIiC11836 Psychrobacter proteolyticus 99.8 Gammaproteobacteria
MEBIiC11837 Phaeobacter leonis 98.2 Alphaproteobacteria
MEBIiC11838 Phaeobacter leonis 98.0 Alphaproteobacteria
MEBIiC11839 Vibrio lentus 97.9 Gammaproteobacteria
MEBIiC11840 Vibrio pomeroyi 97.9 Gammaproteobacteria
MEBIiC11841 Shimia_haliotis 94.6 Alphaproteobacteria
MEBIiC11842 Shimia_haliotis 97.1 Alphaproteobacteria
MEBIiC11843 Shimia marina 97.2 Alphaproteobacteria
MEBIiC11844 Shimia_haliotis 97.8 Alphaproteobacteria
MEBIiC11845 Microbacterium aurantiacum 98.1 Actinobacteria
MEBIiC11846 Bacillus drentensis 99.8 Firmicutes
MEBIiC11847 Bacillus drentensis 99.8 Firmicutes
MEBIiC11848 Paracoccus aestuarii 98.6 Alphaproteobacteria
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MEBiC11879 Winogradskyella multivorans 97.0 Bacteroidetes
MEBIiC11880 Bacillus toyonensis 100.0 Firmicutes
MEBIiC11881 Sulfitobacter marinus 99.5 Alphaproteobacteria
MEBIiC11882 Microbulbifer maritimus 100.0 Gammaproteobacteria
MEBIC11883 Planococcus salinarum 99.5 Firmicutes
MEBIC11884 Gaetbulibacter saemankumensis 99.7 Bacteroidetes
MEBiC11885 Bizionia_paragorgiae 99.5 Bacteroidetes
MEBIiC11886 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC11887 Actibacterium mucosum 96.5 Alphaproteobacteria
MEBIC11888 Lentibacter algarum 100.0 Alphaproteobacteria
MEBIiC11889 Pseudoalteromonas aurantia 99.9 Gammaproteobacteria
MEBIiC11890 Aquimarina muelleri 98.4 Bacteroidetes
MEBIC11891 Fictibacillus nanhaiensis 99.9 Firmicutes
MEBIiC11892 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC11893 Bacillus aryabhattai 100.0 Firmicutes
MEBiC11894 Fictibacillus nanhaiensis 99.7 Firmicutes
MEBIiC11895 Bacillus megaterium 100.0 Firmicutes
MEBIiC11896 Bacillus weihenstephanensis 100.0 Firmicutes
MEBIC11897 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC11898 Bacillus aryabhattai 98.1 Firmicutes
MEBiC11899 Fictibacillus nanhaiensis 99.7 Firmicutes
MEBIiC11900 Bacillus aerophilus 100.0 Firmicutes
MEBIC11901 Bacillus tequilensis 99.9 Firmicutes
MEBIiC11902 Bacillus safensis 99.9 Firmicutes
MEBIiC11903 Bacillus simplex 99.6 Firmicutes
MEBIiC11904 Bacillus infantis 99.8 Firmicutes
MEBIiC11905 Bacillus aryabhattai 100.0 Firmicutes
MEBIC11906 Bacillus simplex 100.0 Firmicutes
MEBIiC11907 Pseudomonas sabulinigri 99.8 Gammaproteobacteria
MEBiC11908 Psychrobacter nivimaris 100.0 Gammaproteobacteria
MEBiC11910 Vibrio campbellii 99.8 Gammaproteobacteria
MEBIC11911 Vibrio azureus 100.0 Gammaproteobacteria
MEBIC11912 Vibrio azureus 100.0 Gammaproteobacteria
MEBIC11913 Vibrio gigantis 100.0 Gammaproteobacteria
MEBIiC11914 Vibrio jasicida 99.6 Gammaproteobacteria
MEBIC11915 Pseudoalteromonas  shioyasakiensis 99.6 Gammaproteobacteria
MEBIiC11916 Vibrio jasicida 99.4 Gammaproteobacteria
MEBiC11917 Kocuria rosea 99.8 Actinobacteria
MEBIC11918 Photobacterium angustum 99.2 Gammaproteobacteria
MEBIC11919 Paracoccus carotinifaciens 100.0 Alphaproteobacteria
MEBIiC11920 Lacinutrix_mariniflava 97.3 Bacteroidetes
MEBiC11921 Psychrobacter piscatorii 99.0 Gammaproteobacteria
MEBIiC11922 Shewanella hafniensis 99.1 Gammaproteobacteria
MEBIiC11923 Pseudovibrio ascidiaceicola 100.0 Alphaproteobacteria
MEBIiC11924 Vibrio campbellii 99.3 Gammaproteobacteria
MEBIiC11925 Vibrio harveyi 99.6 Gammaproteobacteria
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MEBIiC11926 Ruegeria meonggei 99.3 Alphaproteobacteria
MEBIiC11927 Vibrio owensii 99.9 Gammaproteobacteria
MEBIiC11928 Vibrio azureus 100.0 Gammaproteobacteria
MEBIiC11929 Olleya marilimosa 99.1 Bacteroidetes
MEBIiC11930 Vibrio tubiashii 99.6 Gammaproteobacteria
MEBiC11931 Leisingera methylohalidivorans 100.0 Alphaproteobacteria
MEBiC11932 Roseovarius _halocynthiae 97.1 Alphaproteobacteria
MEBIiC11933 Psychrosphaera haliotis 98.9 Bacteroidetes
MEBIiC11934 Pseudoalteromonas marina 99.8 Gammaproteobacteria
MEBIiC11935 Vibrio owensii 99.9 Gammaproteobacteria
MEBIiC11936 Shewanella waksmanii 99.3 Gammaproteobacteria
MEBIiC11937 Pseudoalteromonas _ shioyasakiensis 100.0 Gammaproteobacteria
MEBIiC11938 Shewanella waksmanii 99.8 Gammaproteobacteria
MEBIiC11939 Vibrio harveyi 99.8 Gammaproteobacteria
MEBIiC11940 Vibrio chagasii 100.0 Gammaproteobacteria
MEBIiC11941 Vibrio tubiashii 100.0 Gammaproteobacteria
MEBIiC11942 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC11943 Pseudoalteromonas tetraodonis 99.9 Gammaproteobacteria
MEBIiC11944 Staphylococcus warneri 100.0 Firmicutes
MEBIiC11945 Microbulbifer epialgicus 99.5 Gammaproteobacteria
MEBIiC11946 Vibrio harveyi 99.9 Gammaproteobacteria
MEBIiC11947 Acinetobacter marinus 97.2 Gammaproteobacteria
MEBIiC11948 Erythrobacter flavus 100.0 Alphaproteobacteria
MEBIiC11949 Algoriphagus halophilus 99.1 Bacteroidetes
MEBIiC11950 Vibrio owensii 99.9 Gammaproteobacteria
MEBiC11951 Bacillus haikouensis 97.2 Firmicutes
MEBiC11952 Ruegeria_halocynthiae 99.9 Alphaproteobacteria
MEBIiC11953 Staphylococcus haemolyticus 99.8 Firmicutes
MEBIiC11954 Staphylococcus haemolyticus 98.1 Firmicutes
MEBiC11955 Vibrio tubiashii 100.0 Gammaproteobacteria
MEBiC11956 Ruegeria_meonggei 99.2 Alphaproteobacteria
MEBIiC11957 Erythrobacter citreus 100.0 Alphaproteobacteria
MEBIiC11958 Ruegeria atlantica 100.0 Alphaproteobacteria
MEBIiC11959 Pseudovibrio ascidiaceicola 99.7 Alphaproteobacteria
MEBIiC11960 Pseudovibrio ascidiaceicola 99.9 Alphaproteobacteria
MEBIiC11961 Paracoccus homiensis 99.0 Alphaproteobacteria
MEBIiC11962 Mesoflavibacter sabulilitoris 99.8 Bacteroidetes
MEBIiC11963 Ruegeria meonggei 100.0 Alphaproteobacteria
MEBIiC11964 Acinetobacter radioresistens 100.0 Gammaproteobacteria
MEBIC11965 Ruegeria atlantica 99.7 Alphaproteobacteria
MEBIiC11966 Lacinutrix mariniflava 96.9 Bacteroidetes
MEBIiC11967 Ruegeria atlantica 99.8 Alphaproteobacteria
MEBIiC11968 Pseudovibrio ascidiaceicola 100.0 Alphaproteobacteria
MEBIiC11969 Ruegeria atlantica 99.8 Alphaproteobacteria
MEBIiC11970 Vibrio xuii 99.9 Gammaproteobacteria
MEBIiC11971 Ruegeria atlantica 99.8 Alphaproteobacteria
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MEBIC11972 Phaeobacter gallaeciensis 100.0 Alphaproteobacteria
MEBIC11973 Vibrio shilonii 99.4 Gammaproteobacteria
MEBIiC11974 Vibrio tubiashii 100.0 Gammaproteobacteria
MEBIC11975 Ruegeria atlantica 99.3 Alphaproteobacteria
MEBIC11976 Erythrobacter citreus 98.3 Alphaproteobacteria
MEBIC11977 Psychrobacter marincola 99.4 Gammaproteobacteria
MEBiC11978 Psychrobacter marincola 98.5 Gammaproteobacteria
MEBIiC11979 Psychrobacter marincola 99.4 Gammaproteobacteria
MEBIC11980 Tenacibaculum adriaticum 98.5 Bacteroidetes
MEBIiC11981 Microbulbifer epialgicus 99.6 Gammaproteobacteria
MEBIiC11982 Ruegeria atlantica 99.7 Alphaproteobacteria
MEBIiC11983 Pseudoalteromonas spongiae 99.9 Gammaproteobacteria
MEBIiC11984 Ruegeria atlantica 99.8 Alphaproteobacteria
MEBIiC11985 Bacillus megaterium 98.1 Firmicutes
MEBiC11986 Bacillus _indicus 99.9 Firmicutes
MEBIiC11987 Pseudovibrio japonicus 99.7 Alphaproteobacteria
MEBiC11988 Olleya namhaensis 99.1 Bacteroidetes
MEBIiC11989 Acinetobacter radioresistens 89.7 Gammaproteobacteria
MEBIiC11990 Pseudovibrio japonicus 99.7 Alphaproteobacteria
MEBIiC11991 Ruegeria atlantica 99.5 Alphaproteobacteria
MEBIiC11992 Vibrio campbellii 99.3 Gammaproteobacteria
MEBiC11993 Vibrio comitans 99.1 Gammaproteobacteria
MEBIiC11994 Acinetobacter radioresistens 99.1 Gammaproteobacteria
MEBIC11995 Ruegeria meonggei 99.3 Alphaproteobacteria
MEBIiC11996 Staphylococcus saprophyticus 100.0 Firmicutes
MEBIC11997 Roseovarius albus 99.7 Alphaproteobacteria
MEBIC11998 Endozoicomonas atrinae 98.0 Gammaproteobacteria
MEBiC11999 Lacinutrix_mariniflava 97.0 Bacteroidetes
MEBiC12000 Litoreibacter janthinus 100.0 Alphaproteobacteria
MEBiC12001 Tenacibaculum gallaicum 100.0 Bacteroidetes
MEBIiC12002 Tenacibaculum discolor 97.8 Bacteroidetes
MEBIiC12003 Tenacibaculum _adriaticum 97.5 Bacteroidetes
MEBiC12004 Tenacibaculum _litoreum 100.0 Bacteroidetes
MEBIC12005 Ulvibacter marinus 100.0 Bacteroidetes
MEBIiC12006 Lacinutrix mariniflava 97.2 Bacteroidetes
MEBIiC12007 Bacillus marisflavi 99.8 Firmicutes
MEBIiC12008 Bacillus hwajinpoensis 100.0 Firmicutes
MEBIiC12009 Bacillus toyonensis 99.9 Firmicutes
MEBiC12010 Fictibacillus nanhaiensis 99.9 Firmicutes
MEBICI12011 Bacillus vanillea 99.2 Firmicutes
MEBIiC12012 Exiguobacterium oxidotolerans 98.2 Firmicutes
MEBIiC12013 Vibrio sagamiensis 98.1 Gammaproteobacteria
MEBIC12016 Bacillus idriensis 97.4 Firmicutes
MEBIiC12017 Mycobacterium gilvum 99.9 Actinobacteria
MEBIiC12018 Croceicoccus marinus 98.1 Alphaproteobacteria
MEBIiC12019 Pseudoalteromonas distincta 100.0 Gammaproteobacteria
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MEBIiC12021 Bacillus patagoniensis 98.8 Firmicutes
MEBIiC12022 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12023 Bacillus aryabhattai 99.4 Firmicutes
MEBIiC12024 Bacillus indicus 98.9 Firmicutes
MEBIiC12025 Bacillus aryabhattai 99.1 Firmicutes
MEBIiC12026 Bacillus idriensis 97.4 Firmicutes
MEBiC12027 Pseudoalteromonas undina 99.7 Gammaproteobacteria
MEBIiC12028 Bacillus muralis 100.0 Firmicutes
MEBIiC12029 Bacillus aryabhattai 99.1 Firmicutes
MEBIiC12030 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12031 Pseudoalteromonas tetraodonis 99.8 Gammaproteobacteria
MEBIiC12032 Bacillus haikouensis 97.3 Firmicutes
MEBIiC12033 Pseudoalteromonas tetraodonis 100.0 Gammaproteobacteria
MEBiC12034 Mycobacterium_gilvum 99.4 Actinobacteria
MEBIiC12035 Vibrio hyugaensis 99.5 Gammaproteobacteria
MEBIiC12037 Vibrio hyugaensis 99.2 Gammaproteobacteria
MEBiC12039 Vibrio parahaemolyticus 99.5 Gammaproteobacteria
MEBIiC12040 Photobacterium damselae 99.5 Gammaproteobacteria
MEBIiC12041 Mesoflavibacter sabulilitoris 99.6 Bacteroidetes
MEBIiC12044 Vibrio hepatarius 98.6 Gammaproteobacteria
MEBIiC12046 Vibrio parahaemolyticus 100.0 Gammaproteobacteria
MEBIiC12047 Erythrobacter nanhaisediminis 99.4 Alphaproteobacteria
MEBIiC12048 Erythrobacter citreus 98.1 Alphaproteobacteria
MEBiC12049 Marinobacter algicola 99.2 Gammaproteobacteria
MEBiC12050 | Marinobacter algicola 99.2 Gammaproteobacteria
MEBiC12051 Erythrobacter pelagi 99.0 Alphaproteobacteria
MEBiC12052 Marinobacter algicola 99.4 Gammaproteobacteria
MEBIiC12053 Vibrio neocaledonicus 99.7 Gammaproteobacteria
MEBIiC12054 Shewanella marisflavi 99.9 Gammaproteobacteria
MEBiC12055 Siansivirga zeaxanthinifaciens 96.8 Bacteroidetes
MEBIC12056 | Erythrobacter citreus 99.2 Alphaproteobacteria
MEBIiC12057 Erythrobacter citreus 99.0 Alphaproteobacteria
MEBIiC12058 Pseudooceanicola marinus 98.2 Alphaproteobacteria
MEBIiC12059 Algoriphagus halophilus 100.0 Bacteroidetes
MEBIiC12060 Vibrio metschnikovii 96.8 Gammaproteobacteria
MEBIiC12061 Microbulbifer maritimus 99.6 Gammaproteobacteria
MEBIiC12062 Vibrio hyugaensis 99.6 Gammaproteobacteria
MEBIiC12063 Vibrio alginolyticus 98.9 Gammaproteobacteria
MEBiC12064 Sediminicola luteus 98.8 Bacteroidetes
MEBIiC12066 Staphylococcus epidermidis 99.3 Firmicutes
MEBIiC12067 Ruegeria conchae 97.5 Alphaproteobacteria
MEBiC12069 Bacillus algicola 99.1 Firmicutes
MEBIiC12070 Phaeobacter inhibens 97.2 Alphaproteobacteria
MEBIiC12071 Pseudomonas mendocina 98.5 Gammaproteobacteria
MEBIiC12072 Paracoccus aestuarii 98.2 Alphaproteobacteria
MEBiC12073 Alteromonas genovensis 99.5 Gammaproteobacteria
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MEBIiC12074 Paracoccus carotinifaciens 100.0 Alphaproteobacteria
MEBiC12075 Maribacter stanieri 99.1 Bacteroidetes
MEBIiC12076 Maribacter stanieri 99.8 Bacteroidetes
MEBIiC12077 Sphingomonas desiccabilis 99.3 Alphaproteobacteria
MEBIC12078 Bacillus muralis 100.0 Firmicutes
MEBIiC12079 Pseudovibrio ascidiaceicola 99.3 Alphaproteobacteria
MEBiC12081 Pseudovibrio_ascidiaceicola 99.3 Alphaproteobacteria
MEBIiC12082 Vibrio hyugaensis 99.6 Gammaproteobacteria
MEBIiC12083 Vibrio hyugaensis 99.6 Gammaproteobacteria
MEBIiC12084 Vibrio hyugaensis 98.7 Gammaproteobacteria
MEBIiC12085 Vibrio owensii 99.7 Gammaproteobacteria
MEBIiC12086 Vibrio owensii 98.6 Gammaproteobacteria
MEBIiC12087 Algoriphagus ornithinivorans 99.1 Bacteroidetes
MEBIiC12089 Tamlana agarivorans 99.9 Bacteroidetes
MEBIC12090 | Altererythrobacter luteolus 99.7 Alphaproteobacteria
MEBiC12092 Muricauda_lutimaris 98.1 Bacteroidetes
MEBIiC12093 Alcanivorax_borkumensis 99.4 Gammaproteobacteria
MEBIiC12094 Joostella_atrarenae 100.0 Bacteroidetes
MEBIiC12095 Alcanivorax xenomutans 100.0 Gammaproteobacteria
MEBIiC12096 Mesonia algae 98.6 Bacteroidetes
MEBIiC12097 Mesonia algae 98.4 Bacteroidetes
MEBIiC12098 Halomonas shengliensis 98.2 Gammaproteobacteria
MEBiC12099 Marinobacter flavimaris 99.7 Gammaproteobacteria
MEBIiC12100 Alcanivorax borkumensis 99.2 Gammaproteobacteria
MEBIC12101 Alcanivorax xenomutans 99.4 Gammaproteobacteria
MEBIiC12102 Alcanivorax xenomutans 100.0 Gammaproteobacteria
MEBIiC12103 Vibrio owensii 98.6 Gammaproteobacteria
MEBiC12154 Croceicoccus naphthovorans 98.5 Alphaproteobacteria
MEBIC12155 Porphyrobacter tepidarius 99.1 Alphaproteobacteria
MEBiC12156 Marinobacter santoriniensis 98.3 Gammaproteobacteria
MEBiC12157 Paracoccus marinus 97.6 Alphaproteobacteria
MEBIiC12224 Arthrobacter psychrochitiniphilus 99.8 Actinobacteria
MEBIiC12225 Clostridium algifaecis 99.1 Firmicutes
MEBIiC12226 Bacillus berkeleyi 99.6 Firmicutes
MEBIiC12227 Curtobacterium flaccumfaciens 96.8 Actinobacteria
MEBIiC12228 Cyclobacterium marinum 98.7 Bacteroidetes
MEBiC12229 Gramella oceani 95.0 Bacteroidetes
MEBIiC12230 Kushneria marisflavi 99.1 Gammaproteobacteria
MEBIiC12231 Leeuwenhoekiella aequorea 97.3 Bacteroidetes
MEBIiC12232 Olleya marilimosa 90.6 Bacteroidetes
MEBiC12233 Paenibacillus pabuli 99.9 Firmicutes
MEBIC12234 Paracoccus seriniphilus 96.6 Alphaproteobacteria
MEBIiC12235 Ornithinibacillus composti 97.1 Firmicutes
MEBIiC12236 Psychrobacter alimentarius 99.9 Gammaproteobacteria
MEBIiC12237 Psychrobacter urativorans 99.1 Gammaproteobacteria
MEBIiC12238 Ruegeria scottomollicae 99.9 Alphaproteobacteria
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MEBIiC12239 Shewanella basaltis 99.3 Gammaproteobacteria
MEBIiC12240 Sulfitobacter pontiacus 99.6 Alphaproteobacteria
MEBIiC12241 Vibrio ordalii 100.0 Gammaproteobacteria
MEBIiC12243 Algoriphagus jejuensis 98.3 Bacteroidetes
MEBIiC12244 Lacihabitans soyangensis 91.1 Bacteroidetes
MEBiC12245 Flavobacterium jumunjinense 97.2 Bacteroidetes
MEBiC12246 Exiguobacterium_profundum 98.7 Firmicutes
MEBIiC12247 Bacillus anthracis 99.9 Firmicutes
MEBIiC12248 Pseudomonas _anguilliseptica 98.1 Gammaproteobacteria
MEBIiC12249 Paracoccus marcusii 99.9 Alphaproteobacteria
MEBIiC12250 Oceanicola litoreus 97.3 Alphaproteobacteria
MEBIC12251 Pseudomonas indoloxydans 98.1 Gammaproteobacteria
MEBIiC12252 Exiguobacterium enclense 99.4 Firmicutes
MEBIiC12253 Erythrobacter citreus 98.5 Alphaproteobacteria
MEBIiC12254 Rheinheimera_aquimaris 98.5 Gammaproteobacteria
MEBiC12255 Microbacterium_aurantiacum 98.7 Actinobacteria
MEBiC12256 Hydrogenophaga palleronii 98.0 Betaproteobacteria
MEBIiC12257 Pseudomonas alcaliphila 98.2 Gammaproteobacteria
MEBIiC12258 Pseudomonas oleovorans 98.7 Gammaproteobacteria
MEBIiC12259 Rheinheimera pacifica 99.4 Gammaproteobacteria
MEBIiC12260 Bacillus hwajinpoensis 99.4 Firmicutes
MEBIiC12261 Pseudorhodobacter wandonensis 97.9 Alphaproteobacteria
MEBIiC12262 Rhizobium rosettiformans 98.9 Alphaproteobacteria
MEBIiC12263 Flavobacterium ponti 99.4 Bacteroidetes
MEBIiC12264 Algoriphagus boseongensis 97.6 Bacteroidetes
MEBIiC12265 Alishewanella tabrizica 97.7 Gammaproteobacteria
MEBiC12266 Rhodobacter megalophilus 97.0 Alphaproteobacteria
MEBiC12267 Euzebyella saccharophila 97.1 Bacteroidetes
MEBiC12268 Algoriphagus marincola 99.7 Bacteroidetes
MEBiC12269 Algoriphagus chordae 97.9 Bacteroidetes
MEBiC12270 Rheinheimera muenzenbergensis 98.9 Gammaproteobacteria
MEBIiC12271 Rheinheimera nanhaiensis 99.5 Gammaproteobacteria
MEBIiC12273 Tabrizicola aquatica 97.1 Alphaproteobacteria
MEBIiC12274 Paracoccus homiensis 99.6 Alphaproteobacteria
MEBIiC12275 Bacillus hwajinpoensis 98.5 Firmicutes
MEBIiC12276 Maribacter dokdonensis 99.1 Bacteroidetes
MEBIiC12277 Cellulophaga tyrosinoxydans 99.6 Bacteroidetes
MEBIiC12278 Exiguobacterium profundum 99.7 Firmicutes
MEBIiC12279 Algoriphagus winogradskyi 99.9 Bacteroidetes
MEBIiC12280 Aquimonas voraii 98.5 Gammaproteobacteria
MEBIiC12281 Rheinheimera baltica 97.9 Gammaproteobacteria
MEBIiC12282 Hydrogenophaga taeniospiralis 97.5 Betaproteobacteria
MEBIiC12283 Paracoccus zeaxanthinifaciens 99.4 Alphaproteobacteria
MEBIiC12284 Shewanella hafniensis 98.9 Gammaproteobacteria
MEBIiC12285 Vibrio hangzhouensis 98.7 Gammaproteobacteria
MEBIiC12286 Alteromonas litorea 97.5 Gammaproteobacteria
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MEBIiC12287 Micrococcus yunnanensis 99.6 Actinobacteria
MEBIiC12288 Pseudoalteromonas carrageenovora 99.3 Gammaproteobacteria
MEBIiC12289 Shewanella gaetbuli 99.5 Gammaproteobacteria
MEBiC12290 Pseudoalteromonas shioyasakiensis 99.2 Gammaproteobacteria
MEBIiC12291 Vibrio hemicentroti 99.1 Gammaproteobacteria
MEBiC12292 Vibrio chagasii 99.8 Gammaproteobacteria
MEBiC12293 Vibrio parahaemolyticus 99.6 Gammaproteobacteria
MEBIiC1229%4 Ruegeria mobilis 99.9 Alphaproteobacteria
MEBIiC12295 Wenyingzhuangia heitensis 97.2 Bacteroidetes
MEBIiC12296 Vibrio neocaledonicus 99.9 Gammaproteobacteria
MEBIiC12297 Zooshikella ganghwensis 99.7 Gammaproteobacteria
MEBIiC12298 Bacillus vanillea 98.9 Firmicutes
MEBIiC12299 Vibrio alginolyticus 99.9 Gammaproteobacteria
MEBIiC12300 Bowmanella pacifica 99.9 Gammaproteobacteria
MEBIiC12301 Microbulbifer elongatus 99.8 Gammaproteobacteria
MEBIiC12302 Labrenzia aggregata 99.9 Alphaproteobacteria
MEBIiC12303 Marinobacter xestospongiae 97.1 Gammaproteobacteria
MEBIiC12304 Marinobacter xestospongiae 100.0 Gammaproteobacteria
MEBIiC12305 Vibrio xiamenensis 98.7 Gammaproteobacteria
MEBIiC12306 Yangia pacifica 99.6 Alphaproteobacteria
MEBIiC12307 Pseudoalteromonas shioyasakiensis 99.9 Gammaproteobacteria
MEBIiC12308 Pseudooceanicola antarcticus 98.2 Alphaproteobacteria
MEBiC12309 Euzebyella saccharophila 99.9 Bacteroidetes
MEBIiC12310 Pseudooceanicola nitratireducens 97.9 Alphaproteobacteria
MEBIC12311 Vibrio nigripulchritudo 99.9 Gammaproteobacteria
MEBIiC12312 Pseudovibrio denitrificans 98.6 Alphaproteobacteria
MEBIiC12313 Psychrosphaera_aestuarii 97.6 Gammaproteobacteria
MEBIiC12314 Alteromonas marina 98.9 Gammaproteobacteria
MEBIiC12315 Pseudoalteromonas rubra 99.9 Gammaproteobacteria
MEBIiC12316 Photobacterium _rosenbergii 99.9 Gammaproteobacteria
MEBIiC12317 Erythrobacter flavus 99.3 Alphaproteobacteria
MEBIiC12318 Labrenzia alexandrii 98.4 Alphaproteobacteria
MEBIiC12319 Photobacterium damselae 99.9 Gammaproteobacteria
MEBIiC12320 Pseudoalteromonas piscicida 100.0 Gammaproteobacteria
MEBIiC12323 Vibrio jasicida 99.8 Gammaproteobacteria
MEBIiC12325 Bacillus algicola 99.5 Firmicutes
MEBIiC12326 Alteromonas litorea 99.0 Gammaproteobacteria
MEBIiC12327 Pseudoalteromonas flavipulchra 99.9 Gammaproteobacteria
MEBIiC12328 Photobacterium atrarenae 99.4 Gammaproteobacteria
MEBiC12329 Microbulbifer variabilis 99.0 Gammaproteobacteria
MEBIiC12330 Pseudovibrio denitrificans 100.0 Alphaproteobacteria
MEBIC12331 Vibrio antiquarius 99.7 Gammaproteobacteria
MEBIiC12332 Fictibacillus phosphorivorans 100.0 Firmicutes
MEBIiC12333 Bacillus indicus 99.8 Firmicutes
MEBIiC12334 Vibrio neocaledonicus 98.7 Gammaproteobacteria
MEBIiC12335 Alteromonas litorea 97.6 Gammaproteobacteria
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MEBIiC12337 Pseudomonas alcaliphila 98.4 Gammaproteobacteria
MEBIiC12339 Photobacterium ganghwense 99.1 Gammaproteobacteria
MEBIiC12340 Microbulbifer elongatus 98.3 Gammaproteobacteria
MEBIiC12341 Photobacterium rosenbergii 98.7 Gammaproteobacteria
MEBIiC12342 Alteromonas mediterranea 99.1 Gammaproteobacteria
MEBIiC12343 Enterobacter aerogenes 97.9 Gammaproteobacteria
MEBiC12344 Pantoea_dispersa 100.0 Gammaproteobacteria
MEBIiC12345 Erythrobacter aquimaris 98.7 Alphaproteobacteria
MEBIiC12346 Micrococcus aloeverae 99.7 Actinobacteria
MEBIiC12347 Alteromonas gracilis 98.3 Gammaproteobacteria
MEBIiC12348 Paracoccus homiensis 99.9 Alphaproteobacteria
MEBiC12349 Halomonas denitrificans 98.6 Gammaproteobacteria
MEBIiC12350 Pseudobowmanella zhangzhouensis 95.4 Gammaproteobacteria
MEBIiC12352 Vibrio maritimus 99.5 Gammaproteobacteria
MEBiC12353 Bacillus vietnamensis 98.7 Firmicutes
MEBiC12354 Bacillus anthracis 100.0 Firmicutes
MEBIiC12355 Vibrio variabilis 99.9 Gammaproteobacteria
MEBIiC12356 Pseudoalteromonas spongiae 98.9 Gammaproteobacteria
MEBIiC12357 Acinetobacter indicus 99.5 Gammaproteobacteria
MEBIiC12358 Nonlabens sediminis 100.0 Bacteroidetes
MEBIiC12359 Bacterioplanes sanyensis 99.5 Gammaproteobacteria
MEBIiC12360 Pseudoalteromonas shioyasakiensis 98.6 Gammaproteobacteria
MEBIiC12361 Loktanella pyoseonensis 99.0 Alphaproteobacteria
MEBIiC12362 Roseivivax halodurans 97.6 Alphaproteobacteria
MEBIiC12363 Vibrio owensii 100.0 Gammaproteobacteria
MEBiC12364 Dokdonia genika 99.0 Bacteroidetes
MEBIiC12365 Marinomonas communis 99.5 Gammaproteobacteria
MEBIiC12366 Bacillus algicola 98.7 Firmicutes
MEBIiC12367 Vibrio variabilis 98.8 Gammaproteobacteria
MEBIiC12368 Micrococcus yunnanensis 99.7 Actinobacteria
MEBiC12369 Vibrio tubiashii 99.2 Gammaproteobacteria
MEBIiC12371 Vibrio fortis 98.9 Gammaproteobacteria
MEBIiC12372 Vibrio neptunius 99.3 Gammaproteobacteria
MEBIiC12373 Bacillus mesophilum 99.2 Firmicutes
MEBIiC12374 Vibrio hepatarius 98.7 Gammaproteobacteria
MEBIiC12375 Bowmanella pacifica 100.0 Gammaproteobacteria
MEBIiC12376 Tenacibaculum mesophilum 99.9 Bacteroidetes
MEBIiC12377 Alteromonas gracilis 99.6 Gammaproteobacteria
MEBIiC12378 Vibrio maritimus 98.8 Gammaproteobacteria
MEBIiC12379 Vibrio fortis 99.9 Gammaproteobacteria
MEBIiC12380 Marinobacterium stanieri 99.9 Gammaproteobacteria
MEBIiC12381 Tenacibaculum mesophilum 98.2 Bacteroidetes
MEBIiC12382 Ruegeria mobilis 100.0 Alphaproteobacteria
MEBIiC12383 Bacillus oceanisediminis 99.2 Firmicutes
MEBIiC12384 Leisingera aquimarina 96.3 Alphaproteobacteria
MEBIiC12385 Vibrio sinaloensis 98.7 Gammaproteobacteria
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MEBIiC12386 Alteromonas marina 99.6 Gammaproteobacteria
MEBIiC12387 Shewanella loihica 98.0 Gammaproteobacteria
MEBiC12388 Bacillus subtilis 99.5 Firmicutes
MEBIiC12389 Photobacterium atrarenae 98.5 Gammaproteobacteria
MEBiC12390 Vibrio diabolicus 99.0 Gammaproteobacteria
MEBIiC12391 Alteromonas macleodii 99.8 Gammaproteobacteria
MEBiC12393 Exiguobacterium_aestuarii 99.6 Firmicutes
MEBIiC1239%4 Vibrio campbellii 99.7 Gammaproteobacteria
MEBIiC12395 Bacillus firmus 99.6 Firmicutes
MEBIiC12396 Aestuariibacter aggregatus 100.0 Gammaproteobacteria
MEBIiC12397 Vibrio tubiashii 98.9 Gammaproteobacteria
MEBIiC12398 Bacillus coahuilensis 99.6 Firmicutes
MEBIiC12399 Shewanella basaltis 97.2 Gammaproteobacteria
MEBIiC12400 Maritalea mobilis 99.9 Alphaproteobacteria
MEBIiC12401 Echinicola shivajiensis 97.7 Bacteroidetes
MEBIiC12402 Gaetbulibacter jejuensis 100.0 Bacteroidetes
MEBIiC12403 Bacillus vietnamensis 99.4 Firmicutes
MEBIiC12404 Bacillus halosaccharovorans 99.2 Firmicutes
MEBIiC12405 Ruegeria arenilitoris 100.0 Alphaproteobacteria
MEBIiC12406 Bacillus flexus 98.9 Firmicutes
MEBIiC12407 Pseudoalteromonas rubra 98.5 Gammaproteobacteria
MEBIiC12408 Rheinheimera aquimaris 99.9 Gammaproteobacteria
MEBiC12409 Paracoccus zeaxanthinifaciens 100.0 Alphaproteobacteria
MEBIiC12410 Marinobacter sediminum 98.4 Gammaproteobacteria
MEBIiC12411 Bacillus flexus 100.0 Firmicutes
MEBIiC12412 Nautella italica 100.0 Alphaproteobacteria
MEBIiC12413 Vibrio xuii 99.1 Gammaproteobacteria
MEBiC12414 Marinobacter goseongensis 97.9 Gammaproteobacteria
MEBIiC12416 Vibrio neocaledonicus 99.9 Gammaproteobacteria
MEBiC12417 Exiguobacterium_profundum 98.3 Firmicutes
MEBiC12418 Marinobacterium_stanieri 98.9 Gammaproteobacteria
MEBiC12419 Photobacterium_atrarenae 98.5 Gammaproteobacteria
MEBiC12420 Tenacibaculum_aestuarii 98.3 Bacteroidetes
MEBIiC12421 Vibrio proteolyticus 99.1 Gammaproteobacteria
MEBIiC12422 Vibrio hyugaensis 99.9 Gammaproteobacteria
MEBIiC12423 Bacillus hwajinpoensis 99.5 Firmicutes
MEBIiC12424 Vibrio brasiliensis 98.7 Gammaproteobacteria
MEBIiC12425 Vibrio brasiliensis 99.3 Gammaproteobacteria
MEBIiC12426 Vibrio sinaloensis 99.9 Gammaproteobacteria
MEBIiC12427 Aquimarina brevivitae 97.9 Bacteroidetes
MEBiC12429 Bacillus horikoshii 98.9 Firmicutes
MEBIiC12430 Exiguobacterium profundum 99.8 Firmicutes
MEBIiC12431 Roseovarius nubinhibens 99.6 Alphaproteobacteria
MEBiC12432 Microbacterium_testaceum 98.6 Actinobacteria
MEBIiC12433 Staphylococcus haemolyticus 99.9 Firmicutes
MEBIiC12434 Thalassotalea ganghwensis 96.7 Gammaproteobacteria
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MEBIiC12435 Bacillus aquimaris 98.7 Firmicutes
MEBIiC12436 Marinobacter adhaerens 98.4 Gammaproteobacteria
MEBIiC12437 Bacillus haikouensis 99.5 Firmicutes
MEBIiC12438 Microbulbifer agarilyticus 99.3 Gammaproteobacteria
MEBIiC12582 Vibrio owensii 99.9 Proteobacteria
MEBIiC12583 Vibrio owensii 99.8 Proteobacteria
MEBiC12584 Vibrio owensii 99.9 Proteobacteria
MEBIiC12585 Vibrio owensii 99.8 Proteobacteria
MEBIiC12586 Vibrio owensii 99.8 Proteobacteria
MEBIiC12587 Vibrio owensii 99.8 Proteobacteria
MEBIiC12588 Algoriphagus ornithinivorans 99.9 Bacteroidetes
MEBIiC12589 Desulfotomaculum_acetoxidans 99.3 Firmicutes
MEBIiC12590 Bacillus cibi 100.0 Firmicutes
MEBIiC12591 Altererythrobacter luteolus 100.0 Proteobacteria
MEBIiC12592 Bacillus berkeleyi 100.0 Firmicutes
MEBIiC12593 Agromyces _tropicus 100.0 Actinobacteria
MEBIiC125%4 Pseudovibrio ascidiaceicola 100.0 Proteobacteria
MEBIiC12680 Muricauda lutimaris 99.8 Bacteroidetes
MEBIiC12681 Joostella atrarenae 99.6 Bacteroidetes
MEBIiC12682 Alcanivorax xenomutans 99.9 Proteobacteria
MEBIiC12683 Thiohalomonas nitratireducens 99.5 Proteobacteria
MEBIiC12684 Halomonas ventosae 98.5 Proteobacteria
MEBIiC12685 Erythrobacter citreus 99.2 Proteobacteria
MEBIiC12686 Marinobacter adhaerens 99.7 Proteobacteria
MEBIiC12687 Bacillus aerophilus 100.0 Firmicutes
MEBIiC12688 Ulvibacter litoralis 99.9 Bacteroidetes
MEBIiC12689 Bacillus hwajinpoensis 100.0 Firmicutes
MEBIiC12690 Halomonas ventosae 99.0 Proteobacteria
MEBIiC12691 Halomonas dagiaonensis 98.8 Proteobacteria
MEBIiC12692 Shewanella marisflavi 99.9 Proteobacteria
MEBiC12693 Bacillus _hwajinpoensis 100.0 Firmicutes
MEBIiC12694 Halomonas ventosae 94.5 Proteobacteria
MEBIC12695 Pseudoalteromonas distincta 100.0 Proteobacteria
MEBIiC12696 Bacillus vietnamensis 99.5 Firmicutes
MEBiC12697 Bacillus hwajinpoensis 99.9 Firmicutes
MEBIiC12698 Halomonas ventosae 99.0 Proteobacteria
MEBIiC12699 Shewanella marisflavi 99.9 Proteobacteria
MEBIiC12700 Bacillus taeanensis 99.1 Firmicutes
MEBIiC12701 Halomonas denitrificans 99.9 Proteobacteria
MEBIiC12702 Halomonas denitrificans 99.9 Proteobacteria
MEBIiC12703 Bacillus hwajinpoensis 99.8 Firmicutes
MEBIiC12704 Joostella_atrarenae 91.5 Bacteroidetes
MEBIiC12705 Cobetia marina 98.7 Proteobacteria
MEBIiC12706 Halomonas nitroreducens 98.0 Proteobacteria
MEBIiC12707 Paenibacillus pasadenensis 100.0 Firmicutes
MEBIiC12708 Cobetia marina 100.0 Proteobacteria

- 186 -



Strain Best-matched neighbor Similarity (%) Division
MEBiC12709 Joostella_atrarenae 100.0 Bacteroidetes
MEBiC12710 Joostella_atrarenae 100.0 Bacteroidetes
MEBIC12711 Enterococcus casseliflavus 99.3 Firmicutes
MEBIiC12712 Enterococcus casseliflavus 99.4 Firmicutes
MEBIiC12713 Nesterenkonia flava 98.9 Actinobacteria
MEBiC12714 Nesterenkonia massiliensis 98.4 Actinobacteria
MEBIC12715 Enterococcus casseliflavus 99.8 Firmicutes
MEBIiC12716 Nesterenkonia_flava 97.6 Actinobacteria
MEBIiC12717 Enterococcus _casseliflavus 97.4 Firmicutes
MEBIiC12718 Nesterenkonia flava 99.5 Actinobacteria
MEBIiC12719 Nesterenkonia_flava 98.0 Actinobacteria
MEBIiC12720 Alkalibacterium indicireducens 99.6 Firmicutes
MEBIiC12742 Arthrobacter globiformis 100.0 Actinobacteria
MEBiC12743 Paracoccus homiensis 99.0 Alphaproteobacteria
MEBIiC12744 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12745 Winogradskyella undariae 99.3 Bacteroidetes
MEBIiC12746 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12747 Arthrobacter koreensis 99.3 Actinobacteria
MEBiC12748 Rhodoglobus aureus 99.3 Actinobacteria
MEBiC12749 Sanguibacter _inulinus 99.7 Actinobacteria
MEBIiC12750 Pseudoalteromonas _arctica 99.5 Proteobacteria
MEBIiC12751 Pseudoalteromonas _arctica 100.0 Proteobacteria
MEBIC12752 Rhodococcus cerastii 95.9 Actinobacteria
MEBiC12753 Pseudoalteromonas _translucida 99.6 Proteobacteria
MEBIiC12754 Rhodococcus globerulus 99.9 Actinobacteria
MEBIiC12755 Pseudoalteromonas _arctica 100.0 Proteobacteria
MEBIiC12756 Psychrobacter celer 98.7 Proteobacteria
MEBIiC12757 Winogradskyella undariae 99.3 Bacteroidetes
MEBIC12758 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12759 Pseudoalteromonas arctica 100.0 Proteobacteria
MEBIiC12760 Halomonas olivaria 99.4 Proteobacteria
MEBIC12761 Halomonas olivaria 99.4 Proteobacteria
MEBIiC12762 Psychrobacter celer 95.8 Proteobacteria
MEBIiC12763 Pseudoalteromonas arctica 100.0 Proteobacteria
MEBIiC12764 Psychrobacter celer 98.6 Proteobacteria
MEBiC12765 Pseudoalteromonas _arctica 100.0 Proteobacteria
MEBIiC12766 Psychrobacter celer 98.1 Proteobacteria
MEBIiC12767 Bacillus methylotrophicus 100.0 Firmicutes
MEBIiC12768 Bacillus methylotrophicus 100.0 Firmicutes
MEBIiC12769 Psychrobacter celer 94.5 Proteobacteria
MEBIiC12770 Psychrobacter celer 98.7 Proteobacteria
MEBIiC12771 Celeribacter halophilus 96.8 Alphaproteobacteria
MEBIiC12772 Psychrobacter celer 97.2 Proteobacteria
MEBiC12773 Arthrobacter citreus 98.7 Actinobacteria
MEBIiC12774 Bacillus methylotrophicus 98.0 Firmicutes
MEBIiC12775 Pseudomonas pelagia 98.7 Proteobacteria

Strain Best-matched neighbor Similarity (%) Division
MEBIiC12776 Winogradskyella undariae 99.6 Bacteroidetes
MEBIiC12777 Virgibacillus dokdonensis 100.0 Firmicutes
MEBIiC12778 Microbacterium maritypicum 93.1 Actinobacteria
MEBIiC12779 Halomonas olivaria 99.5 Proteobacteria
MEBIiC12780 Winogradskyella undariae 99.5 Bacteroidetes
MEBiC12781 Rhodococcus _erythropolis 99.9 Actinobacteria
MEBIiC12782 Psychrobacter celer 97.2 Proteobacteria
MEBiC12783 Winogradskyella undariae 99.2 Bacteroidetes
MEBIiC12784 Winogradskyella undariae 99.5 Bacteroidetes
MEBIiC12785 Pseudoalteromonas_arctica 100.0 Proteobacteria
MEBIiC12786 Pseudoalteromonas_arctica 100.0 Proteobacteria
MEBIiC12787 Celeribacter halophilus 97.9 Alphaproteobacteria
MEBiC12788 Pseudoalteromonas _arctica 100.0 Proteobacteria
MEBiC12789 Pseudoalteromonas_arctica 100.0 Proteobacteria
MEBiC12790 Bacillus marisflavi 100.0 Firmicutes
MEBIiC12791 Bacillus marisflavi 97.8 Firmicutes
MEBiC12792 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12793 Winogradskyella undariae 99.5 Bacteroidetes
MEBiC12794 Pseudoalteromonas _arctica 100.0 Proteobacteria
MEBIiC12795 Celeribacter halophilus 98.7 Alphaproteobacteria
MEBIiC12796 Celeribacter halophilus 98.6 Alphaproteobacteria
MEBIiC12797 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12798 Celeribacter halophilus 98.6 Alphaproteobacteria
MEBIiC12799 Celeribacter halophilus 98.6 Alphaproteobacteria
MEBIiC12800 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12801 Celeribacter halophilus 95.2 Alphaproteobacteria
MEBIiC12802 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12803 Arthrobacter citreus 99.5 Actinobacteria
MEBiC12804 Arthrobacter citreus 100.0 Actinobacteria
MEBiC12805 Rhodoglobus aureus 99.0 Actinobacteria
MEBIiC12806 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12807 Bacillus marisflavi 97.8 Firmicutes
MEBIiC12808 Bacillus marisflavi 97.8 Firmicutes
MEBIiC12809 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12810 Marinomonas foliarum 93.6 Proteobacteria
MEBIiC12811 Marinomonas foliarum 91.2 Proteobacteria
MEBIiC12812 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12813 Loktanella salsilacus 98.5 Alphaproteobacteria
MEBIiC12814 Celeribacter halophilus 98.5 Alphaproteobacteria
MEBIiC12815 Celeribacter halophilus 94.5 Alphaproteobacteria
MEBIiC12816 Salinibacterium amurskyense 97.7 Actinobacteria
MEBIiC12817 Celeribacter halophilus 98.6 Alphaproteobacteria
MEBIiC12818 Halomonas titanicae 99.3 Proteobacteria
MEBIiC12819 Bacillus aryabhattai 100.0 Firmicutes
MEBIiC12820 Loktanella salsilacus 97.7 Alphaproteobacteria
MEBIiC12821 Salinibacterium amurskyense 97.8 Actinobacteria
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MEBIiC12822 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12823 Celeribacter halophilus 98.6 Alphaproteobacteria
MEBIiC12824 Celeribacter halophilus 98.6 Alphaproteobacteria
MEBIiC12825 Celeribacter halophilus 95.7 Alphaproteobacteria
MEBIiC12826 Celeribacter halophilus 98.7 Alphaproteobacteria
MEBIiC12827 Halomonas titanicae 99.8 Proteobacteria
MEBiC12828 Celeribacter halophilus 98.7 Alphaproteobacteria
MEBIiC12829 Loktanella salsilacus 99.4 Alphaproteobacteria
MEBIiC12830 Cellulophaga algicola 76.2 Proteobacteria
MEBIiC12831 Cellulophaga algicola 76.2 Proteobacteria
MEBIiC12832 Psychrobacter celer 98.7 Proteobacteria
MEBIiC12833 Loktanella salsilacus 99.4 Alphaproteobacteria
MEBiC12834 Pseudoalteromonas _arctica 100.0 Proteobacteria
MEBIiC12835 Loktanella salsilacus 97.7 Alphaproteobacteria
MEBIiC12836 Celeribacter halophilus 98.1 Alphaproteobacteria
MEBiC12837 Halomonas_titanicae 99.8 Proteobacteria
MEBIiC12838 Loktanella salsilacus 99.9 Alphaproteobacteria
MEBIiC12839 Halomonas alkaliantarctica 99.7 Proteobacteria
MEBiC12840 Halomonas olivaria 99.6 Proteobacteria
MEBIiC12841 Bacillus marisflavi 97.8 Firmicutes
MEBIiC12842 Salinibacterium amurskyense 97.7 Actinobacteria
MEBiC12843 Loktanella salsilacus 99.7 Alphaproteobacteria
MEBIiC12844 Halomonas olivaria 99.5 Proteobacteria
MEBIiC12845 Loktanella salsilacus 100.0 Alphaproteobacteria
MEBIiC12846 Psychrobacter celer 98.7 Proteobacteria
MEBIiC12847 Arthrobacter citreus 100.0 Actinobacteria
MEBiC12848 Psychrobacter celer 98.7 Proteobacteria
MEBiC12849 Loktanella salsilacus 99.0 Proteobacteria
MEBIiC12850 Halomonas titanicae 99.3 Proteobacteria
MEBIiC12851 Halomonas alkaliantarctica 98.7 Proteobacteria
MEBiC12852 Loktanella salsilacus 100.0 Proteobacteria
MEBIiC12853 Halomonas alkaliantarctica 99.7 Proteobacteria
MEBIiC12854 Celeribacter halophilus 98.7 Proteobacteria
MEBIC12855 Arthrobacter citreus 98.8 Actinobacteria
MEBIiC12856 Psychrobacter celer 98.7 Proteobacteria
MEBIiC12857 Salinibacterium amurskyense 97.7 Actinobacteria
MEBIiC12858 Psychrobacter celer 97.8 Proteobacteria
MEBiC12859 Loktanella salsilacus 99.1 Proteobacteria
MEBIiC12860 Psychrobacter celer 98.9 Proteobacteria
MEBIC12861 Psychrobacter celer 94.8 Proteobacteria
MEBIiC12862 Loktanella salsilacus 99.4 Proteobacteria
MEBIiC12863 Halomonas titanicae 100.0 Proteobacteria
MEBIiC12864 Halomonas titanicae 99.0 Proteobacteria
MEBIiC12865 Rhodococcus erythropolis 97.8 Actinobacteria
MEBIiC12866 Salinibacterium amurskyense 97.6 Actinobacteria
MEBIiC12867 Microbacterium aerolatum 97.2 Actinobacteria
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MEBiC12868 Arthrobacter citreus 97.5 Actinobacteria
MEBIiC12869 Micrococcus yunnanensis 99.0 Actinobacteria
MEBIiC12870 Salinibacterium amurskyense 97.5 Actinobacteria
MEBIiC12871 Rhodococcus globerulus 97.2 Actinobacteria
MEBIiC12872 Salinibacterium amurskyense 98.6 Actinobacteria
MEBIiC12873 Rhodoglobus aureus 95.0 Actinobacteria
MEBiC12874 Rhodococcus_erythropolis 97.8 Actinobacteria
MEBIiC12875 Halomonas titanicae 98.6 Proteobacteria
MEBIiC12876 Rhodococcus _erythropolis 96.6 Actinobacteria
MEBIiC12877 Rhodococcus _erythropolis 98.4 Actinobacteria
MEBIiC12878 Rhodococcus _erythropolis 99.1 Actinobacteria
MEBIiC12879 Halomonas titanicae 99.1 Proteobacteria
MEBiC12880 Arthrobacter citreus 98.4 Actinobacteria
MEBIiC12881 Rhodococcus _erythropolis 98.9 Actinobacteria
MEBiC12882 Arthrobacter koreensis 96.9 Actinobacteria
MEBiC12883 Arthrobacter koreensis 99.8 Actinobacteria
MEBIiC12884 Halomonas titanicae 99.1 Proteobacteria
MEBIiC12885 Rhodococcus globerulus 97.0 Actinobacteria
MEBIiC12886 Rhodococcus erythropolis 93.6 Actinobacteria
MEBIiC12887 Rhodococcus erythropolis 97.6 Actinobacteria
MEBiC12888 Arthrobacter citreus 96.9 Actinobacteria
MEBIiC12889 Rhodococcus erythropolis 98.8 Actinobacteria
MEBiC12890 Halomonas_titanicae 98.9 Proteobacteria
MEBiC12891 Halomonas_titanicae 99.4 Proteobacteria
MEBIiC12892 Rhodococcus erythropolis 99.1 Actinobacteria
MEBiC12893 Rhodococcus _erythropolis 98.9 Actinobacteria
MEBiC12894 Rhodococcus _erythropolis 98.3 Actinobacteria
MEBIiC12895 Rhodococcus erythropolis 98.3 Actinobacteria
MEBiC12896 Halomonas olivaria 98.9 Proteobacteria
MEBiC12897 Ulvibacter litoralis 98.6 Bacteroidetes
MEBiC12898 Rhodococcus _erythropolis 98.9 Actinobacteria
MEBiC12899 Arthrobacter koreensis 97.5 Actinobacteria
MEBiC12900 Arthrobacter koreensis 97.8 Actinobacteria
MEBIiC12901 Psychrobacter okhotskensis 99.3 Proteobacteria
MEBIiC12902 Psychrobacter okhotskensis 99.1 Proteobacteria
MEBiC12903 Arthrobacter koreensis 97.9 Actinobacteria
MEBiC12904 Lactobacillus pantheris 99.0 Firmicutes
MEBIiC12905 Lactobacillus pantheris 99.0 Firmicutes
MEBiC12906 Arthrobacter koreensis 97.9 Actinobacteria
MEBiC12907 Arthrobacter koreensis 97.9 Actinobacteria
MEBiC12908 Arthrobacter koreensis 97.9 Actinobacteria
MEBIiC12909 Psychrobacter okhotskensis 99.2 Proteobacteria
MEBiC12910 Arthrobacter koreensis 95.7 Actinobacteria
MEBIiC12911 Salinicoccus halodurans 99.4 Firmicutes
MEBIiC12912 Salinicoccus halodurans 99.4 Firmicutes
MEBiC12913 Pseudomonas guineae 99.2 Proteobacteria
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MEBIiC12914 Rhodococcus erythropolis 97.1 Actinobacteria
MEBIiC12915 Psychrobacter okhotskensis 99.2 Proteobacteria
MEBiC12916 Arthrobacter koreensis 98.2 Actinobacteria
MEBIC12917 Arthrobacter koreensis 98.1 Actinobacteria
MEBIC12918 Arthrobacter koreensis 97.9 Actinobacteria
MEBiC12919 Arthrobacter koreensis 98.0 Actinobacteria
MEBiC12920 Arthrobacter citreus 98.7 Actinobacteria
MEBIiC12921 Psychrobacter okhotskensis 99.2 Proteobacteria
MEBIiC12922 Arthrobacter koreensis 98.3 Actinobacteria
MEBIiC12923 Arthrobacter koreensis 98.2 Actinobacteria
MEBiC12924 Micrococcus aloeverae 99.8 Actinobacteria
MEBiC12946 Arthrobacter citreus 96.5 Bacteroidetes
MEBiC12947 Microbacterium paraoxydans 99.4 Actinobacteria
MEBiC12948 Microbacterium_paraoxydans 99.4 Actinobacteria
MEBiC12949 Microbacterium_fluvii 98.0 Actinobacteria
MEBiC12950 Arthrobacter koreensis 98.0 Actinobacteria
MEBIiC12951 Arthrobacter koreensis 98.7 Firmicutes
MEBIiC12952 Marinomonas rhizomae 99.9 Firmicutes
MEBIiC12953 Marinomonas rhizomae 99.1 Firmicutes
MEBIiC12954 Arthrobacter citreus 99.9 Firmicutes
MEBIiC12955 Streptomyces griseus 99.9 Firmicutes
MEBIiC12956 Marinomonas rhizomae 98.8 Firmicutes
MEBIiC12957 Planococcus halocryophilus 99.6 Firmicutes
MEBIiC12958 Rhodococcus erythropolis 99.8 Firmicutes
MEBIiC12959 Micrococcus aloeverae 99.1 Firmicutes
MEBIiC12960 Micrococcus aloeverae 99.6 Firmicutes
MEBiC12961 Mycobacterium _iranicum 99.8 Firmicutes
MEBiC12962 Bacillus_pumilus 99.9 Firmicutes
MEBiC12963 Bacillus safensis 99.8 Firmicutes
MEBiC12964 Bacillus_pumilus 99.6 Firmicutes
MEBiC12965 Bacillus _methylotrophicus 93.2 Firmicutes
MEBiC12966 Bacillus methylotrophicus 100.0 Firmicutes
MEBIiC12967 Yangia pacifica 99.9 Firmicutes
MEBIiC12968 Bacillus pumilus 100.0 Firmicutes
MEBiC12969 Bacillus safensis 100.0 Firmicutes
MEBIiC12970 Paenibacillus glucanolyticus 99.4 Firmicutes
MEBIiC12971 Paenibacillus glucanolyticus 100.0 Firmicutes
MEBiC12972 Micrococcus luteus 95.7 Firmicutes
MEBIiC12973 Psychrobacter nivimaris 99.8 Firmicutes
MEBiC12974 Bacillus pumilus 100.0 Bacteroidetes
MEBIC12975 Streptomyces radiopugnans 99.9 Proteobacteria
MEBIiC12976 Marinobacter sediminum 100.0 Proteobacteria
MEBIiC12977 Kocuria rhizophila 99.8 Proteobacteria
MEBIiC12978 Kocuria palustris 100.0 Proteobacteria
MEBIiC12979 Staphylococcus hominis 59.1 Actinobacteria
MEBIiC12980 Exiguobacterium marinum 99.8 Firmicutes
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MEBIiC12981 Fictibacillus barbaricus 97.9 Firmicutes
MEBIiC12982 Cobetia amphilecti 99.6 Firmicutes
MEBIiC12983 Cobetia amphilecti 98.0 Bacteroidetes
MEBIiC12984 Paenibacillus glucanolyticus 98.0 Bacteroidetes
MEBIiC12985 Micrococcus aloeverae 99.9 Firmicutes
MEBiC12986 Micrococcus yunnanensis 97.9 Firmicutes
MEBiC12987 Owenweeksia_hongkongensis 98.6 Firmicutes
MEBIiC12988 Cobetia_amphilecti 98.8 Firmicutes
MEBIiC12989 Algoriphagus taeanensis 95.6 Firmicutes
MEBIiC12990 Flavobacterium_jumunjinense 95.3 Firmicutes
MEBIiC12991 Flavobacterium_jumunjinense 99.4 Firmicutes
MEBiC12992 Ruegeria_atlantica 99.4 Firmicutes
MEBIiC12993 Micrococcus yunnanensis 99.0 Proteobacteria
MEBiC129%4 Polaribacter glomeratus 98.1 Proteobacteria
MEBIiC12995 Paracoccus_fistulariae 98.9 Proteobacteria
MEBiC12996 Nocardioides _kribbensis 99.2 Proteobacteria
MEBIiC12997 Vibrio parahaemolyticus 100.0 Proteobacteria
MEBIiC12998 Rothia_endophytica 100.0 Proteobacteria
MEBiC12999 Pseudovibrio_ascidiaceicola 100.0 Proteobacteria
MEBIiC13000 Paracoccus fistulariae 99.4 Proteobacteria
MEBIiC13001 Bizionia paragorgiae 99.5 Proteobacteria
MEBiC13002 Nocardioides kribbensis 99.9 Actinobacteria
MEBIiC13003 Bacillus flexus 100.0 Actinobacteria
MEBIiC13004 Halobacillus trueperi 99.3 Proteobacteria
MEBIiC13005 Halomonas hydrothermalis 98.3 Proteobacteria
MEBIiC13006 Bacillus hwajinpoensis 98.3 Proteobacteria
MEBiC13007 Halomonas hydrothermalis 98.3 Proteobacteria
MEBiC13008 Halomonas janggokensis 97.9 Actinobacteria
MEBiC13009 Halobacillus trueperi 99.9 Actinobacteria
MEBIiC13010 Salinivibrio sharmensis 99.9 Actinobacteria
MEBiC13011 Bacillus _flexus 100.0 Actinobacteria
MEBIiC13012 Halobacillus trueperi 100.0 Actinobacteria
MEBIiC13013 Halobacillus trueperi 99.9 Actinobacteria
MEBIiC13014 Salinivibrio costicola 99.9 Actinobacteria
MEBIC13015 Bacillus hwajinpoensis 100.0 Actinobacteria
MEBIiC13016 Pontibacillus chungwhensis 100.0 Actinobacteria
MEBIiC13017 Bacillus hwajinpoensis 99.6 Actinobacteria
MEBiC13018 Halomonas ventosae 100.0 Actinobacteria
MEBIiC13019 Bacillus hwajinpoensis 100.0 Actinobacteria
MEBIiC13020 Pontibacillus marinus 98.8 Bacteroidetes
MEBIiC13021 Pontibacillus chungwhensis 99.6 Firmicutes
MEBIiC13022 Pontibacillus chungwhensis 99.7 Firmicutes
MEBIiC13023 Pontibacillus chungwhensis 99.9 Firmicutes
MEBiC13024 Halomonas cerina 99.9 Proteobacteria
MEBIiC13025 Halobacillus yeomjeoni 99.9 Proteobacteria
MEBIiC13026 Bacillus hwajinpoensis 99.9 Firmicutes
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MEBIiC13073 Sulfitobacter pseudonitzschiae 99.8 Proteobacteria
MEBIiC13074 Owenweeksia hongkongensis 100.0 Bacteroidetes
MEBIiC13075 Vibrio rhizosphaerae 98.2 Proteobacteria
MEBIiC13076 Planococcus rifietoensis 100.0 Firmicutes
MEBIiC13078 Micrococcus aloeverae 99.8 Actinobacteria
MEBIiC13079 Rhodococcus erythropolis 100.0 Actinobacteria
MEBIiC13080 Micrococcus aloeverae 99.8 Actinobacteria
MEBiC13081 Formosa_spongicola 99.2 Bacteroidetes
MEBIiC13082 Bacillus marisflavi 93.4 Firmicutes
MEBiC13083 Psychrobacter cibarius 100.0 Proteobacteria
MEBIiC13084 Nocardioides kribbensis 100.0 Actinobacteria
MEBIiC13085 Ornithinimicrobium kibberense 99.7 Actinobacteria
MEBiC13086 Bacillus tianshenii 99.7 Firmicutes
MEBiC13087 Janibacter melonis 99.2 Actinobacteria
MEBiC13088 Dietzia_maris 99.7 Actinobacteria
MEBIiC13089 Agrococcus jenensis 99.6 Actinobacteria
MEBiC13090 Psychrobacter nivimaris 100.0 Proteobacteria
MEBiC13091 Agrococcus _baldri 99.5 Actinobacteria
MEBiC13092 Roseovarius lutimaris 99.8 Proteobacteria
MEBIiC13093 Kytococcus sedentarius 99.5 Actinobacteria
MEBiC13094 Micrococcus aloeverae 100.0 Actinobacteria
MEBIiC13095 Arthrobacter soli 100.0 Actinobacteria
MEBIiC13096 Staphylococcus cohnii 99.9 Firmicutes
MEBIiC13097 Ruegeria atlantica 99.9 Proteobacteria
MEBIiC13098 Alteromonas gracilis 96.7 Proteobacteria
MEBiC13099 Kocuria_palustris 100.0 Actinobacteria
MEBiC13100 Cobetia_amphilecti 100.0 Proteobacteria
MEBiC13101 Kocuria_rhizophila 98.8 Actinobacteria
MEBIiC13102 Sulfitobacter dubius 99.5 Alphaproteobacteria
MEBIiC13103 Cobetia_amphilecti 100.0 Proteobacteria
MEBIiC13104 Corynebacterium doosanense 100.0 Actinobacteria
MEBIiC13105 Cobetia_amphilecti 100.0 Proteobacteria
MEBIiC13106 Micrococcus aloeverae 99.5 Actinobacteria
MEBIiC13107 Bacillus safensis 100.0 Firmicutes
MEBIiC13108 Staphylococcus warneri 99.4 Firmicutes
MEBiC13109 Bacillus oceanisediminis 95.4 Firmicutes
MEBiC13110 Micrococcus _aloeverae 99.8 Actinobacteria
MEBIC13111 Pantoea eucalypti 99.0 Proteobacteria
MEBIC13112 Cobetia_amphilecti 100.0 Proteobacteria

Strain Best-matched neighbor Similarity (%) Division
MEBIiC13027 Bacillus flexus 98.6 Bacteroidetes
MEBIiC13028 Fictibacillus phosphorivorans 99.4 Firmicutes
MEBIiC13029 Idiomarina seosinensis 98.9 Firmicutes
MEBiC13030 Halobacillus trueperi 99.8 Firmicutes
MEBiC13031 Bacillus hwajinpoensis 99.4 Firmicutes
MEBiC13032 Pontibacillus chungwhensis 99.8 Firmicutes
MEBiC13033 Bacillus _aerophilus 99.8 Firmicutes
MEBIiC13034 Bacillus korlensis 99.9 Firmicutes
MEBIiC13035 Bacillus hwajinpoensis 99.1 Firmicutes
MEBIiC13036 Pontibacillus chungwhensis 99.8 Firmicutes
MEBIiC13037 Bacillus hwajinpoensis 99.9 Firmicutes
MEBIiC13038 Pontibacillus chungwhensis 99.8 Firmicutes
MEBIiC13039 Bacillus hwajinpoensis 98.1 Firmicutes
MEBiC13040 Bacillus hwajinpoensis 99.3 Proteobacteria
MEBIiC13041 Halobacillus trueperi 100.0 Proteobacteria
MEBiC13042 Halobacillus yeomjeoni 100.0 Actinobacteria
MEBIiC13043 Halomonas arcis 99.7 Actinobacteria
MEBIiC13044 Salinivibrio costicola 99.9 Proteobacteria
MEBIiC13045 Halomonas taeanensis 98.2 Proteobacteria
MEBIiC13046 Pontibacillus chungwhensis 98.2 Proteobacteria
MEBIiC13047 Demequina lutea 97.7 Proteobacteria
MEBiC13048 Pontibacillus chungwhensis 97.9 Proteobacteria
MEBIC13049 Salinivibrio costicola 89.6 Proteobacteria
MEBIiC13050 Idiomarina piscisalsi 99.6 Firmicutes
MEBiC13051 Salinivibrio costicola 99.5 Actinobacteria
MEBIiC13052 Streptomyces radiopugnans 99.1 Actinobacteria
MEBIiC13053 Pontibacillus chungwhensis 99.6 Proteobacteria
MEBIiC13054 Pontibacillus chungwhensis 98.6 Proteobacteria
MEBiC13055 Corynebacterium xerosis 100.0 Actinobacteria
MEBIiC13056 Tenacibaculum lutimaris 100.0 Bacteroidetes
MEBiC13057 Bacillus _aerophilus 99.9 Firmicutes
MEBIC13058 Vibrio crassostreae 100.0 Proteobacteria
MEBIiC13059 Paramoritella alkaliphila 99.6 Proteobacteria
MEBiC13060 Lacinutrix venerupis 98.6 Bacteroidetes
MEBIC13061 Tenacibaculum mesophilum 99.8 Bacteroidetes
MEBiC13062 Kordiimonas lacus 100.0 Proteobacteria
MEBIiC13063 Kangiella spongicola 99.5 Bacteroidetes
MEBIiC13064 Bacillus licheniformis 100.0 Firmicutes
MEBiC13065 Bacillus clausii 93.7 Firmicutes
MEBIiC13066 Nocardioides alpinus 98.4 Actinobacteria
MEBIC13067 Sphingomonas desiccabilis 98.6 Proteobacteria
MEBiC13068 Yeosuana aromativorans 100.0 Bacteroidetes
MEBIiC13069 Tenacibaculum crassostreae 100.0 Bacteroidetes
MEBiC13070 Tenacibaculum_litoreum 99.7 Bacteroidetes
MEBiC13071 Ahrensia_kielensis 99.7 Proteobacteria
MEBIiC13072 Pseudoalteromonas tetraodonis 99.4 Proteobacteria
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MEBIC6642 Sphingobium  olei Eol=4 2012-03-05
MEBIC6643 Corynebacterium variabilis ol =g 2012-03-05
MEBIC6644 Yarrowia lipolytia Eol=4 2012-03-05
MEBIC6813 Acinetobater sp.USI @oll =g 2012-03-05
MEBIC6814 Micrococcus luteus @oll =g 2012-03-05
MEBIC6812 Bacillus pumilus ol =g 2012-03-05
MEBIC6815 Exiguobacterium acetylicum Eol== 2012-03-05
MEBIC01499 Marinoscillum  pacifium 755t 2012-03-17
MEBIC6642 Sphingobium  olei RIS 2012-04-13
MEBIC6643 Corynebacterium variabilis @oll =g 2012-04-13
MEBIC6644 Yarrowia lipolytia ERIER 2012-04-13
MEBIC6813 Micrococcus luteus o= 2012-04-13
MEBIC6814 Bacillus pumilus Fol==Z 2012-04-13
MEBIC6812 Acinetohacter SP. Fol=2 2012-04-13
MEBIC6815 Exiguobacterium_acetylicum Fol=2 2012-04-13
MEBIC00603 M.parificus Zdga 2012-05-06
MEBIC08161 Corynebacterium sp. IC10 EulAo1 A 2012-05-23
MEBIC08158 Alcanivorax sp. MEBiC08158 KIOST &3l &4 2012-05-30
MEBiC06645 Novosphingobium pehtaromativorans KIOST 34 2012-05-30
MEBIC6405 Percicivirga ulvanivorans REkh e rdhne 2012-06-11
MEBIC6420 Sedirrihibacter furfurosus REkh e rdhne 2012-06-11
MEBIC6592 kokinobacter genikus ek eaardhne 2012-06-11
MEBIC6630 Aquirrarira_interinedia ek heaardhne 2012-06-11
MEBIC1083 Dokdonia_donghaensis ek ek ne 2012-06-11
MEBIC1839 Dokdonia_donghaensis ek ek ne 2012-06-11
MEBIC1917 Filogellimoros eckkoniae ek ek ne 2012-06-11
MEBIC5583 Sandarakinotalea sediminis ek e rdhne 2012-06-11
MEBIC6269 maribacter orientalis ek s 2012-07-02
MEBIC2538 Bacillus safensis Ayl ed 2012-07-02
MEBIC2391 Persicivirga ulvarilvoraris gAY 2012-07-02
MEBIC2687 Polaribacter_butkevichil Ao Al 2012-07-02
MEBiC01935 Croceitalea eckloniae Yenepoya University 2012-08-01
MEBiC01933 Croceitalea dokdonensis Yenepoya University 2012-08-01
MEBiC08158 | Alcanivorax sp. MEBiCOSISS Dev?ﬁ)f;enf‘ . 2012-08-27
MEBIiC00075 Roseobacter  denitrificans B3 b8 &= 2012-10-30
MEBIiC06901 Roseobacter denitrificans B3| F 48 &Y 2012-10-30
MEBIC03016 Roseobacter denitrificans B3l k48 &= 2012-10-30
MEBIiC0562 Roseobacter denitrificans B3l k48 &Y 2012-10-30
MEBIC03008 Roseobacter denitrificans B3l F 948t &=l 2012-10-30
MEBIiC06466 Roseobacter denitrificans B3l F 948t &Y 2012-10-30
MEBiC06398  |Roseobacter denitrificans =g e 2012-10-30
MEBIC01582 Roseobacter denitrificans B3l F 48t &= 2012-10-30
MEBiC03495  |Roseobacter denitrificans s gsri &Y 2012-10-30
MEBiIC00500  |Roseobacter denitrificans sl AT sd 2012-10-30
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MEBiC00467  |Roseobacter gallaeciensis sl A riEd 2012-10-30
MEBiC07245  |Roseobacter gallaeciensis sl A riEd 2012-10-30
MEBiC05945  |Roseobacter gallaeciensis sl A riEd 2012-10-30
MEBiC05133  |Roseobacter gallaeciensis sl gFHsried 2012-10-30
MEBiC05136  |Roseobacter gallaeciensis sl A riEed 2012-10-30
MEBiC05052  |Roseobacter gallaeciensis sl FHRriEd 2012-10-30
MEBIC06917  |Roseobacter litoralis s FHRriEd 2012-10-30
MEBiC05031  |Roseobacter prionitis s gFHEriEd 2012-10-30
MEBiC05055  |Roseobacter prionitis sl FHEriEd 2012-10-30
MEBiC05048  |Roseobacter prionitis s FHsriEsd 2012-10-30
MEBiC06398  |Roseobacter denitrificans S FHsrisd 2012-10-30
MEBIC06917  |Roseobacter litoralis sl FHsrisd 2012-10-30
MEBiC05031  |Roseobacter prionitis S FHsrisd 2012-10-30
MEBiC05055  |Roseobacter prionitis g3 A8l 2012-10-30
MEBiC05048  |Roseobacter prionitis g3 g7l 2012-10-30
MEBIiC06398  |Roseobacter denitrificans e e n! 2012-10-30
MEBiC00075 Roseobacter denitrificans Sl e s 2012-11-07
MEBiC06901 Roseobacter denitrificans o Fshr) &Y 2012-11-07
MEBiC03016  |Roseobacter denitrificans = FAshr) &Y 2012-11-07
MEBiC00562 Roseobacter denitrificans o a FAshr) &Y 2012-11-07
MEBiC03008 Roseobacter denitrificans Faa| FAsr) & 2012-11-07
MEBiC06466  |Roseobacter denitrificans s FAshr) & 2012-11-07
MEBiC06398 Roseobacter denitrificans s FAshr) & 2012-11-07
MEBiC01582 Roseobacter denitrificans o a| FAshr) & 2012-11-07
MEBiC03495  |Roseobacter denitrificans sl gFHriEd 2012-11-07
MEBiIC00500  |Roseobacter denitrificans sl g riEsd 2012-11-07
MEBiC00467  |Roseabater gallaeciensis sl A riEd 2012-11-07
MEBiC07245  |Roseabater gallaeciensis sl g riEd 2012-11-07
MEBiC05945  |Roseabater gallaeciensis St FHEriEd 2012-11-07
MEBiC05133  |Roseabater gallaeciensis sl AR riEd 2012-11-07
MEBiC05136  |Roseabater gallaeciensis sl FHEriEd 2012-11-07
MEBiC05052  |Roseabater gallaeciensis sl FHEriEd 2012-11-07
MEBIC06917  |Roseobacter litoralis s gFHErisd 2012-11-07
MEBiC05031  |Roseobacer prionitis sl FHErisd 2012-11-07
MEBiC05055  |Roseobacer prionitis St FHsrisd 2012-11-07
MEBiC05048  |Roseobacer prionitis sl FHsrisd 2012-11-07
MEBiC06398  |Roseabacter denitrificans sl FHsrisd 2012-11-07
MEBIC06917  |Roseobacter litoralis s gAY 2012-11-07
MEBiC05031  |Roseobacter prionitis St A8 2012-11-07
MEBiC05055  |Roseobacter prionitis St A7l 2012-11-07
MEBIC05048  |Roseobacter prionitis Sl ¥ s 2012-11-07
MEBIC 06638  |Saccharophagusdegradans Sl $er s 2012-11-20
MEBIC 06881 |Isoptericola halotolerans o g &Y 2012-11-20
MEBIC 06997  |Paenibacillus amylolyticus Faa g &Y 2012-11-20
MEBIC 07046 |Tenacibaculum litoreum st FHslried 2012-11-20
MEBIC 07051  |Bacillus altitudinis e Ftsr] s 2012-11-20
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MEBIC 08029 |Pseudomonasalcaligenes 3 F A8 £ 2012-11-20
MEBIC 08033 |Vibrioazureus sl A riEd 2012-11-20
MEBIC 08052  |Vibriorhizosphaerae s s £ 2012-11-20
MEBIC 08171 |Bacillusstratosphericus sl A riEd 2012-11-20
MEBIC 08188  |Bacillussafensis FaFARsr e 2012-11-20
MEBIC 08298 | Microbulbiferokinawensis = FAstrl & °4 2012-11-20
MEBIC 08282 | Planococcusrifietoensis sl R riEsd 2012-11-20
MEBIC 08206 |Bacillussafensis s FHsriEd 2012-11-20
MEBIC 08202  |Bacillussafensis S F A8 £ 2012-11-20
MEBIC 08210 |Bacillussafensis ek R 2012-11-20
MEBIC 08220 |Bacillussafensis S af FEr =% 2012-11-20
MEBIC 08259  |Vibrio rhizosphaerae sl A risd 2012-11-20
MEBIC 08258  |Hahellachejuensis s gAY 2012-11-20
MEBIC 08313 |Bacillus aquimaris 3] gAY 2012-11-20
MEBIC 08324  |Actibacter sediminis =3 FHs s 2012-11-20
MEBIC 08323  |Hahellachejuensis St FHs s 2012-11-20
MEBIC 08318 |Lewinella marina ek P! 2012-11-20
MEBIC 08433  |Bacillus jeotgali o gy &Y 2012-11-20
MEBIC 08429  |Bacillus selenatarsenatis ek P! 2012-11-20
MEBIC 08466  |Arthrobacter nicotianae ek P! 2012-11-20
MEBIC 08468  |Bacillus hwajinpoensis Faa g &Y 2012-11-20
MEBIC 08481  |Bacillus aquimaris o g &Y 2012-11-20

MEBiC00044  |Leisingera aquimarina 735 Futol e 2013-01-10
MEBiC00304  |Labrenzia aggregata AR Futol AT 2013-01-10
MEBiC00333 Labrenzia aggregata 7B oFnufol oA 7Y 2013-01-10
MEBIiC00429 Labrenzia alba 7B oufol A7 2013-01-10
MEBIC00450  |Marinosulfonomonas methylotropha AE ol AT 2013-01-10
MEBiC00476 Labrenzia alba 748 oFufol oA 2013-01-10
MEBIiC00477 Marinosulfonomonas methylotropha AEI ol AT 2013-01-10
MEBIiC00479 Marinosulfonomonas methylotropha AESFurol AT 2013-01-10
MEBiC00570 Labrenzia alba 4B oFnfol oA 7 2013-01-10
MEBiC00581 Labrenzia alba 4B oFufol A7 2013-01-10
MEBiC00585 Labrenzia alba 745 Fufol oA 7 2013-01-10
MEBiC00588 Labrenzia alba 7 &8 ol oA 2013-01-10
MEBIiC01042 Leisingera aquimarina AE Frtol oA 2013-01-10
MEBIC01090 |Leisingera aquimarina AEs Frtol oA 2013-01-10
MEBIC01548  |Labrenzia alba AEs Frtol oA 2013-01-10
MEBIC01551  |Labrenzia alba AEs Frtol AT 2013-01-10
MEBIC01756  |Leisingera aquimarina AEs| ol AT 2013-01-10
MEBIC01760  |Leisingera aquimarina AEs| Frtol oA 2013-01-10
MEBiC02344  |Loktanella salsilacus A& dutol AT 2013-01-10
MEBiC02403 Loktanella salsilacus A5 el oAt 2013-01-10
MEBiC03010 Labrenzia aggregata A5 Frtol AT 2013-01-10
MEBIC03018  |Labrenzia aggregata A58 ol AT 2013-01-10
MEBiC03312 Loktanella rosea A5 Futel AT 2013-01-10
MEBiC03345  |Loktanella rosea AR Futol AT 2013-01-10
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MEBiC03361 |Loktanella rosea 753 gutol e AT 2013-01-10
MEBiC03362 Loktanella rosea 748 ofufol A7 2013-01-10
MEBiC03365 Loktanella rosea 748 oFnfol A7 2013-01-10
MEBiC05006 Labrenzia aggregata AEFurol AT 2013-01-10
MEBiC05053 Ruegeria scottomollicae 7B oFnfol oA 2013-01-10
MEBiC05059 Labrenzia alba 748 oFnfol oA 7 2013-01-10
MEBIiC05179 Labrenzia aggregata AEs ol AT 2013-01-10
MEBiC05865 Maritimibacter alkaliphilus 748 oFufol oA 7 2013-01-10
MEBiC06024 Ketogulonicigenium vulgare AEFurol AT 2013-01-10
MEBiC06074 Labrenzia alba 7 &8 ol oA 2013-01-10
MEBIC06083  |Labrenzia_alba R Frtol e AT+ 2013-01-10
MEBiC06087 |Labrenzia_alba &3 Frtol oA ?- °4 2013-01-10
MEBIC06088  |Labrenzia_alba 73 &l Futol & A 2013-01-10
MEBIiC06145  |Maritimibacter alkaliphilus AEs kol e AT+ 2013-01-10
MEBIiC06237  |Maritimibacter alkaliphilus AEs Frto| AT 2013-01-10
MEBiC06411  |Loktanella rosea R Frtol e AT 2013-01-10
MEBIC06512  |Oceanibulbus indolifex AEs Frtol AT 2013-01-10
MEBIC06689  |Labrenzia aggregata AEs Frtol AT 2013-01-10
MEBiC06733  |Labrenzia alba 73% Futole AT 2013-01-10
MEBiC06903 Jannaschia_seohaensis Sl gutel AT 2013-01-10
MEBiC06914  |Loktanella vestfoldensis 3 guto]l e AT 2013-01-10
MEBiC06918 Loktanella rosea HalguteledTd 2013-01-10
MEBiC06920  |Jannaschia seohaensis 3 gutel e AT 2013-01-10
MEBiC06925  |Oceanicola pacificus 73 '5:‘ 3 Futol AT 2013-01-10
MEBIiC06947 Marivita litorea 7 Bal oFnlo]l AT+ 2013-01-10
MEBiC06959 Nautella italica AEs ol AT 2013-01-10
MEBiC07012 | Loktanella_tamlensis 73 Eof gutol e Tl 2013-01-10
MEBiC07031 Jannaschia seohaensis 7 B8] ol oA 2013-01-10
MEBIiC07082 Labrenzia aggregata AEFurol AT 2013-01-10
MEBiC07222 Jannaschia seosinensis 7B oFufol oA 2013-01-10
MEBiC07515 Oceanicola nanhaiensis 748 oFnfol oA 7 2013-01-10
MEBIiC07523 Labrenzia aggregata AE ol AT 2013-01-10
MEBiC07560 Labrenzia marina 745 oFufol oA 7 2013-01-10
MEBiC07561 Loktanella agnita 7 &8 ol oA 2013-01-10
MEBIC07564  |Maribacter forsetii AES| gl e AT 2013-01-10
MEBIC07571 Oceanicola nitratireducens AE Frtel oA 2013-01-10
MEBiC07771  |Leisingera aquimarina AEs ol edTd 2013-01-10
MEBIC07872 | Mameliella_alba 7R3 Frtol e AT+ 2013-01-10
MEBiC08117  |Labrenzia_alba R Frtol e AT 2013-01-10
MEBIC08120  |Maribius salinus AEs el e AT 2013-01-10
MEBIC08126  |Marivita byusanensis AEs ol AT 2013-01-10
MEBIC08129  |Oceanicola pacificus AEs Frtol AT 2013-01-10
MEBiC08241 Loktanella tamlensis AEs ol AT+ 2013-01-10
MEBIiC08249  |Labrenzia_marina 758 gutol e AT 2013-01-10
MEBiC08273  |Labrenzia aggregata A3 Futol AT 2013-01-10
MEBiC08308 |Loktanella salsilacus BEIN gl ed T 2013-01-10
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MEBIC06641 Psychroserpens mesophilus Q13 8t 2013-01-29
MEBIC06638  |Saccharophagusdegradans sl A riEd 2013-01-20
MEBIC07943  |Roseobater denifirifians s s £ 2013-02-27
MEBIC05808  |Bacillus subtilis sl A riEd 2013-03-10
MEBIC07271  |Bacillus subtilis FaFARsr e 2013-03-10
MEBIC05660  |Staphylococcus cohnii = FAstrl & °4 2013-04-29
MEBIC06031  |staphylococcus arlettae sl R riEsd 2013-04-29
MEBIC06581 | Pseudomonas aeruginosa s FHsriEd 2013-04-29
MEBIC05414  |Pseudomonas aeruginosa S F A8 £ 2013-04-29
MEBIC07940  |Janibacter sp. HTCC2649 sl R riEsd 2013-05-13
MEBIC07790  |Spongiimonas sp. MEBIC07790 S F A8 £ 2013-05-14
MEBIC08642  |Demequina globuliformis e Ed T 2013-05-20
MEBIC06881  |Isoptericola halotolerans e Ed T 2013-05-20
MEBIC08764  |Streptomyces coelicoflavus e Ed T 2013-05-20
MEBIC08766  |Streptomyces malachitofuscus =37 Ed T 2013-05-20
MEBIC08804  |Streptomyces viridodiastaticus e Ed T 2013-05-20
MEBIC08324  |Actibacter sediminis sy AT 2013-05-20
MEBIC08627  |Cellulophaga geojensis =T Ed T 2013-05-20
MEBIC08653  |Cellulophaga geojensis = Ed T 2013-05-20
MEBIC08628  |Cellulophaga lyrica =T Ed T 2013-05-20
MEBIC08318 Lewinella marina s AT 2013-05-20
MEBIC07046 Tenacibaculum litoreum sy AT 2013-05-20
MEBIC07051 Bacillus altitudinis s AT 2013-05-20
MEBICO08313  |Bacillus aquimaris oA AT 2013-05-20
MEBIC08468  |Bacillus hwajinpoensis e Ed T 2013-05-20
MEBIC08433  |Bacillus jeotgali e Ed T 2013-05-20
MEBIC06985  |Bacillus safensis e Ed T 2013-05-20
MEBIC06998  |Bacillus safensis ek sitae:! 2013-05-20
MEBIC08188  |Bacillus safensis e Ed T 2013-05-20
MEBIC08202  |Bacillus safensis e Ed T 2013-05-20
MEBIC08206  |Bacillus safensis e Ed T 2013-05-20
MEBIC08210  |Bacillus safensis e Ed T 2013-05-20
MEBIC08220  |Bacillus safensis e Ed T 2013-05-20
MEBIC08429  |Bacillus selenatarsenatis e EdTd 2013-05-20
MEBIC08171  |Bacillus stratosphericus e Ed T 2013-05-20
MEBIC06997  |Paenibcillus amylalyticus e Ed T 2013-05-20
MEBIC08282  |Planococeus rifietoensis = Ed T 2013-05-20
MEBIC08258  |Hahella chejuensis e Ed T 2013-05-20
MEBIC08323  |Hahella chejuensis e Ed T 2013-05-20
MEBIC08298 | Microbulbifer okinawensis ST Ed T 2013-05-20
MEBIC08029  |Pseudomonas alcaligenes =T Ed T 2013-05-20
MEBIC06638  |Saccharophagus degradans =T Ed T 2013-05-20
MEBIC08033 Vibrio azureus sy AT 2013-05-20
MEBIC08259 Vibrio rhizosphaerae =T Ed T 2013-05-20
MEBIC08052 Vibrio rhizosphaerae = Ed T 2013-05-20
MEBIC00311 Bacillus pumilus A EdTd 2013-10-18
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MEBIC00318 Mycobacterium flavescens e Ed T 2013-10-18
MEBIC03392 Rhodococcus corynebacterioides o3} sl | Ed Y 2013-10-18
MEBIC03594 Sphingobium chungbukense e Ed T 2013-10-18
MEBIC00401 Bacillus aquimaris e Ed T 2013-10-18
MEBIC00418 Microbacterium esteraromaticum AT ed 7Y 2013-10-18
MEBIC06319 Halomonas salina AT Ed 7Y 2013-10-18
MEBIC06645 Novosphingobium pentaromativorans e Ed T 2013-10-18
MEBIC06814 Bacillus pumilus e Ed T 2013-10-18
MEBIC01988 | derococcus viridans e I R R P e 2013-10-31
MEBIC05310 | Bacillus _clausii e I R R P e 2013-10-31
MEBIC07297 | Bacillusclausii ke I R R 2013-10-31
MEBiC05413  |Pseudomonas aeruginosa sl FHsrisd 2013-10-31
MEBiC09487  |Enterococcus faecalis S FHsrisd 2013-10-31
MEBiC02171  |Enterococcus faecalis g3 A8l 2013-10-31
MEBIC05505  |Enterococcus faecalis g3 g7l 2013-10-31
MEBIC05504  |Enterococcus faecalis e e n! 2013-10-31
MEBIC05503 Enterococcus thailandicus Sl e s 2013-10-31
MEBIC10216 Caldalkalibacillus uzonensis o Fshr) &Y 2013-10-31
MEBIC00311  |Bacillus pumilus = Ed T 2013-12-09
MEBIC00318 Mycobacterium flavescens oA Ed T 2013-12-09
MEBIC03392  |Rhodococcus corynebacterioides FaHErEdTd 2013-12-09
MEBIC03594  |Sphingobium chungbukense oA EdTd 2013-12-09
MEBIC00401 Bacillus aquimaris s AT 2013-12-09
MEBIC00418  |Microbacterium esteraromaticum oA Ed T 2013-12-09
MEBIC06319 Halomonas salina o3} sl | A T 2013-12-09
MEBIC06645 Novosphingobium pentaromativorans e Ed T 2013-12-09
MEBIC06814  |Bacillus pumilus ek sit:! 2013-12-09
MEBIC09698 Idiomarinasediminum A ed 7Y 2013-12-09
MEBIC09699 Pseudomonastaiwanensis A ed 7Y 2013-12-09
MEBIC09701 Oceanimonassmirnovii A Ed 7Y 2013-12-09
MEBIC09702 Microbacteriumesteraromaticum AT ed T 2013-12-09
MEBIC09703 Caenispirillumsalinarum ek sitn:! 2013-12-09
MEBIC09704 Pseudomonasbalearica AT Ed T 2013-12-09
MEBIC09705 Nitratireductoraquimarinus e Ed T 2013-12-09
MEBIC09706 Idiomarinaaquimaris S| Ed T 2013-12-09
MEBIC09707  |Solibacillussilvestris ek site! 2013-12-09
MEBIC09708  |Rhodococcusruber ek site! 2013-12-09
MEBIC09717  |Lysinibacillussphaericus ke sitn! 2013-12-09
MEBIC09726  |Marinobacterhydrocarbonoclasticus Era Ak nitan! 2013-12-09
MEBiC00311 Bacillus pumilus GIMB 2014-01-23
MEBiC00318 Mycobacterium flavescens GIMB 2014-01-23
MEBIiC00401 Bacillus aquimaris GIMB 2014-01-23
MEBiC00418 Microbacterium esteraromaticum GIMB 2014-01-23
MEBIiC03392 Rhodococcus corynebacterioides GIMB 2014-01-23
MEBIC05461 Amphritea_balenae GIMB 2014-01-23
MEBIiC05922 Pseudoalteromonas haloplanktis GIMB 2014-01-23
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MEBIiC06243 Neptunomonas japonica GIMB 2014-01-23
MEBiC06645 Novosphingobium pentaromativorans GIMB 2014-01-23
MEBIiC06814 Bacillus pumilus GIMB 2014-01-23
MEBiC06985 Bacillus pumilus GIMB 2014-01-23
MEBiC06998 Bacillus pumilus GIMB 2014-01-23
MEBIiC07051 Bacillus _altitudinis GIMB 2014-01-23
MEBiC08171 Bacillusstratosphericus GIMB 2014-01-23
MEBiC08188 Bacillus safensis GIMB 2014-01-23
MEBIiC08202 Bacillus safensis GIMB 2014-01-23
MEBiC08206 Bacillus safensis GIMB 2014-01-23
MEBiC08210 Bacillus safensis GIMB 2014-01-23
MEBiC08220 Bacillus safensis GIMB 2014-01-23
MEBiC08282 Planococcusrifietoensis GIMB 2014-01-23
MEBiC08313 Bacillus aquimaris GIMB 2014-01-23
MEBiC08318 Lewinellamarina GIMB 2014-01-23
MEBiC08429 Bacillus selenatarsenatis GIMB 2014-01-23
MEBiC08433 Bacillusjeotgali GIMB 2014-01-23
MEBiC08468 Bacillus hwajinpoensis GIMB 2014-01-23
MEBiC08749 Gilvibactersediminis GIMB 2014-01-23
MEBIiC08764 Psychrobacter  proteolyticus GIMB 2014-01-23
MEBIC08777 Pseudoalteromonasespejiana GIMB 2014-01-23
MEBIiC09354 Marinobacterium coralli GIMB 2014-01-23
MEBiC09355 Shewanella colwelliana GIMB 2014-01-23
MEBiC09356 Pseudoalteromonas atlantica GIMB 2014-01-23
MEBiC09359 Vibrio pacinii GIMB 2014-01-23
MEBiC09360 Idiomarina abyssalis GIMB 2014-01-23
MEBiC09361 Vibrio pomeroyi GIMB 2014-01-23
MEBiC09362 Halomonas denitrificans GIMB 2014-01-23
MEBiC09363 Marinobacter salsuginis GIMB 2014-01-23
MEBiC09364 Marinobacter adhaerens GIMB 2014-01-23
MEBiC09365 Microbulbifer maritimus GIMB 2014-01-23
MEBiC09367 Shewanella aquimarina GIMB 2014-01-23
MEBiC09368 Vibrio owensii GIMB 2014-01-23
MEBiC09369 Vibrio diazotrophicus GIMB 2014-01-23
MEBiC09370 Amphritea_atlantica GIMB 2014-01-23
MEBiC09371 Muricauda beolgyonensis GIMB 2014-01-23
MEBiC09373 Halomonas neptunia GIMB 2014-01-23
MEBiC09374 Tamlana crocina GIMB 2014-01-23
MEBiC09375 Bacillus drentensis GIMB 2014-01-23
MEBIiC09376 Olleya marilimosa GIMB 2014-01-23
MEBiC09377 Pseudoalteromonas_lipolytica GIMB 2014-01-23
MEBiC09379 Phaeobacter caeruleus GIMB 2014-01-23
MEBiC09380 Shewanella marisflavi GIMB 2014-01-23
MEBIiC09381 Halomonasgomseomensis GIMB 2014-01-23
MEBiC09382 Pseudoalteromonas undina GIMB 2014-01-23
MEBIiC09389 Sulfitobacter mediterraneus GIMB 2014-01-23
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MEBiC09390 Roseobacter denitrificans GIMB 2014-01-23
MEBiC09392 Vibrio rumoiensis GIMB 2014-01-23
MEBIiC09393 Pseudoalteromonas arctica GIMB 2014-01-23
MEBiC09394 Pseudoalteromonas mariniglutinosa GIMB 2014-01-23
MEBiC09395 Marinomonas ushuaiensis GIMB 2014-01-23
MEBiC09397 Marinobacter hydrocarbonoclasticus GIMB 2014-01-23
MEBiC09398 Croceicoccusmarinus GIMB 2014-01-23
MEBiC09399 Halomonasboliviensis GIMB 2014-01-23
MEBiC09400 Oceanicolananhaiensis GIMB 2014-01-23
MEBiC09401 Muricaudalutimaris GIMB 2014-01-23
MEBiC09402 Maritimibacteralkaliphilus GIMB 2014-01-23
MEBiC09405 Marinobacterflavimaris GIMB 2014-01-23
MEBiC09406 Nocardioides salarius GIMB 2014-01-23
MEBiC09413 Arenibacterechinorum GIMB 2014-01-23
MEBiC09414 Haliea mediterranea GIMB 2014-01-23
MEBiC09415 Sulfitobacterdubius GIMB 2014-01-23
MEBiC09418 Marinobacter lipolyticus GIMB 2014-01-23
MEBiC09420 Marinobactersediminum GIMB 2014-01-23
MEBiC09421 Idiomarinaaquimaris GIMB 2014-01-23
MEBIiC09422 Marinobacteralgicola GIMB 2014-01-23
MEBIiC09423 Roseovarius crassostreae GIMB 2014-01-23
MEBIiC09424 Stappiaindica GIMB 2014-01-23
MEBIiC09425 Sulfitobacterbrevis GIMB 2014-01-23
MEBIiC09427 Alteromonasaddita GIMB 2014-01-23
MEBiC09562 Pelagibius litoralis GIMB 2014-01-23
MEBiC09566 Kiloniella laminariae GIMB 2014-01-23
MEBiC09582 Shewanellacolwelliana GIMB 2014-01-23
MEBiC09583 Vibrioneocaledonicus GIMB 2014-01-23
MEBiC09587 Marinobacterium maritimum GIMB 2014-01-23
MEBiC09588 Pseudoalteromonas undina GIMB 2014-01-23
MEBiC09589 Kangiella koreensis GIMB 2014-01-23
MEBiC09590 Vibrio kanaloae GIMB 2014-01-23
MEBiC09591 Vibrio artabrorum GIMB 2014-01-23
MEBiC09592 Marinobacter adhaerens GIMB 2014-01-23
MEBiC09593 Alteromonas genovensis GIMB 2014-01-23
MEBiC09594 Saccharospirillum impatiens GIMB 2014-01-23
MEBiC09595 Albirhodobacter marinus GIMB 2014-01-23
MEBiC09596 Microbulbifer taiwanensis GIMB 2014-01-23
MEBiC09598 Marinobacterium nitratireducens GIMB 2014-01-23
MEBiC09599 Vibrio neocaledonicus GIMB 2014-01-23
MEBiC09600 Marinobacter adhaerens GIMB 2014-01-23
MEBiC09602 Vibrio neocaledonicus GIMB 2014-01-23
MEBiC09605 Muricauda olearia GIMB 2014-01-23
MEBIiC09606 Haliea mediterranea GIMB 2014-01-23
MEBIiC09607 Marinobacter adhaerens GIMB 2014-01-23
MEBIiC09608 Tenacibaculumlitoreum GIMB 2014-01-23
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MEBiC09609 Marinobacter pelagius GIMB 2014-01-23
MEBiC09610 Marinobacterflavimaris GIMB 2014-01-23
MEBiC09611 Halomonasventosae GIMB 2014-01-23
MEBiC09612 Spongiibacterborealis GIMB 2014-01-23
MEBiC09615 Glaciecolamesophila GIMB 2014-01-23
MEBiC09617 Marinobacterlipolyticus GIMB 2014-01-23
MEBiC09618 Marinobacter sediminum GIMB 2014-01-23
MEBiC09620 Altererythrobacter aestuarii GIMB 2014-01-23
MEBiC09621 Marinobacterlitoralis GIMB 2014-01-23
MEBiC09622 Algoriphagushalophilus GIMB 2014-01-23
MEBiC09625 Seohaeicolasaemankumensis GIMB 2014-01-23
MEBIiC09626 Kangiellakoreensis GIMB 2014-01-23
MEBIC 02094 |Pseudoalteromonas arctica Al gt 2014-03-27
MEBIC 02618 |Pseudoalteromonas arctica Al g st 2014-03-27
MEBIC 01205  |Pseudoalteromonas citrea Al g st 2014-03-27
MEBIC 02615 |Pseudoalteromonas citrea Al g st 2014-03-27
MEBIC 03261 |Pseudoalteromonas haloplanktis Al g stn 2014-03-27
MEBIC 03276 |Pseudoalteromonas marina Algd st 2014-03-27
MEBIC 03269  |Pseudoalteromonas piscicida Al g st 2014-03-27
MEBIC 03509  |Pseudoalteromonas spongiae At 2014-03-27
MEBIC05585 Nonlabens sediminis GIMB 2014-04-10
MEBIiC05914 Mycobacterium gilvum GIMB 2014-04-10
MEBIC05951 Pseudoalteromonas_tetraodonis GIMB 2014-04-10
MEBIC05957 Bacillus licheniformis GIMB 2014-04-10
MEBiC05959 Pseudoalteromonas nigrifaciens GIMB 2014-04-10
MEBiC05961 Pseudoalteromonasissachenkonii GIMB 2014-04-10
MEBiC05974 Bacillus aryabhattai GIMB 2014-04-10
MEBIiC05975 Bacillusaryabhattai GIMB 2014-04-10
MEBiC05977 Bacillus aryabhattai GIMB 2014-04-10
MEBIiC05983 Bacillus aryabhattai GIMB 2014-04-10
MEBIiC05985 Pseudoalteromonas nigrifaciens GIMB 2014-04-10
MEBIiC05986 Pseudoalteromonasissachenkonii GIMB 2014-04-10
MEBiC05987 Pseudoalteromonas tetraodonis GIMB 2014-04-10
MEBIiC05989 Pseudoalteromonas tetraodonis GIMB 2014-04-10
MEBiC05990 Pseudoalteromonasissachenkonii GIMB 2014-04-10
MEBiC05995 Pseudoalteromonas tetraodonis GIMB 2014-04-10
MEBiC06000 Pseudoalteromonasissachenkonii GIMB 2014-04-10
MEBiC06003 Bacillus vietnamensis GIMB 2014-04-10
MEBiC06005 Pseudoalteromonastetraodonis GIMB 2014-04-10
MEBiC06016 Ruegeriaatlantica GIMB 2014-04-10
MEBiC06032 Ferrimonas sediminum GIMB 2014-04-10
MEBiC06034 Alteromonas macleodii GIMB 2014-04-10
MEBiC06037 Alteromonas marina GIMB 2014-04-10
MEBIiC06037 Alteromonas tagae GIMB 2014-04-10
MEBIiC06042 Bacillus aerophilus GIMB 2014-04-10
MEBIiC06044 Vibrio zhanjiangensi GIMB 2014-04-10
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MEBiC06055 Phaeobacter caeruleus GIMB 2014-04-10
MEBiC06058 Micrococcus luteus GIMB 2014-04-10
MEBIiC06068 Vibrio inhibens GIMB 2014-04-10
MEBiC06071 Photobacterium damselae GIMB 2014-04-10
MEBiC06073 Mesoflavibacter zeaxanthinifaciens GIMB 2014-04-10
MEBIiC06077 Vibrio owensii GIMB 2014-04-10
MEBIiC06078 Vibrio owensii GIMB 2014-04-10
MEBiC06079 Vibrio sinaloensis GIMB 2014-04-10
MEBIiC06187 Vibriocampbellii GIMB 2014-04-10
MEBIiC06194 Porphyrobactertepidarius GIMB 2014-04-10
MEBiC06194 Porphyrobactersanguineus GIMB 2014-04-10
MEBiC06195 Bacillus vietnamensis GIMB 2014-04-10
MEBIiC06195-1 |Citromicrobium bathyomarinum GIMB 2014-04-10
MEBiC06198 Paenibacillus chibensis GIMB 2014-04-10
MEBiC06228 Porphyrobacter dokdonensis GIMB 2014-04-10
MEBiC06231 Vibrio harveyi GIMB 2014-04-10
MEBiC06235 Marinobacter algicola GIMB 2014-04-10
MEBIiC06240 Marinobacter algicola GIMB 2014-04-10
MEBIiC06257 Shewanella marisflavi GIMB 2014-04-10
MEBIiC06262 Siansivirgazea xanthinifaciens GIMB 2014-04-10
MEBIiC06263 Vibrio quintilis GIMB 2014-04-10
MEBIiC06267 Porphyrobacter dokdonensis GIMB 2014-04-10
MEBIiC06268 Oceanicolamarinus GIMB 2014-04-10
MEBIiC06273 Algoriphagus halophilus GIMB 2014-04-10
MEBIiC06276 Vibrioharveyi GIMB 2014-04-10
MEBiC06284 Microbulbifer maritimus GIMB 2014-04-10
MEBiC06291 Vibrio neocaledonicus GIMB 2014-04-10
MEBiC06306 Gaetbulibacter saemankumensis GIMB 2014-04-10
MEBiC06319 Halomonas salina GIMB 2014-04-10
MEBiC06321 Sediminicolaluteus GIMB 2014-04-10
MEBIiC06322 Gaetbulibacter saemankumensis GIMB 2014-04-10
MEBIiC06357 Bacillus pumilus GIMB 2014-04-10
MEBiC06388 Ruegeria lacuscaerulensis GIMB 2014-04-10
MEBiC06565 Phaeobacterdaeponensis GIMB 2014-04-10
MEBIiC06665 Dietzia_schimae GIMB 2014-04-10
MEBIiC06675 Bacillusalgicola GIMB 2014-04-10
MEBiC06779 Phaeobacterarcticus GIMB 2014-04-10
MEBiC06809 Pseudomonas mendocina GIMB 2014-04-10
MEBiC06830 Stenotrophomonas rhizophila GIMB 2014-04-10
MEBiC06853 Paracoccuscarotinifaciens GIMB 2014-04-10
MEBiC06900 Alteromonas genovensis GIMB 2014-04-10
MEBiC06934 Alteromonas macleodii GIMB 2014-04-10
MEBiC06976 Colwellia_aestuarii GIMB 2014-04-10
MEBIiC06977 Microbacterium paraoxydans GIMB 2014-04-10
MEBIiC09484 Microaerobactergeothermalis GIMB 2014-04-10
MEBIiC09485 Bacillussporothermodurans GIMB 2014-04-10
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MEBiC09486 Bacillussporothermodurans GIMB 2014-04-10
MEBiC09487 Caldalkalibacillusuzonensis GIMB 2014-04-10
MEBiC09488 Mycobacteriumphlei GIMB 2014-04-10
MEBiC05908 Mycobacterium gilvum GIMB 2014-04-10
MEBIiC05914 Bacillus licheniformis GIMB 2014-04-10
MEBIiC00001 Bacillus indicus GIMB 2014-07-24
MEBiC00002 Bacillus indicus GIMB 2014-07-24
MEBiC00003 Bacillus idriensis GIMB 2014-07-24
MEBiC00004 Bacillus algicola GIMB 2014-07-24
MEBiC00005 Bacillus algicola GIMB 2014-07-24
MEBIiC00006 Bacillus cereus GIMB 2014-07-24
MEBIiC00007 Bacillus thuringiensis GIMB 2014-07-24
MEBiC00009 Oceanobacillus picturae GIMB 2014-07-24
MEBiC00010 Virgibacillus halodenitrificans GIMB 2014-07-24
MEBiC00011 Halobacillus yeomjeoni GIMB 2014-07-24
MEBiC00012 Halobacillus locisalis GIMB 2014-07-24
MEBiC00013 Bacillus aquimaris GIMB 2014-07-24
MEBiC00014 Bacillus licheniformis GIMB 2014-07-24
MEBiC00015 Bacillus aquimaris GIMB 2014-07-24
MEBIC00016 Bacillus aquimaris GIMB 2014-07-24
MEBIC00017 Sporosarcina_aquimarina GIMB 2014-07-24
MEBIC00018 Bacillus aquimaris GIMB 2014-07-24
MEBIC00019 Bacillus aquimaris GIMB 2014-07-24
MEBIiC00020 Bacillus aquimaris GIMB 2014-07-24
MEBiC00021 Bacillus pumilus GIMB 2014-07-24
MEBiC00022 Alteromonas hispanica GIMB 2014-07-24
MEBiC00023 Pseudomonas aeruginosa GIMB 2014-07-24
MEBiC00024 Photobacterium rosenbergii GIMB 2014-07-24
MEBIiC00027 Vibrio splendidus GIMB 2014-07-24
MEBiC00028 Bacillus hwajinpoensis GIMB 2014-07-24
MEBiC00029 Bacillus hwajinpoensis GIMB 2014-07-24
MEBiC00030 Bacillus hwajinpoensis GIMB 2014-07-24
MEBiC00031 Bacillus simplex GIMB 2014-07-24
MEBiC00032 Lysinibacillus macroides GIMB 2014-07-24
MEBiC00033 Bacillus megaterium GIMB 2014-07-24
MEBIiC00034 Bacillus megaterium GIMB 2014-07-24
MEBIiC00035 Bacillus pumilus GIMB 2014-07-24
MEBiC00036 Bacillus pumilus GIMB 2014-07-24
MEBiC00037 Bacillus pumilus GIMB 2014-07-24
MEBiC00039 Photobacterium leiognathi GIMB 2014-07-24
MEBiC00040 Marinobacterium_stanieri GIMB 2014-07-24
MEBiC00041 Microbulbifer maritimus GIMB 2014-07-24
MEBiC00042 Microbulbifer variabilis GIMB 2014-07-24
MEBIiC00043 Halomonas denitrificans GIMB 2014-07-24
MEBIiC00044 Leisingera aquamarina GIMB 2014-07-24
MEBIiC00046 Phaeobacter gallaeciensis GIMB 2014-07-24
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MEBiC00047 Ruegeria atlantica GIMB 2014-07-24
MEBiC00048 Ruegeria atlantica GIMB 2014-07-24
MEBiC00049 Echinicola viethamensis GIMB 2014-07-24
MEBiC00051 Pseudomonas aeruginosa GIMB 2014-07-24
MEBiC00053 Vibrio fortis GIMB 2014-07-24
MEBiC00054 Pseudovibrio ascidiaceicola GIMB 2014-07-24
MEBiC00055 Halomonas taeanensis GIMB 2014-07-24
MEBiC00056 Phaeobacter gallaeciensis GIMB 2014-07-24
MEBiC00057 Phaeobacter inhibens GIMB 2014-07-24
MEBiC00058 Ruegeria atlantica GIMB 2014-07-24
MEBiC00059 Jeotgalibacillus alimentarius GIMB 2014-07-24
MEBiC00060 Sporosarcina aquimarina GIMB 2014-07-24
MEBiC00061 Gillisia_mitskevichiae GIMB 2014-07-24
MEBiC00062 Polaribacter irgensii GIMB 2014-07-24
MEBiC00063 Vibrio parahaemolyticus GIMB 2014-07-24
MEBiC00064 Alteromonas _macleodii GIMB 2014-07-24
MEBiC00065 Pseudoalteromonas ganghwensis GIMB 2014-07-24
MEBiC00066 Labrenzia alba GIMB 2014-07-24
MEBiC00067 Labrenzia alba GIMB 2014-07-24
MEBIiC00068 Labrenzia alba GIMB 2014-07-24
MEBIiC00069 Halomonas variabilis GIMB 2014-07-24
MEBIiC00070 Halomonas venusta GIMB 2014-07-24
MEBIC00071 Marinobacter hydrocarbonoclasticus GIMB 2014-07-24
MEBIiC00072 Marinobacter flavimaris GIMB 2014-07-24
MEBiC00073 Salinicola salarius GIMB 2014-07-24
MEBiC00075 Roseobacter denitrificans GIMB 2014-07-24
MEBiC00076 Sulfitobacter pontiacus GIMB 2014-07-24
MEBiC00077 Hyphomonas oceanitis GIMB 2014-07-24
MEBiC00078 Erythrobacter flavus GIMB 2014-07-24
MEBiC00079 Bacillus licheniformis GIMB 2014-07-24
MEBiC00080 Bacillus subtilis GIMB 2014-07-24
MEBiC00081 Bacillus subtilis GIMB 2014-07-24
MEBiC00082 Bacillus indicus GIMB 2014-07-24
MEBiC00083 Bacillus decolorationis GIMB 2014-07-24
MEBiC00084 Bacillus barbaricus GIMB 2014-07-24
MEBiC00085 Fictibacillus solisalci GIMB 2014-07-24
MEBiC00086 Staphylococcus warneri GIMB 2014-07-24
MEBiC00087 Bacillus algicola GIMB 2014-07-24
MEBiC00088 Stenotrophomonas rhizophila GIMB 2014-07-24
MEBiC00089 Idiomarina_loihiensis GIMB 2014-07-24
MEBiC00090 Mesonia_motionis GIMB 2014-07-24
MEBiC00091 Hyphomonas oceanitis GIMB 2014-07-24
MEBiC00093 Bacillus subtilis GIMB 2014-07-24
MEBIiC00096 Labrenzia alba GIMB 2014-07-24
MEBIiC00097 Fictibacillus solisalci GIMB 2014-07-24
MEBIiC00098 Salinicola salarius GIMB 2014-07-24

- 206 -



&7 EHE &A1 EENB AFaA
MEBiC00099 Fictibacillus solisalci GIMB 2014-07-24
MEBiC00100 Salinicola salarius GIMB 2014-07-24
MEBiC00101 Labrenzia alba GIMB 2014-07-24
MEBiC00102 Marinobacter flavimaris GIMB 2014-07-24
MEBiC00103 Marinobacter hydrocarbonoclasticus GIMB 2014-07-24
MEBiC00104 Halomonas meridiana GIMB 2014-07-24
MEBiC00105 Marinobacter flavimaris GIMB 2014-07-24
MEBiC00107 Pseudomonas aeruginosa GIMB 2014-07-24
MEBiC00108 Bacillus megaterium GIMB 2014-07-24
MEBiC00109 Bacillus pumilus GIMB 2014-07-24
MEBIiC00114 Photobacterium lutimaris GIMB 2014-07-24
MEBiC00115 Brumimicrobium mesophilum GIMB 2014-07-24
MEBiC00116 Photobacterium lutimaris GIMB 2014-07-24
MEBIC02528  |Lacinutrix mariniflava IFAPA Centra Agua del 2014-08-01
MEBIiC00133 Bacillus flexus GIMB 2014-08-13
MEBiC00134 Bacillus pumilus GIMB 2014-08-13
MEBiC00135 Photobacterium lutimaris GIMB 2014-08-13
MEBiC00136 Shewanella gelidimarina GIMB 2014-08-13
MEBiC00137 Bacillus megaterium GIMB 2014-08-13
MEBiC00138 Bacillus megaterium GIMB 2014-08-13
MEBiC00139 Bacillus megaterium GIMB 2014-08-13
MEBiC00140 Bacillus pumilus GIMB 2014-08-13
MEBiC00141 Bacillus pumilus GIMB 2014-08-13
MEBiC00142 Bacillus pumilus GIMB 2014-08-13
MEBiC00144 Bacillus flexus GIMB 2014-08-13
MEBIiC00145 Shewanella gelidimarina GIMB 2014-08-13
MEBiC00146 Photobacterium_lutimaris GIMB 2014-08-13
MEBiC00147 Shewanella gelidimarina GIMB 2014-08-13
MEBIiC00148 Photobacterium lutimaris GIMB 2014-08-13
MEBiC00149 Bacillus megaterium GIMB 2014-08-13
MEBiC00151 Photobacterium rosenbergii GIMB 2014-08-13
MEBIiC00154 Shewanella halifaxensis GIMB 2014-08-13
MEBiC00155 Photobacterium lutimaris GIMB 2014-08-13
MEBiC00156 Cobetia marina GIMB 2014-08-13
MEBiC00157 Cobetia marina GIMB 2014-08-13
MEBIC00158 Cobetia marina GIMB 2014-08-13
MEBIC00159 Pseudoalteromonas aliena GIMB 2014-08-13
MEBIC00160 Pseudoalteromonas aliena GIMB 2014-08-13
MEBiC00161 Pseudomonas anguilliseptica GIMB 2014-08-13
MEBiC00162 Planococcus maritimus GIMB 2014-08-13
MEBiC00163 Pseudomonas pseudoalcaligenes GIMB 2014-08-13
MEBiC00163 Yonghaparkia alkaliphila GIMB 2014-08-13
MEBiC00164 Achromobacter insolitus GIMB 2014-08-13
MEBiC00164 Yonghaparkia alkaliphila GIMB 2014-08-13
MEBiC00165 Planococcus maritimus GIMB 2014-08-13
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MEBiC00166 Planococcus maritimus GIMB 2014-08-13
MEBiC00167 Planococcus maritimus GIMB 2014-08-13
MEBiC00168 Halomonas alkaliantarctica GIMB 2014-08-13
MEBiC00169 Halomonas alkaliantarctica GIMB 2014-08-13
MEBiC00170 Halomonas alkaliantarctica GIMB 2014-08-13
MEBiC00171 Halomonas alkaliantarctica GIMB 2014-08-13
MEBiC00172 Ochrobactrum lupini GIMB 2014-08-13
MEBiC00173 Ochrobactrum lupini GIMB 2014-08-13
MEBiC00174 Pseudomonas fluorescens GIMB 2014-08-13
MEBiC00175 Bacillus pumilus GIMB 2014-08-13
MEBiC00176 Bacillus pumilus GIMB 2014-08-13
MEBiC00177 Bacillus pumilus GIMB 2014-08-13
MEBiC00178 Bacillus pumilus GIMB 2014-08-13
MEBiC00179 Bacillus pumilus GIMB 2014-08-13
MEBiC00180 Bacillus pumilus GIMB 2014-08-13
MEBiC00181 Bacillus pumilus GIMB 2014-08-13
MEBiC00182 Paramoritella alkaliphila GIMB 2014-08-13
MEBiC00183 Planococcus maritimus GIMB 2014-08-13
MEBiC00185 Ochrobactrum_lupini GIMB 2014-08-13
MEBIC06643 Corynebacterium Variabile EFBJC 2014-10-08
MEBIC06644 Yarrowia lipolytia &FBJC 2014-10-08
MEBIC06645 Novosphingobium pentaromativorans &FBJC 2014-10-08
MEBIC02477 Kytococcus sedentarius FBJC 2014-10-08
MEBIC11479 Spingomonas yanoikuyae FBJC 2014-10-08
MEBIC11480 Bacillus agimaris PBIC 2014-10-08
MEBIC09566 | Kiloniella_laminariae T ANFATE 2014-10-27
MEBiC09566 Kiloniella laminariae i A 2014-11-11
MEBiC02472 Nesterenkonia sandarakina 4B oFnfol oA 7 2014-11-19
MEBiC02473 Carnobacterium funditum 748 oFnfol oA 7 2014-11-19
MEBiC02474 Pseudomonas fluorescens 7B oFufol oA 2014-11-19
MEBiC02475 Pseudomonas fluorescens 748 oFnfol oA 7 2014-11-19
MEBiC02476 Pseudomonas fluorescens 748 oFnfol oA 7 2014-11-19
MEBIiC02480 Staphylococcus haemolyticus AEsFurol AT 2014-11-19
MEBIiC02481 Staphylococcus haemolyticus AEFurol a4 2014-11-19
MEBiC02482  |Pseudomonas fluorescens AE Frtol AT 2014-11-19
MEBiC02483 | Bacillus _aeris 73 & gutol e Tl 2014-11-19
MEBiC02484  |Bacillus simplex AEs ol edTd 2014-11-19
MEBIiC02485  |Staphylococcus haemolyticus AEs Frtol AT 2014-11-19
MEBIiC02488  |Arthrobacter psychrolactophilus AEs Frtel AT 2014-11-19
MEBiC02490  |Psychrobacter faecalis AEs el e AT 2014-11-19
MEBIiC02492  |Psychrobacter nivimaris AEs ol AT 2014-11-19
MEBIiC02497  |Stenotrophomonas maltophilia AEs Frtol AT 2014-11-19
MEBIC02499  |Arthrobacter psychrolactophilus A3 Futol AT 2014-11-19
MEBiC02501 Arthrobacter psychrolactophilus AEs Frtol AT 2014-11-19
MEBiC02502  |Pseudomonas fluorescens AEs ol AT 2014-11-19
MEBiC02503 | Pseudomonas _frederiksbergensis AEs Frtol AT 2014-11-19
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MEBIiC02504 Pseudomonas frederiksbergensis 7B oFnulol oA 2014-11-19
MEBiC02505 Arthrobacter globiformis 7B oFufol oA 2014-11-19
MEBIC02507 | Aliivibrio logei AEs Frrol o A7 2014-11-19
MEBiC02508 Pseudomonas meridiana 748 oFufol A7 2014-11-19
MEBIC02511 Arthrobacter psychrolactophilus AEFurol AT 2014-11-19
MEBiC02514 Gillisia illustrilutea 7B oFufol oA 2014-11-19
MEBiC02515 Marinobacter maritimus 4B oFufol A7 2014-11-19
MEBiC02517 Halomonas titanicae 745 Fufol A7 2014-11-19
MEBiC02518 Pseudomonas veronii 7B Fufol oA 7 2014-11-19
MEBiC02519 Pseudomonas migulae ZdEs| ol oA 2014-11-19
MEBiC02520  |Pseudomonas viridiflava ZAEs ol oA 2014-11-19
MEBIiC02521 Pseudoalteromonas arctica AEs| Frtol oA 2014-11-19
MEBiC02522  |Pseudoalteromonas elyakovii A5 grtel oAt 2014-11-19
MEBIiC02523  |Pseudoalteromonas haloplanktis 7 &3] Frto] AT 2014-11-19
MEBiC02524  |Pseudomonas fluorescens AEs| Frto| AT 2014-11-19
MEBIiC02525  |Pseudoalteromonas haloplanktis AEs| Frto| oA 2014-11-19
MEBIiC02526  |Pseudoalteromonas haloplanktis AEs Frtol AT 2014-11-19
MEBIiC02527  |Pseudomonas poae ZAEs| Frtol AT 2014-11-19
MEBiC02530 Pseudoalteromonas_arctica A58 ol AT 2014-11-19
MEBIiC02531 Pseudoalteromonas_arctica ZAEs| ol AT 2014-11-19
MEBiC02532  |Colwellia_aestuarii 7 &8 gutol L AT 2014-11-19
MEBiC02533 Pseudoalteromonas_arctica ZAEs Frtol AT 2014-11-19
MEBIiC02534  |Aliivibrio logei AR Futol AT 2014-11-19
MEBiC02535  |Psychrobacter glacincola AR Futol AT 2014-11-19
MEBiC02536 Psychrobacter aquimaris 7 B8] ol oA 2014-11-19
MEBiC02537  |Psychromonas arctica AE Frtol e AT 2014-11-19
MEBIC02538 Pseudoalteromonas haloplanktis 748 oFufol A7 2014-11-19
MEBiC02540 Pseudoalteromonas elyakovii 748 oFufol oA 2014-11-19
MEBIiC02541 Psychrobacter aquimaris AEI ol AT 2014-11-19
MEBIiC02543 Flavobacterium frigoris AESFurol AT 2014-11-19
MEBiC02554 Gilvibacter sediminis 4B oFnfol oA 7 2014-11-19
MEBiC02847 Bacillus simplex 4B oFufol A7 2014-11-19
MEBiC02848 Bacillus pumilus 745 Fufol oA 7 2014-11-19
MEBiC02849 Bacillus simplex 7 &8 ol oA 2014-11-19
MEBiC02851  |Bacillus megaterium AE Frtol oA 2014-11-19
MEBIiC02852  |Lysinibacillus macroides AEs Frtol oA 2014-11-19
MEBIiC02853  |Lysinibacillus macroides AE ol ed T 2014-11-19
MEBiC02855  |Vibrio gigantis A E8 kol oA T+ 2014-11-19
MEBIC02856  |Shewanella colwelliana AEs| ol AT 2014-11-19
MEBIiC02857  |Bacillus megaterium AEs| Frtol oA 2014-11-19
MEBIC02858 | Vibrio gigantis AEs Frtol AT 2014-11-19
MEBiC02860 Bacillus megaterium ZAEs Frtol AT 2014-11-19
MEBiC02861 Bacillus megaterium A5 Frtol AT 2014-11-19
MEBIC02862 | Vibrio tapetis A58 ol AT 2014-11-19
MEBIC02863  |Bacillus flexus ZAEs| ol AT 2014-11-19
MEBIC02865  |Bacillus flexus ZAEs Frtol AT 2014-11-19
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MEBiC02866  |Bacillus flexus ZAEs o] oA 2014-11-19
MEBiC02867 Bacillus flexus 748 ofufol A7 2014-11-19
MEBiC02870 Bacillus aquimaris 748 oFnfol A7 2014-11-19
MEBIC02876  |Vibrio chagasii AR Frto] 2 A7 2014-11-19
MEBiC02879 Bacillus hwajinpoensis 7B oFnfol oA 2014-11-19
MEBiC02880 Solibacillus silvestris 748 oFnfol oA 7 2014-11-19
MEBiC02881 Solibacillus silvestris 748 oFnfol oA 7 2014-11-19
MEBIC02882  |Aliivibrio logei AR Futo] 2 A+ 2014-11-19
MEBiC02883 Bacillus megaterium 748 oFnfol oA 7 2014-11-19
MEBiC02884 Shewanella baltica 7 &8 ol oA 2014-11-19
MEBiC02885  |Bacillus pumilus AE FrtoledTd 2014-11-19
MEBiC02886  |Bacillus pumilus ZAE s Frtel o ?- °4 2014-11-19
MEBIiC02887  |Bacillus megaterium A Es kol oA T+ 2014-11-19
MEBiC02888 |Bacillus subtilis 7R3 Frtol e AT 2014-11-19
MEBIC06243 Neptunomonas_acidivorans ZYosta 2015-01-08
MEBIiC08841 Azoarcus communis AEs el oA 2015-01-13
MEBIC08842  |Azoarcuscommunis AEs Frtol AT 2015-01-13
MEBiC08843 Azoarcuscommunis AEs Frtol AT 2015-01-13
MEBiC08844  |Bacillusalgicola AEs ol AT 2015-01-13
MEBiC08845 Bacillus anthracis AEs ol AT 2015-01-13
MEBIiC08846 | Bacillus anthracis ZBEN gl ed T 2015-01-13
MEBiC08847  |Bacillus aquimaris ZAEs el oAt 2015-01-13
MEBiC08848  |Bacillus aquimaris ZAEs el edTd 2015-01-13
MEBIC08849  |Bacillus aryabhattai A3 Futol AT 2015-01-13
MEBiC08850 |Bacillusbarbaricus 73 Eef gutol e T 2015-01-13
MEBiC08851  |Bacilluscibi 73 Eef gutol e A7l 2015-01-13
MEBIC08852  |Bacillus firmus AR Fato] 2 A7+ 2015-01-13
MEBIC08853 Bacillusfirmus 4B oFnfol oA 7 2015-01-13
MEBIC08854 Bacillus flexus 748 oFnfol oA 7 2015-01-13
MEBiC08855 Bacillusginsengihumi AEFurol AT 2015-01-13
MEBiC08856 Bacillus indicus 748 oFnfol oA 7 2015-01-13
MEBiC08857 Bacillus megaterium 748 oFnfol oA 7 2015-01-13
MEBiC08858 Bacillusoceanisediminis 745 oFufol oA 7 2015-01-13
MEBiC08859 Bacillusoceanisediminis 748 oFnufol oA 7 2015-01-13
MEBiC08860 Bacillusoceanisediminis 745 oFufol oA 7 2015-01-13
MEBIiC08861 Bacillusoceanisediminis AE Frtel oA 2015-01-13
MEBiC08862 |Bacillusoceanisediminis o Frtol e AT 2015-01-13
MEBIiC08863 Bacillusoceanisediminis AEs Frtol AT 2015-01-13
MEBiC08864 | Bacillusplakortidis AEs Frtel AT 2015-01-13
MEBiC08865  |Bacillus safensis e Fuol AT 2015-01-13
MEBIC08866  |Bacillus safensis A5 FuteledTd 2015-01-13
MEBIC08867  |Bacillus safensis A5 el oAt 2015-01-13
MEBIC08868 | Bacillussafensis ZAEs el oAt 2015-01-13
MEBIC08869  |Bacillussafensis AEs Frtol AT 2015-01-13
MEBiC08870  |Bacillusselenatarsenatis AEs ol AT 2015-01-13
MEBiC08871 Bacillusselenatarsenatis AEs Frtol AT 2015-01-13
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MEBiC08872 Bacillus stratosphericus 7B oFnulol oA 2015-01-13
MEBiC08873 Bacillus vietnamensis 7B oFufol oA 2015-01-13
MEBiC08874 Bacillus vietnamensis 748 oFufol A7 2015-01-13
MEBiC08875 Bacillusvietnamensis 748 oFufol A7 2015-01-13
MEBiC08876 Bacillusvietnamensis 4B oFnufol oA 2015-01-13
MEBiC08877 Bacillusvietnamensis 7B oFufol oA 2015-01-13
MEBiC08878 Bacillusvietnamensis 4B oFufol A7 2015-01-13
MEBiC08879 Bacillusvietnamensis 745 Fufol A7 2015-01-13
MEBiC08880 Bacillusvietnamensis 7B Fufol oA 7 2015-01-13
MEBiC08881 Celeribacter baekdonensis ZdEs| ol oA 2015-01-13
MEBIC08882 | Celeribacter backdonensis R Frtol AT 2015-01-13
MEBiC08883 Celeribacter baekdonensis AEs| Frtol oA 2015-01-13
MEBIC08884  |Celeribacter baeckdonensis AEs Frtol oA 2015-01-13
MEBiC08885 Celeribacter baekdonensis 7 &3] Frto] AT 2015-01-13
MEBIC08886  |Celeribacter baeckdonensis AEs| Frto| AT 2015-01-13
MEBIC08887  |Celeribacter baeckdonensis AEs| Frto| oA 2015-01-13
MEBIiC08888 Celeribacter baekdonensis AEs Frtol AT 2015-01-13
MEBIC08889  |Celeribacter baekdonensis ZAEs| Frtol AT 2015-01-13
MEBIC08890  |Celeribacter baeckdonensis A58 ol AT 2015-01-13
MEBiC08891 Celeribacter baekdonensis ZAEs| ol AT 2015-01-13
MEBiC08892 Celeribacterbackdonensis ZAEs ol AT 2015-01-13
MEBiC08893 Celeribacter neptunius AR Futol A7 2015-01-13
MEBiC08894 | Celeribacter neptunius AR Futol AT 2015-01-13
MEBiC08895 |Citreicella_thiooxidans ZBEs ol e AT 2015-01-13
MEBiC08896 Citreicella thiooxidans 7 B8] ol oA 2015-01-13
MEBIC08897 |Citreicella_thiooxidans 73 Eef gutol e A7l 2015-01-13
MEBiC08898 Citreicella thiooxidans 748 oFufol A7 2015-01-13
MEBiC08899 Citreicella thiooxidans 748 oFufol oA 2015-01-13
MEBiC08900 Citreicellathiooxidans 7B oFufol oA 2015-01-13
MEBiC08901 Citreicellathiooxidans 7B oFufol oA 2015-01-13
MEBiC08902 Corynebacteriummarinum 4B oFnfol oA 7 2015-01-13
MEBiC08904 Devosiayakushimensis 4B oFufol A7 2015-01-13
MEBiC08905 Donghicola xiamenensis 745 Fufol oA 7 2015-01-13
MEBiC08906 Donghicola xiamenensis 7 &8 ol oA 2015-01-13
MEBiC08907  |Donghicola xiamenensis AE Frtol oA 2015-01-13
MEBIC08908  |Erythrobacter nanhaisediminis AEs Frtol oA 2015-01-13
MEBIC08909  |Exiguobacteriumaestuarii AE ol ed T 2015-01-13
MEBIC08910  |Exiguobacteriumaestuarii A& ol AT 2015-01-13
MEBIC08911  |Exiguobacterium marinum AEs| ol AT 2015-01-13
MEBIC08912  |Exiguobacterium marinum AEs| Frtol oA 2015-01-13
MEBIC08913  |Exiguobacteriummexicanum AEs Frtol AT 2015-01-13
MEBIC08915  |Exiguobacterium profundum ZAEs Frtol AT 2015-01-13
MEBIC08916  |Exiguobacterium profundum AR Futol AT 2015-01-13
MEBIC08917  |Exiguobacterium profundum A3 Futol AT 2015-01-13
MEBiC08918  |Exiguobacterium_ profundum A5 Futel AT 2015-01-13
MEBiC08919  |Exiguobacterium_profundum A5 Futel AT 2015-01-13
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MEBiC08920 Exiguobacteriumprofundum 748 ofnfol oA 2015-01-13
MEBiC08921 Exiguobacteriumprofundum 748 ofufol A7 2015-01-13
MEBiC08922 Exiguobacteriumprofundum 748 oFnfol A7 2015-01-13
MEBiC08923 Exiguobacteriumprofundum AEFurol AT 2015-01-13
MEBiC08924 Haematobacter missouriensis 7B oFnfol oA 2015-01-13
MEBiC08925 Halomonasventosae 748 oFnfol oA 7 2015-01-13
MEBiC08926 Halomonasventosae 748 oFnfol oA 7 2015-01-13
MEBiC08927 Maribacter orientalis 748 oFufol oA 7 2015-01-13
MEBiC08928 Mariniflexileaquimaris AEFurol AT 2015-01-13
MEBiC08929 Marinobactervinifirmus 748 oFnfol oA 7 2015-01-13
MEBiC08930  |Microbacterium arabinogalactanolyticum Fajgutel oA+ 2015-01-13
MEBIiC08931 Microbacteriumschleiferi F3]gutol o -?' 4 2015-01-13
MEBiC08933  |Oceanobacillus iheyensis Faf el A+ 2015-01-13
MEBIiC08934 Paenibacillus nanensis AEs kol e AT+ 2015-01-13
MEBIiC08935  |Paracoccus aminovorans AEs Frto| AT 2015-01-13
MEBiC08936 | Paracoccuscaeni AEs el oA 2015-01-13
MEBIiC08937  |Pararhodobacteraggregans 7 5'1— GFrfol e+ 2015-01-13
MEBIiC08938  |Planococcusrifietoensis AEs Frtol AT 2015-01-13
MEBiC08939 Pseudomonas _alcaligenes 76"5'1‘3]1 Falol 2 A2 2015-01-13
MEBiC08940 Pseudomonas brassicacearum B3] ofutol o 2015-01-13
MEBiC08941 Pseudomonas corrugata B3] oFupol o 2015-01-13
MEBiC08942 Pseudomonasstutzeri 3 =1—6H Fupol oY 2015-01-13
MEBiC08943 Pseudomonasxanthomarina AR Futol AT 2015-01-13
MEBiC08944 Rhodobactermaris ZA 5] Futol i 2015-01-13
MEBiC08945 Rhodobactervinaykumarii R R e S B 2015-01-13
MEBiC08946 Rhodococcusaetherivorans 7 &8 ol oA 2015-01-13
MEBIiC08947 Rhodococcusequi 748 ofufol A7 2015-01-13
MEBIC08948 Rhodococcus triatomae 4B oFnfol oA 7 2015-01-13
MEBIiC08949 Shewanellaindica 748 oFnfol oA 7 2015-01-13
MEBiC08950 Sphingopyxis flavimaris AEFurol AT 2015-01-13
MEBiC08951 Sporosarcinaantarctica 748 oFnfol oA 7 2015-01-13
MEBiC08952 Streptomycesparvus AE ol AT 2015-01-13
MEBIiC08953 Sunxiuginia elliptica AEsFurol AT 2015-01-13
MEBiC08954 Thalassococcushalodurans 748 oFnufol oA 7 2015-01-13
MEBIiC08955 Thioclava pacifica AESFurol a4 2015-01-13
MEBiC08956 | Trichococcusflocculiformis Fagutel oA+ 2015-01-13
MEBiC08957  |Yangia pacifica Faf el oA ?- 2015-01-13
MEBiC08958  |Yangia pacifica &3 ol AT 2015-01-13
MEBIC08959  |Yangia pacifica AEs Frtel AT 2015-01-13
MEBIC08960  |Yangia pacifica AEs el e AT 2015-01-13
MEBIC 08052 |Vibrio sp. Sl ¥ s 2015-02-16
MEBIC 06638  |Saccharophagus sp. Sl $er s 2015-02-16
MEBIC 10129  |staphylococcus aureus NEA S5 st 2015-03-23
MEBIC06356  |Mesoflavibacter zeaxanthinifaciens FmAYFATF 2015-04-01
MEBIC06414  |Nonlabens agnitus AP FAT 2015-04-01
MEBIC06405  |Nonlabens agnitus AP FATF 2015-04-01
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MEBIC06416  |Nonlabens agnitus A AT 2015-04-01
MEBIC06459  |Flaviramulus ichthyoenteri A AT 2015-04-01
MEBIC06460  |Flaviramulus ichthyoenteri A AT 2015-04-01
MEBIC06206 Aestuariibaculum suncheonense A T 7 2015-04-01
MEBIC06508 Aestuariibaculum suncheonense A I s 7 2015-04-01
MEBIC06511 Aestuariibaculum suncheonense A T A 2015-04-01
MEBIC06620 Aestuariibaculum suncheonense A FATY 2015-04-01
MEBIC06211  |Hwangdonia seohaensis A AT 2015-04-01
MEBIC06455 Tenacibaculum mesophilum A TS 7 2015-04-01
MEBIC06897 Flavobacterium haoranii A FGATY 2015-04-01
MEBIC06923  |Flavobacterium_haoranii d=AH H;“’d i 2015-04-01
MEBIC06645 Novosphingobium pentaromativorans school of Enviornment 2015-05-22
MEBiC11094 | Microbacterium maritypicum AEs Frtol oA 2015-06-29
MEBiIC11095  |Bacillus thioparans AEs| ol oA 2015-06-29
MEBIC11096  |Bacillus vietnamensis 0 i |l el B R 2015-06-29
MEBIC11097  |Idiomarina seosinensis AEs| Frto| oA 2015-06-29
MEBIC11098  |Bacillus aquimaris AEs Frtol AT 2015-06-29
MEBiC11099 Bacillus vietnamensis ZAEs| Frtol AT 2015-06-29
MEBIC11100  |Achromobacter spanius A58 ol AT 2015-06-29
MEBiC11101 Pseudomonas_sagittaria AES ol oAt 2015-06-29
MEBIC11102  |Bacillus soli ZBEN gl e AT 2015-06-29
MEBiC11103 Bacillus vietnamensis ZAEs Frtol AT 2015-06-29
MEBiC11104  |Bacillus toyonensis ZAEs ol AT 2015-06-29
MEBIC11105 Pseudomonas sagittaria 745 gutol e 2015-06-29
MEBiC11106 Halomonas alimentaria 7B oFnufol oA 7Y 2015-06-29
MEBIC11107 Rhodococcus ruber 7B oufol A7 2015-06-29
MEBIC11108 Lysinibacillus fusiformis AE ol AT 2015-06-29
MEBiC11109 Bacillus pakistanensis 748 oFufol oA 2015-06-29
MEBIiCI11110 Arthrobacter nicotinovorans 7B oFufol oA 2015-06-29
MEBICI1111 Pseudomonas thivervalensis 7B oFufol oA 2015-06-29
MEBICI11112 Pseudomonas mandelii 4B oFnfol oA 7 2015-06-29
MEBICI11113 Pseudomonas linyingensis AE ol AT 2015-06-29
MEBICl11114 Pseudomonas linyingensis AE ol AT 2015-06-29
MEBICI11115 Bacillus enclensis 7 &8 ol oA 2015-06-29
MEBIC11116 | Bacillus vietnamensis 0 i I el el B R o 2015-06-29
MEBiC11117  |Bacillus aryabhattai AEs Frtol oA 2015-06-29
MEBICI11118  |Microbacterium maritypicum AE ol ed T 2015-06-29
MEBICI11119  |Microbacterium maritypicum AEs Frtol AT 2015-06-29
MEBIC11120  |Arthrobacter humicola AEs| ol AT 2015-06-29
MEBiC11121  |Bacillus thioparans AEs| Frtol oA 2015-06-29
MEBIC11122  |Microbacterium maritypicum AEs Frtol AT 2015-06-29
MEBiC11123 Halomonas ventosae ZAEs Frtol AT 2015-06-29
MEBIC11124  |Saccharophagus degradans A5 Frtol AT 2015-06-29
MEBIC11125  |Microbacterium oxydans A58 ol AT 2015-06-29
MEBIC11126  |Bacillus marisflavi ZAEs| ol AT 2015-06-29
MEBIC11127  |Bacillus vietnamensis ZAEs Frtol AT 2015-06-29
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MEBIC11128  |Sphingorhabdus flavimaris ZAEs o] oA 2015-06-29
MEBiC11129 Pararhodobacter aggregans 748 ofufol A7 2015-06-29
MEBIC11130 Hydrogenophaga carboriunda AEsFurol AT 2015-06-29
MEBIiCI11131 Paenibacillus endophyticus 748 oFnfol oA 7 2015-06-29
MEBiC11132 Bacillus hwajinpoensis 7B oFnfol oA 2015-06-29
MEBIiC11133 Marinobacter litoralis 748 oFnfol oA 7 2015-06-29
MEBiC11134 Bacillus aryabhattai 748 oFnfol oA 7 2015-06-29
MEBICI11135 Pseudomonas protegens AEFurol AT 2015-06-29
MEBIC11136 Pseudomonas protegens AEFurol AT 2015-06-29
MEBiC11137 Pseudomonas umsongensis 7 &8 ol oA 2015-06-29
MEBIC11138  |Microbacterium maritypicum AE FrtoledTd 2015-06-29
MEBIC11139  |Pseudomonas peli ZAE s Frtel o ‘7‘ OJ 2015-06-29
MEBIC11140 Rhodococcus wratislaviensis A Es kol oA T+ 2015-06-29
MEBICl11141 Pseudomonas moorei AEs kol e AT+ 2015-06-29
MEBIC11142  |Halomonas ventosae AEs Frto| AT 2015-06-29
MEBIC11143  |Achromobacter spanius AEs el oA 2015-06-29
MEBiC11144 Pseudomonas_taeanensis AEs Frtol AT 2015-06-29
MEBIC11145  |Pseudomonas umsongensis AEs Frtol AT 2015-06-29
MEBIC11146  |Bacillus_indicus 73 %1— Fupol e AT 2015-06-29
MEBIC11147 Bacillus viethamensis 3 gutol e AT 2015-06-29
MEBIC11148 Microbacterium oxydans 3 guto]l e AT 2015-06-29
MEBIC11149  |Stappia_stellulata 3 guto]l e AT 2015-06-29
MEBIC11150  |Rhodococcus qingshengii 3 gutel e AT 2015-06-29
MEBiC11151 Pseudomonas veronii 73'3‘ ol oAt 2015-06-29
MEBIC11152 Stappia stellulata 7 Bal oFnlo]l AT+ 2015-06-29
MEBIiC11153 Bacillus marisflavi 7 &8 ol oA 2015-06-29
MEBIC11154 Pseudomonas hunanensis 745 gutol oA 2015-06-29
MEBICI11155 Pseudomonas hunanensis 7 B8] ol oA 2015-06-29
MEBIC11156 Bacillus marisflavi 748 oFnfol oA 7 2015-06-29
MEBiC11157 Pseudomonas arsenicoxydans 7B oFufol oA 2015-06-29
MEBIC11158 Bacillus enclensis 748 oFnfol oA 7 2015-06-29
MEBIC11159 Rhodococcus erythropolis AE ol AT 2015-06-29
MEBiC11160 Bacillus aquimaris 745 oFufol oA 7 2015-06-29
MEBICI11161 Rhodococcus erythropolis AE Frtol AT 2015-06-29
MEBIC11162 Pseudomonas mandelii 735 gutol AT 2015-06-29
MEBIC11163  |Shewanella baltica 73 & gutol e Tl 2015-06-29
MEBiC11164  |Bacillus infantis AEs ol edTd 2015-06-29
MEBIC11165  |Microbacterium maritypicum AEs ol e AT 2015-06-29
MEBIC11166  |Bacillus anthracis AEs Frtel AT 2015-06-29
MEBIC11167  |Bacillus hwajinpoensis AEs el e AT 2015-06-29
MEBIC11168  |Marinobacter maritimus AEs ol AT 2015-06-29
MEBIC11169  |Halomonas aidingensis AEs Frtol AT 2015-06-29
MEBiC11170 Marinobacter excellens AEs ol AT+ 2015-06-29
MEBIC11171 Bacillus hwajinpoensis AEs Frtol AT 2015-06-29
MEBIC11172  |Pseudomonas _linyingensis AEs ol AT 2015-06-29
MEBiC11173 Halomonas ventosae AEs Frtol AT 2015-06-29
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MEBiC11174 Bacillus hwajinpoensis 7B oFnulol oA 2015-06-29
MEBICI11175 Rhodococcus erythropolis 7B oFufol oA 2015-06-29
MEBIiC11176 Ochrobactrum cytisi 748 oFufol A7 2015-06-29
MEBIC11177 Bacillus aryabhattai 748 oFufol A7 2015-06-29
MEBIC11178 Ochrobactrum cytisi 4B oFnufol oA 2015-06-29
MEBIC11179 Mariniflexile aquimaris AEFuol AT 2015-06-29
MEBIC11180 Rhizobium sphaerophysae AE ol AT 2015-06-29
MEBIiC11181 Pseudomonas kilonensis 745 Fufol A7 2015-06-29
MEBIC11182 Pseudomonas taeanensis 7B Fufol oA 7 2015-06-29
MEBIiC11183 Pseudomonas taiwanensis ZdEs| ol oA 2015-06-29
MEBiC11184  |Rhodococcus qingshengii AEs Frtol oA 2015-06-29
MEBIC11185  |Bacillus hwajinpoensis AEs| Frtol oA 2015-06-29
MEBIC11186  |Bacillus vietnamensis AEs Frtol oA 2015-06-29
MEBIC11187  |Halomonas alimentaria 7 &3] Frto] AT 2015-06-29
MEBIC11188  |Halomonas aidingensis AEs| Frto| AT 2015-06-29
MEBIC11189  |Rhizobium naphthalenivorans AEs| Frto| oA 2015-06-29
MEBIC11190 Pseudomonas _linyingensis AEs Frtol AT 2015-06-29
MEBiC11191 Pseudomonas_kilonensis ZAEs| Frtol AT 2015-06-29
MEBIC11192 Marinobacter maritimus A58 ol AT 2015-06-29
MEBIC11193 Bacillus subterraneus ZAEs| ol AT 2015-06-29
MEBIC11194  |Bacillus enclensis ZAEs ol AT 2015-06-29
MEBIC11195  |Pseudomonas extremaustralis ZAEs Frtol AT 2015-06-29
MEBIC11196  |Rhodococcus jostii ZAEs ol AT 2015-06-29
MEBIC11197  |Bacillus algicola A5 Frtol AT 2015-06-29
MEBIiC11198 Pseudomonas prosekii 7 B8] ol oA 2015-06-29
MEBIC11199 Pseudomonas brassicacearum ZA 5 gutol AT 2015-06-29
MEBiC11200 Rhodococcus ruber 748 oFufol A7 2015-06-29
MEBIiC11201 Microbacterium oxydans 748 oFufol oA 2015-06-29
MEBIiC11202 Bacillus hwajinpoensis AEI ol AT 2015-06-29
MEBiC11203 Pseudomonas taeanensis 7B oFufol oA 2015-06-29
MEBIC11204 Bacillus soli 745 gntol AT 2015-06-29
MEBIiC11205 Microbacterium oxydans 4B oFufol A7 2015-06-29
MEBiC11206 Arthrobacter scleromae 745 Fufol oA 7 2015-06-29
MEBiC11207 Pseudomonas rhodesiae 7 &8 ol oA 2015-06-29
MEBiC11208  |Bacillus aryabhattai AE Frtol oA 2015-06-29
MEBIC11209  |Celeribacter baeckdonensis AEs Frtol oA 2015-06-29
MEBIC11210  |Aderomicrobium ponti AE ol ed T 2015-06-29
MEBIC11211  |Achromobacter dolens A& ol AT 2015-06-29
MEBIC11212  |Arenibacter troitsensis AEs| ol AT 2015-06-29
MEBIC11213  |Microbacterium oxydans AEs| Frtol oA 2015-06-29
MEBIC11214  |Halomonas ventosae AEs Frtol AT 2015-06-29
MEBIC11215 Achromobacter dolens ZAEs Frtol AT 2015-06-29
MEBIC11216  |Pseudomonas linyingensis A5 Frtol AT 2015-06-29
MEBIC11217  |Halomonas ventosae A58 ol AT 2015-06-29
MEBiC11218  |Microbacterium oxydans ZAEs| ol AT 2015-06-29
MEBiC11219  |Rhodococcus gingshengi ZAEs Frtol AT 2015-06-29
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MEBIC11220  |Microbacterium jejuense ZAEs el oAt 2015-06-29
MEBIiC11221 Halomonas alimentaria 748 ofufol A7 2015-06-29
MEBiC11222 Micrococcus endophyticus 748 oFnfol A7 2015-06-29
MEBIiC11223 Pseudomonas umsongensis 748 oFnfol oA 7 2015-06-29
MEBiC11224 Rhizobium massiliae 7B oFnfol oA 2015-06-29
MEBIC11225 Pseudomonas linyingensis AEFurol AT 2015-06-29
MEBiC11226 Bacillus aryabhattai 748 oFnfol oA 7 2015-06-29
MEBiC11227 Halomonas alimentaria 748 oFufol oA 7 2015-06-29
MEBIiC11228 Pseudomonas linyingensis AEFurol AT 2015-06-29
MEBiC11229 Pseudomonas koreensis 7 &8 ol oA 2015-06-29
MEBIC11230  |Microbacterium maritypicum AE FrtoledTd 2015-06-29
MEBiC11231  |Bacillus jeotgali 58 kol oA ?- °4 2015-06-29
MEBIC11232 | Bacillus anthracis 73 &l Futol & A 2015-06-29
MEBIC11233  |Bacillus aerophilus AEs kol e AT+ 2015-06-29
MEBiC11234  |Bacillus jeotgali AEs Frto| AT 2015-06-29
MEBiC11235  |Bacillus aquimaris AEs el oA 2015-06-29
MEBIC11236  |Bacillus indicus AEs Frtol AT 2015-06-29
MEBIC11237  |Bacillus jeotgali AEs Frtol AT 2015-06-29
MEBIC11238  |Bacillus enclensis 76‘ '5'1‘ gutel AT 2015-06-29
MEBiC11239  |Martelella endophytica 3 gutol e AT 2015-06-29
MEBiC11240 Fictibacillus phosphorivorans B3] oFupol o 2015-06-29
MEBiC11241 Marinobacter maritimus 3 guto]l e AT 2015-06-29
MEBiC11242 Bacillus anthracis 3 gutel e AT 2015-06-29
MEBiC11243 Halomonas alimentaria 73 '5:‘ ol oAt 2015-06-29
MEBIC11244 Marinobacter maritimus 7 Bal oFnlo]l AT+ 2015-06-29
MEBIiC11245 Bacillus toyonensis 7 &8 ol oA 2015-06-29
MEBIC11246  |Flavobacterium ahnfeltiae AE Frtol e AT 2015-06-29
MEBiC11247 Bacillus simplex 7 B8] ol oA 2015-06-29
MEBIC11248 Achromobacter spanius 748 oFnfol oA 7 2015-06-29
MEBiC11249 Bacillus aquimaris 7B oFufol oA 2015-06-29
MEBiC11250 Bacillus toyonensis 748 oFnfol oA 7 2015-06-29
MEBIiC11251 Brevundimonas mediterranea 748 oFnfol oA 7 2015-06-29
MEBiC11252 Bacillus firmus 745 oFufol oA 7 2015-06-29
MEBIC11253 Rhodococcus qingshengii AE Frtol AT 2015-06-29
MEBIC11254 Flavobacterium ponti 745 oFufol oA 7 2015-06-29
MEBIC11255  |Marinobacter litoralis R Frtol e AT+ 2015-06-29
MEBiC11256  |Bacillus safensis AE ol AT 2015-06-29
MEBIC11257  |Sphingopyxis ummariensis AEs ol e AT 2015-06-29
MEBiC11258  |Bacillus jeotgali AEs Frtel AT 2015-06-29
MEBIC11259  |Azoarcus communis AEs el e AT 2015-06-29
MEBIC11260  |Pseudomonas linyingensis AEs ol AT 2015-06-29
MEBIiC11261 Pseudomonas hunanensis AEs Frtol AT 2015-06-29
MEBIC11262  |Fictibacillus nanhaiensis AEs ol AT+ 2015-06-29
MEBiC11263 Bacillus idriensis AEs Frtol AT 2015-06-29
MEBiC11264  |Bacillus vietnamensis AEs ol AT 2015-06-29
MEBiC11265  |Bacillus aryabhattai AEs Frtol AT 2015-06-29
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MEBiC11266 Bacillus cereus 7B oFnulol oA 2015-06-29
MEBIiC11267 Pseudomonas linyingensis 7B oFufol oA 2015-06-29
MEBIiC11268 Bacillus aquimaris 748 oFufol A7 2015-06-29
MEBiC11269 Marinobacter maritimus 748 oFufol A7 2015-06-29
MEBiC11270 Halomonas alimentaria 4B oFnufol oA 2015-06-29
MEBIiC11271 Pseudomonas mandelii 7B oFufol oA 2015-06-29
MEBIC11272 Pseudomonas veronii 4B oFufol A7 2015-06-29
MEBIiC11273 Pseudomonas brassicacearum 745 Fufol A7 2015-06-29
MEBIiC11274 Pseudomonas linyingensis AE ol a7 2015-06-29
MEBIC11275 Pseudomonas linyingensis AE Frtol AT 2015-06-29
MEBIC11276  |Rhodococcus jostii AEs Frtol oA 2015-06-29
MEBIC11277 _ |Rhodococcus ruber 0 i I el el B R e 2015-06-29
MEBIC11278  |Bacillus hwajinpoensis AE ol ed T 2015-06-29
MEBIC11279  |Pseudomonas linyingensis 7 &3] Frto] AT 2015-06-29
MEBiC11280  |Bacillus algicola AEs| Frto| AT 2015-06-29
MEBIC11281 Gemmobacter megaterium AEs| Frto| oA 2015-06-29
MEBiC11282 Pseudomonas borbori AEs Frtol AT 2015-06-29
MEBiC11283 Rhodococcus qingshengii ZAEs| Frtol AT 2015-06-29
MEBIC11284  |Seohaeicola saemankumensis A58 ol AT 2015-06-29
MEBiC11285  |Marinobacter daepoensis ZAEs| ol AT 2015-06-29
MEBiC11286  |Bacillus aryabhattai ZAEs ol AT 2015-06-29
MEBiC11287  |Pseudomonas brassicacearum A5 Futel oA 2015-06-29
MEBiC11288 Rhodococcus ruber 735 Futol e 2015-06-29
MEBiC11289  |Pseudomonas brassicacearum ZAEs| ol e AT 2015-06-29
MEBiC11290 Bacillus hwajinpoensis 7 B8] ol oA 2015-06-29
MEBiC11291 Pseudomonas brassicacearum ZA 5 gutol AT 2015-06-29
MEBiC11292 Pseudomonas linyingensis 748 oFufol A7 2015-06-29
MEBiC11293 Bacillus vietnamensis 748 oFufol oA 2015-06-29
MEBIiC11294 Pseudomonas linyingensis AEI ol AT 2015-06-29
MEBIiC11295 Bacillus toyonensis 7B oFufol oA 2015-06-29
MEBiC11296 Shewanella indica 4B oFnfol oA 7 2015-06-29
MEBIiC11297 Pseudomonas linyingensis AE ol AT 2015-06-29
MEBIiC11298 Pseudomonas brassicacearum 745 Fufol oA 7 2015-06-29
MEBiC11299 Pseudomonas prosekii 7 &8 ol oA 2015-06-29
MEBIC11300 Halomonas alimentaria AE Frtol oA 2015-06-29
MEBIC11301  |Bacillus aquimaris AEs Frtol oA 2015-06-29
MEBIC11302  |Bacillus aquimaris AE ol ed T 2015-06-29
MEBIC11303  |Pseudomonas linyingensis A& ol AT 2015-06-29
MEBIC11304  |Rhodococcus jostii AEs| ol AT 2015-06-29
MEBIC11305  |Rhodococcus gingshengii AEs| Frtol oA 2015-06-29
MEBIC11306  |Bacillus hwajinpoensis AEs Frtol AT 2015-06-29
MEBiC11307  |Pseudomonas sagittaria ZAEs Frtol AT 2015-06-29
MEBIC11308  |Bacillus hwajinpoensis A5 Frtol AT 2015-06-29
MEBIC11309  |Bacillus aryabhattai A58 ol AT 2015-06-29
MEBIC11310  |Flavobacterium ponti ZAEs| ol AT 2015-06-29
MEBiC11311 Pseudomonas _linyingensis ZAEs Frtol AT 2015-06-29
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MEBIC11312  |Halomonas ventosae A& gutol e AT 2015-06-29
MEBIiC11313 Pseudomonas cuatrocienegasensis 748 ofufol A7 2015-06-29
MEBiC11314 Pseudomonas linyingensis 748 oFnfol A7 2015-06-29
MEBIiC11315 Bacillus vietnamensis 748 oFnfol oA 7 2015-06-29
MEBIC11316 Rhodococcus qingshengii AEFurol AT 2015-06-29
MEBiC11317 Pseudomonas hunanensis 748 oFnfol oA 7 2015-06-29
MEBIC11318 Flavobacterium ponti 748 oFnfol oA 7 2015-06-29
MEBIiC11319 Oceanobacillus kimchii 748 oFufol oA 7 2015-06-29
MEBiC11320 Pseudomonas hunanensis 748 oFnfol oA 7 2015-06-29
MEBIiC11321 Pseudomonas sagittaria 7 &8 ol oA 2015-06-29
MEBIC11322  |Halomonas ventosae R Frtol e AT+ 2015-06-29
MEBIC11323  |Bacillus hwajinpoensis ZAE s Frtel o ‘7‘ OJ 2015-06-29
MEBiC11324  |Bacillus jeotgali A& ol AT 2015-06-29
MEBIC11325  |Pseudomonas brassicacearum 7 &3] Frto] AT 2015-06-29
MEBIC11326  |Bacillus toyonensis AEs Frto| AT 2015-06-29
MEBIC11327  |Paenisporosarcina macmurdoensis AEs el oA 2015-06-29
MEBIiC11328 Pseudomonas hunanensis AEs Frtol AT 2015-06-29
MEBIC11329  |Bacillus siamensis AEs Frtol AT 2015-06-29
MEBIC11330 Pseudomonas koreensis 76‘ '5'1‘ gutel AT 2015-06-29
MEBIiC11331 Halobacillus yeomjeoni 3 gutol e AT 2015-06-29
MEBiC11332  |Pseudomonas brassicacearum 3 guto]l e AT 2015-06-29
MEBIiC11333 Pseudomonas_cuatrocienegasensis 3 guto]l e AT 2015-06-29
MEBiC11334  |Pseudomonas linyingensis 3 gutel e AT 2015-06-29
MEBiC11335  |Pseudomonas _linyingensis 73 '5:‘ 3 Futol AT 2015-06-29
MEBIC11336 Pseudodonghicola xiamenensis 7 Bal oFnlo]l AT+ 2015-06-29
MEBIiC11337 Pseudodonghicola xiamenensis 7 &8 ol oA 2015-06-29
MEBIC11338  |Bacillus aerophilus AE Frtol e AT 2015-06-29
MEBiC11339 Bacillus hwajinpoensis 7 B8] ol oA 2015-06-29
MEBIC11340 Pseudomonas linyingensis 748 oFnfol oA 7 2015-06-29
MEBIiC11341 Bacillus aryabhattai 7B oFufol oA 2015-06-29
MEBiC11342 Halomonas alimentaria 748 oFnfol oA 7 2015-06-29
MEBiC11343 Halomonas ventosae 748 oFnfol oA 7 2015-06-29
MEBiC11344 Pseudomonas brassicacearum 745 oFufol oA 7 2015-06-29
MEBIiC11345 Bacillus anthracis 7 &8 ol oA 2015-06-29
MEBIC11346  |Pseudomonas brassicacearum 735 gutol AT 2015-06-29
MEBiC11347  |Bacillus aryabhattai AE Frtel oA 2015-06-29
MEBIC11348  |Sinorhodobacter ferrireducens AEs ol edTd 2015-06-29
MEBIC11349  |Bacillus aerophilus AEs ol e AT 2015-06-29
MEBIC11350  |Ensifer sesbaniae AEs Frtel AT 2015-06-29
MEBIC11351 Pseudomonas brassicacearum AEs el e AT 2015-06-29
MEBIC11352  |Bacillus indicus AEs ol AT 2015-06-29
MEBIC11353 Rhodococcus ruber AEs ol AT 2015-06-29
MEBIC11354  |Bacillus thioparans AEs ol AT+ 2015-06-29
MEBIC11355  |Lactobacillus helveticus AEs Frtol AT 2015-06-29
MEBIC11356  |Bacillus toyonensis AEs ol AT 2015-06-29
MEBIC11357  |Bacillus toyonensis AEs Frtol AT 2015-06-29
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MEBIiC11358 Pseudomonas brassicacearum 7B oFnulol oA 2015-06-29
MEBiC11359 Pseudomonas cuatrocienegasensis 7B oFufol oA 2015-06-29
MEBiC11360 Pseudomonas hunanensis 748 oFufol A7 2015-06-29
MEBIC11361 Bacillus jeotgali AEFurol AT 2015-06-29
MEBIiC11362 Pseudomonas linyingensis AEFurol AT 2015-06-29
MEBIiC11363 Bacillus aquimaris 7B oFufol oA 2015-06-29
MEBiC11364 Pseudomonas sagittaria 4B oFufol A7 2015-06-29
MEBIiC11365 Fictibacillus nanhaiensis 745 Fufol A7 2015-06-29
MEBiC11366 Rhodococcus ruber 7B Fufol oA 7 2015-06-29
MEBIiC11367 Pseudoxanthomonas mexicana ZdEs| ol oA 2015-06-29
MEBIC11369  |Rhodococcus qingshengii AEs Frtol oA 2015-06-29
MEBIC11370  |Marinobacter litoralis AEs| Frtol oA 2015-06-29
MEBIC11371 Halomonas ventosae AEs Frtol oA 2015-06-29
MEBIC11372  |Bacillus oceanisediminis 7 &3] Frto] AT 2015-06-29
MEBIC11373  |Rhodococcus jostii AEs| Frto| AT 2015-06-29
MEBIC10737  |Oceanobacillus iheyensis AEs| Frto| oA 2015-07-31
MEBIiC10738 Novosphingobium tardaugens AEs Frtol AT 2015-07-31
MEBiC10739  |Jeotgalibacillus marinus ZAEs| Frtol AT 2015-07-31
MEBIC10740  |Ruegeria meonggei A5 Futel oAt 2015-07-31
MEBiC10741 Neptunomonas concharum A5 el oAt 2015-07-31
MEBiC10742  |Ruegeria faecimaris A5 Fute] AT 2015-07-31
MEBiC10743  |Kytococcus sedentarius ZAEs Frtol AT 2015-07-31
MEBiC10744  |Mycobacterium firederiksbergense A5 el oAt 2015-07-31
MEBiC10745 Oceanimonas baumannii A5 Frtol AT 2015-07-31
MEBiC10746 Oceanibulbus indolifex 7 B8] ol oA 2015-07-31
MEBIiC10747 Pseudoalteromonas shioyasakiensis 7 B8] ol oA 2015-07-31
MEBiC10748 Erythrobacter flavus 748 oFufol A7 2015-07-31
MEBiC10749 Erythrobacter gangjinensis AESFurol AT 2015-07-31
MEBIiC10750 Erythrobacter longus AEI ol AT 2015-07-31
MEBIiC10751 Planococcus maritimus 7B oFufol oA 2015-07-31
MEBIiC10752 Erythrobacter vulgaris AEI ol AT 2015-07-31
MEBiC10753 Dietzia cinnamea 4B oFufol A7 2015-07-31
MEBIiC10754 Dietzia maris 745 gutol AT 2015-07-31
MEBIiC10755 Micrococcus yunnanensis 7 &8 ol oA 2015-07-31
MEBiC10756  |Ruegeria arenilitoris AE Frtol oA 2015-07-31
MEBIC10757  |Bacillus oceanisediminis AEs Frtol oA 2015-07-31
MEBIC10758  |Fictibacillus nanhaiensis AEs Frtol oA 2015-07-31
MEBIC10759  |Bacillus siamensis A& ol AT 2015-07-31
MEBiC10760  |Bacillus marisflavi e ol AT 2015-07-31
MEBIC10761  |Bacillus licheniformis AEs| Frtol oA 2015-07-31
MEBIC10762  |Bacillus jeotgali AEs Frtol AT 2015-07-31
MEBIC10763  |Bacillus hwajinpoensis ZAEs Frtol AT 2015-07-31
MEBiC10764  |Bacillus horikoshii R gl e AT 2015-07-31
MEBIC10766  |Bacillus firmus A58 ol AT 2015-07-31
MEBiC10767  |Halobacillus trueperi A5 Futel AT 2015-07-31
MEBIC10768  |Halobacillus locisalis BRI gl e AT 2015-07-31
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MEBiIC10770  |Gramella portivictoriae ZAEs el oAt 2015-07-31
MEBiC10771 Gramella marina 748 ofufol A7 2015-07-31
MEBiC10772 Bacillus firmus 748 oFnfol A7 2015-07-31
MEBiC10773 Gordonia bronchialis 748 oFnfol oA 7 2015-07-31
MEBIC10774 Pseudonocardia benzenivorans 7B oFnfol oA 2015-07-31
MEBIC10775 Agrococcus baldri 748 oFnfol oA 7 2015-07-31
MEBiC10776 Gordonia bronchialis 748 oFnfol oA 7 2015-07-31
MEBiC10777 Mesonia algae 748 oFufol oA 7 2015-07-31
MEBIiC10778 Marmoricola aequoreus 748 oFnfol oA 7 2015-07-31
MEBiC10779 Marinovum algicola 7 &8 ol oA 2015-07-31
MEBIC10780 | Marinococcus luteus 0 i el el B R e 2015-07-31
MEBIC10781  |Microbacterium laevaniformans ZAE s Frtel o ‘7‘ OJ 2015-07-31
MEBiIC10782  |Vibrio alginolyticus A& ol AT 2015-07-31
MEBIC10783  |Mesorhizobium thiogangeticum AEs kol e AT+ 2015-07-31
MEBIC10784  |Microbacterium esteraromaticum AEs Frto| AT 2015-07-31
MEBiC10785 Microbacterium oleivorans AEs el oA 2015-07-31
MEBIC10786  |Microbacterium oxydans A5 Futel AT 2015-07-31
MEBIC10787  |Microbacterium schleiferi AEs Frtol AT 2015-07-31
MEBIC10788  |Microbacterium phyllosphaerae 76‘ -‘5'1— Grfol e+ 2015-07-31
MEBIC10789  |Microbulbifer agarilyticus 3 gutol e AT 2015-07-31
MEBIC10790  |Microbulbifer epialgicus 3 guto]l e AT 2015-07-31
MEBiC10792 Micrococcus yunnanensis 3 guto]l e AT 2015-07-31
MEBiC10793 Microbulbifer thermotolerans B3 oFutol oA 2015-07-31
MEBiC10794  |Bacillus aerophilus 73 '5:‘ 3 Futol AT 2015-07-31
MEBIC10795 Pseudoalteromonas arabiensis 7 Bal oFnlo]l AT+ 2015-07-31
MEBiC10796 Psychrobacter nivimaris 7 &8 ol oA 2015-07-31
MEBiC10797  |Psychrobacter nivimaris AE Frtol e AT 2015-07-31
MEBIiC10798 Psychrobacter faecalis 7 B8] ol oA 2015-07-31
MEBIC10799 Psychrobacter aquimaris 748 oFnfol oA 7 2015-07-31
MEBIC10801 Pseudoxanthomonas mexicana 7B oFufol oA 2015-07-31
MEBiC10802 Psychrobacter maritimus 748 oFnfol oA 7 2015-07-31
MEBiC10803 Psychrobacter marincola 748 oFnfol oA 7 2015-07-31
MEBiC10804 Psychrobacter celer 745 oFufol oA 7 2015-07-31
MEBIiC10805 Psychrobacter piscatorii AE Frtol AT 2015-07-31
MEBIC10806 Roseovarius litoreus 735 gutol AT 2015-07-31
MEBIC10807  |Psychrobacter marincola AE Frtel oA 2015-07-31
MEBIC10808 | Bacillus cereus R Frtol e AT 2015-07-31
MEBIC10809  |Loktanella cinnabarina AEs Frtol AT 2015-07-31
MEBIC10810  |Loktanella soesokkakensis AEs Frtel AT 2015-07-31
MEBIC10811 Tropicibacter mediterraneus AEs el e AT 2015-07-31
MEBIC10812  |Pseudovibrio denitrificans AEs ol AT 2015-07-31
MEBIC10813  |Luteimonas abyssi AEs Frtol AT 2015-07-31
MEBIC10814  |Planktotalea frisia AEs ol AT+ 2015-07-31
MEBIC10815  |Loktanella soesokkakensis AEs Frtol AT 2015-07-31
MEBiC10816  |Hwangdonia seohaensis AEs ol AT 2015-07-31
MEBIC10818  |Bacillus toyonensis AEs Frtol AT 2015-07-31
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MEBiC10819 Dysgonomonas mossii 7B oFnulol oA 2015-07-31
MEBiC10820 Paracoccus carotinifaciens 7B oFufol oA 2015-07-31
MEBiC10821 Paracoccus caeni 748 oFufol A7 2015-07-31
MEBiC10822 Roseovarius crassostreae 748 oFufol A7 2015-07-31
MEBiC10823 Roseovarius halotolerans 4B oFnufol oA 2015-07-31
MEBiC10824 Pseudovibrio ascidiaceicola 7B oFufol oA 2015-07-31
MEBIiC10825 Rheinheimera aquimaris 4B oFufol A7 2015-07-31
MEBiC10826 Rheinheimera baltica 745 Fufol A7 2015-07-31
MEBiC10827 Pseudovibrio denitrificans 7B Fufol oA 7 2015-07-31
MEBiC10828 Rhodococcus corynebacterioides ZdEs| ol oA 2015-07-31
MEBIC10829  |Rhodococcus fascians AEs Frtol oA 2015-07-31
MEBIC10830  |Roseivirga spongicola AEs| Frtol oA 2015-07-31
MEBIC10831  |Roseobacter denitrificans AE ol ed T 2015-07-31
MEBIC10832  |Paracoccus chinensis 7 &3] Frto] AT 2015-07-31
MEBiC10833 Oceanobacillus profundus AEs| Frto| AT 2015-07-31
MEBIC10834  |Ornithinimicrobium kibberense AEs| Frto| oA 2015-07-31
MEBIC10835  |Paenibacillus dongdonensis AEs Frtol AT 2015-07-31
MEBIC10837  |Erythrobacter pelagi ZAEs| Frtol AT 2015-07-31
MEBIC10839  |Blastomonas natatoria AE ol oAt 2015-07-31
MEBiC10840  |Bacillus aryabhattai ZAEs| ol AT 2015-07-31
MEBIC10841  |Bacillus aquimaris AEs Grtol o7 2015-07-31
MEBIC10842  |Bacillus algicola ZAEs Frtol AT 2015-07-31
MEBIC10843  |Bacillus cereus 753 gutol L AT 2015-07-31
MEBIC10844  |Vibrio gigantis A5 Frtol AT 2015-07-31
MEBiC10845 Bacillus sonorensis 7 B8] ol oA 2015-07-31
MEBiC10846  |Kocuria flava AE Frtol e AT 2015-07-31
MEBiC10847 Bacillus cereus 748 oFufol A7 2015-07-31
MEBIiC10848 Brachybacterium paraconglomeratum AESFurol AT 2015-07-31
MEBIiC10849 Brachybacterium tyrofermentans AEI ol AT 2015-07-31
MEBiC10850 Bacillus safensis 7B oFufol oA 2015-07-31
MEBIiC10851 Bacillus sonorensis 4B oFnfol oA 7 2015-07-31
MEBiC10852 Bacillus tequilensis 4B oFufol A7 2015-07-31
MEBiC10853 Bacillus toyonensis 745 Fufol oA 7 2015-07-31
MEBiC10854 Bacillus vietnamensis 7 &8 ol oA 2015-07-31
MEBIC10855 Bhargavaea cecembensis AE Frtol oA 2015-07-31
MEBiC10856  |Bizionia paragorgiae AEs Frtol oA 2015-07-31
MEBIC10857  |Aureimonas altamirensis AEs Frtol oA 2015-07-31
MEBIC10858  |Aurantimonas coralicida A& ol AT 2015-07-31
MEBIC10859  |Aurantimonas coralicida AEs| ol AT 2015-07-31
MEBiIC10860  |Arthrobacter agilis AEs| Frtol oA 2015-07-31
MEBIC10861  |Arsenicicoccus bolidensis AEs Frtol AT 2015-07-31
MEBIC10862  |Arenibacter troitsensis ZAEs Frtol AT 2015-07-31
MEBIC10863 Vibrio pomeroyi A5 Frtol AT 2015-07-31
MEBIC10864  |Aquimarina mytili A58 ol AT 2015-07-31
MEBiIC10865  |Aquamicrobium ahrensii ZAEs| ol AT 2015-07-31
MEBiC10866  |Alteromonas macleodii ZAEs Frtol AT 2015-07-31
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MEBIC10867 | Alteromonas_addita R Futol e AT 2015-07-31
MEBiIC10868 Sanguibacter keddieii 748 ofufol A7 2015-07-31
MEBiC10869 Salegentibacter mishustinae 748 oFnfol A7 2015-07-31
MEBiC10870 Salegentibacter echinorum 748 oFnfol oA 7 2015-07-31
MEBiC10871 Ruegeria mobilis 7B oFnfol oA 2015-07-31
MEBiC10872 Ruegeria mobilis 748 oFnfol oA 7 2015-07-31
MEBiC10873 Ruegeria arenilitoris 748 oFnfol oA 7 2015-07-31
MEBiC10874 Cobetia amphilecti 748 oFufol oA 7 2015-07-31
MEBIiC10875 Ruegeria atlantica 748 oFnfol oA 7 2015-07-31
MEBiC10876 Ruegeria arenilitoris 7 &8 ol oA 2015-07-31
MEBIC10877  |Roseovarius nubinhibens R Frtol e AT+ 2015-07-31
MEBIC10878  |Altererythrobacter gangjinensis ZAE s Frtel o ‘7‘ OJ 2015-07-31
MEBIC10879 Algoriphagus yeomjeoni A Es kol oA T+ 2015-07-31
MEBIC10880  |Algoriphagus ornithinivorans AEs kol e AT+ 2015-07-31
MEBIC10881  |Algibacter wandonensis AEs Frto| AT 2015-07-31
MEBIC10882  |Agrococcus jejuensis AEs el oA 2015-07-31
MEBIC10883  |Agrococcus baldri A5 Futel AT 2015-07-31
MEBIC10885  |Aeromicrobium ginsengisoli AEs Frtol AT 2015-07-31
MEBIC10886 Acinetobacter venetianus 76‘ '5'1‘ gutel AT 2015-07-31
MEBIC10887  |Labrenzia alba S kol e AT 2015-07-31
MEBiC10888 Cohaesibacter gelatinilyticus 3 guto]l e AT 2015-07-31
MEBiC10889 Cobetia_marina Bajoknlol oA 2015-07-31
MEBiC10890 Cobetia marina Bajoknlol oA 2015-07-31
MEBIC10891  |Cobetia amphilecti 73 % 3 Futol AT 2015-07-31
MEBIC10892 Citromicrobium bathyomarinum 7 Bal oFnlo]l AT+ 2015-07-31
MEBiC10893 Cellulomonas pakistanensis 7 &8 ol oA 2015-07-31
MEBIC10894 | Brevundimonas nasdae 73 Eof gutol e Tl 2015-07-31
MEBIiC10895 Brevundimonas nasdae 7 B8] ol oA 2015-07-31
MEBIC10896 Brevibacterium iodinum 748 oFnfol oA 7 2015-07-31
MEBiC10897 Brevibacterium casei 7B oFufol oA 2015-07-31
MEBiIC10898 Paracoccus saliphilus 748 oFnfol oA 7 2015-07-31
MEBiC10899 Paracoccus rhizosphaerae 748 oFnfol oA 7 2015-07-31
MEBIC10900 Dietzia maris 745 gutol oA 2015-07-31
MEBiC10901 Paracoccus carotinifaciens 7 &8 ol oA 2015-07-31
MEBIC10902 Paracoccus marinus 745 oFufol oA 7 2015-07-31
MEBIC10903 | Paracoccus limosus R Frtol e AT+ 2015-07-31
MEBiC10904  |Ruegeria arenilitoris AEs ol edTd 2015-07-31
MEBIC10905  |Paracoccus homiensis AEs Frtol AT 2015-07-31
MEBIC10906  |Paracoccus siganidrum AEs Frtel AT 2015-07-31
MEBIC10907  |Paracoccus chinensis AEs el e AT 2015-07-31
MEBIiC10908 Tenacibaculum mesophilum AEs ol AT 2015-07-31
MEBIC10911 Pseudoalteromonas _issachenkonii AEs Frtol AT 2015-07-31
MEBIC10912  |Phaeobacter gallaeciensis AEs ol AT+ 2015-07-31
MEBiC10914  |Staphylococcus warneri A5 Futel AT 2015-07-31
MEBIC10916  |Paracoccus tibetensis AEs ol AT 2015-07-31
MEBiC10917  |Paracoccus stylophorae ZAEs el AT 2015-07-31
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MEBIC10918 Pseudoalteromonas shioyasakiensis 7B oFnulol oA 2015-07-31
MEBiC10920 Pseudoalteromonas undina 7B oFufol oA 2015-07-31
MEBiC10926 Prolinoborus fasciculus 748 oFufol A7 2015-07-31
MEBIiC10927 Agrococcus jejuensis AEFurol AT 2015-07-31
MEBiC10928 Polaribacter atrinae 4B oFnufol oA 2015-07-31
MEBiC10929 Planomicrobium flavidum 7B oFufol oA 2015-07-31
MEBIC10930 Planomicrobium alkanoclasticum 4B oFufol A7 2015-07-31
MEBiC10931 Planococcus rifietoensis 745 Fufol A7 2015-07-31
MEBiC10932 Planococcus plakortidis 7B Fufol oA 7 2015-07-31
MEBiC10933 Planococcus maritimus ZdEs| ol oA 2015-07-31
MEBIC10934  |Pseudovibrio ascidiaceicola AEs Frtol oA 2015-07-31
MEBIC10937  |Arthrobacter nicotinovorans AEs| Frtol oA 2015-07-31
MEBIC10938 | Vibrio shilonii B E3 Frtol e AT 2015-07-31
MEBiC10940  |Bacillussafensis 7 &3] Frto] AT 2015-07-31
MEBiC10942 | Vibrio xuii B3 Frtol e AT 2015-07-31
MEBiC10943 Vitellibacter vladivostokensis AEs| Frto| oA 2015-07-31
MEBiC10944 Winogradskyella arenosi AEs Frtol AT 2015-07-31
MEBIC10945 | Zobellia_russellii ZBE ol e AT 2015-07-31
MEBIC10946  |Rheinheimera aquimaris A5 Futel oAt 2015-07-31
MEBiC10947  |Flavivirga jejuensis ZAEs| ol AT 2015-07-31
MEBiC10949  |Micrococcus luteus ZAEs ol AT 2015-07-31
MEBiC10950  |Exiguobacterium oxidotolerans ZAEs Frtol AT 2015-07-31
MEBiC10951 Exiguobacterium marinum A5 el oAt 2015-07-31
MEBiC10952  |Ruegeria atlantica A5 Frtol AT 2015-07-31
MEBiC10953 Erythrobacter citreus 7 B8] ol oA 2015-07-31
MEBiC10954  |Psychrobacter pulmonis AE Frtol e AT 2015-07-31
MEBIiC10955 Pseudovibrio japonicus 748 oFufol A7 2015-07-31
MEBiC10956 Pseudovibrio denitrificans 748 oFufol oA 2015-07-31
MEBiC10957 Pseudovibrio ascidiaceicola 7B oFufol oA 2015-07-31
MEBiC10958 Pseudomonas benzenivorans 7B oFufol oA 2015-07-31
MEBIC10959 Pseudoalteromonas issachenkonii 4B oFnfol oA 7 2015-07-31
MEBIC10960 Pseudoalteromonas translucida 4B oFufol A7 2015-07-31
MEBIC10963 Pseudoalteromonas shioyasakiensis 745 Fufol oA 7 2015-07-31
MEBiC10965 Ruegeria atlantica 7 &8 ol oA 2015-07-31
MEBiIC10966  |Erythrobacter pelagi AE Frtol oA 2015-07-31
MEBiC10967  |Psychrobacter faecalis AEs Frtol oA 2015-07-31
MEBIC10968  |Pseudovibrio japonicus AE ol ed T 2015-07-31
MEBIC10969  |Pseudovibrio denitrificans A& ol AT 2015-07-31
MEBIC10970  |Pseudovibrio ascidiaceicola AEs| ol AT 2015-07-31
MEBIC10971  |Jeotgalicoccus psychrophilus AEs| Frtol oA 2015-07-31
MEBIC10972  |Ruegeria arenilitoris AEs Frtol AT 2015-07-31
MEBIC10973  |Joostella atrarenae AE ol AT 2015-07-31
MEBIiC10974  |Kiloniella laminariae A5 Frtol AT 2015-07-31
MEBIC10975  |Stenotrophomonas acidaminiphila A58 ol AT 2015-07-31
MEBiC10976  |Stenotrophomonas rhizophila ZAEs| ol AT 2015-07-31
MEBIC10977  |Sulfitobacter dubius ZAEs Frtol AT 2015-07-31
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MEBiIC10979  |Sulfitobacter pontiacus ZAEs el oAt 2015-07-31
MEBiC10980 Tenacibaculum lutimaris 748 ofufol A7 2015-07-31
MEBiC10982 Tenacibaculum Ilutimaris 748 oFnfol A7 2015-07-31
MEBiC10983 Bacillus safensis 748 oFnfol oA 7 2015-07-31
MEBIC10984 | Knoellia flava AEsFrrol o A7 2015-07-31
MEBiC10985 Kocuria marina 748 oFnfol oA 7 2015-07-31
MEBiC10986 Kocuria palustris 748 oFnfol oA 7 2015-07-31
MEBiC10987 Psychrobacter submarinus 748 oFufol oA 7 2015-07-31
MEBiC10988 Citreicella aestuarii 748 oFnfol oA 7 2015-07-31
MEBIiC10989 Labrenzia aggregata AE Frtol AT 2015-07-31
MEBIC10990  |Kytococcus sedentarius AE FrtoledTd 2015-07-31
MEBIC10992  |Lacinutrix mariniflava 758 Frtol 2 ?* °4 2015-07-31
MEBIC11003  |Janibacter limosus A Es kol oA T+ 2015-07-31
MEBiC11004  |Pseudovibrio denitrificans AEI Frrol AT 2015-07-31
MEBIC11005  |Shewanella indica AEs Frto| AT 2015-07-31
MEBIC11006  |Loktanella variabilis 0 i | el el s R 2015-07-31
MEBIC11009  |Shewanella indica AEs Frtol AT 2015-07-31
MEBIC11010 Planococcus maritimus AEs Frtol AT 2015-07-31
MEBIC11011 Pseudoalteromonas nigrifaciens 76‘ '5'1‘ gutel AT 2015-07-31
MEBIC11012 Terribacillus halophilus 3 gutol e AT 2015-07-31
MEBIC11013 Terribacillus saccharophilus 3 guto]l e AT 2015-07-31
MEBIC11015 Vibrio alginolyticus 3 guto]l e AT 2015-07-31
MEBIC11017 Vibrio alginolyticus 3 gutel e AT 2015-07-31
MEBIC11018  |Dichotomicrobium_thermohalophilum 73'3‘ ol oAt 2015-07-31
MEBIC11022 Ruegeria atlantica 7 Bal oFnlo]l AT+ 2015-07-31
MEBiC11023 Shimia isoporae 7 &8 ol oA 2015-07-31
MEBiC11024  |Shimia_marina 73 Eof gutol e Tl 2015-07-31
MEBIiC11028 Sporosarcina luteola 7 B8] ol oA 2015-07-31
MEBIC11029 Staphylococcus capitis subsp. Urealyticus | 73 53| Fvtol A< 2015-07-31
MEBIiC11030 Staphylococcus warneri AEFurol AT 2015-07-31
MEBiC11037 Microbacterium aquimaris 748 oFnfol oA 7 2015-07-31
MEBiC11039 Ruegeria atlantica 748 oFnfol oA 7 2015-07-31
MEBiC11040 Terribacillus halophilus 745 oFufol oA 7 2015-07-31
MEBiC11041 Vibrio vulnificus 7 &8 ol oA 2015-07-31
MEBIC11043 Erythrobacter citreus 745 oFufol oA 7 2015-07-31
MEBiC11044  |Bacillus safensis AEFurol T 2015-07-31
MEBIC11045 | Pseudovibrio_ascidiaceicola R Frtol e AT 2015-07-31
MEBIC11046  |Pseudoalteromonas prydzensis AEs ol e AT 2015-07-31
MEBIC11049  |Micrococcus endophyticus AEs Frtel AT 2015-07-31
MEBIC11050  |Paracoccus homiensis AEs el e AT 2015-07-31
MEBIC11051  |Ruegeria arenilitoris AEs ol AT 2015-07-31
MEBIC11053  |Bacillus safensis AEs Frtol AT 2015-07-31
MEBiC11054 Winogradskyella rapida AEs ol AT+ 2015-07-31
MEBIC11055 | Psychrobacter marincola AEs Frtol AT 2015-07-31
MEBIC11058  |Paracoccus siganidrum ZAEs el edTd 2015-07-31
MEBIC11059  |Paracoccus siganidrum ZAEs el AT 2015-07-31
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MEBIC11060 Pseudoalteromonas xishaensis 7B oFnulol oA 2015-07-31
MEBIiC11061 Acinetobacter johnsonii 7B oFufol oA 2015-07-31
MEBiC11062 Psychrobacter piscatorii 748 oFufol A7 2015-07-31
MEBiC11063 Psychrobacter marincola 748 oFufol A7 2015-07-31
MEBIiC11064 Staphylococcus warneri AEFurol AT 2015-07-31
MEBiC11066 Ruegeria atlantica 7B oFufol oA 2015-07-31
MEBIiC11067 Rhodococcus cerastii 4B oFufol A7 2015-07-31
MEBiC11073 Ruegeria atlantica 745 Fufol A7 2015-07-31
MEBIiC11074 Exiguobacterium profundum AE ol a7 2015-07-31
MEBIiC11075 Exiguobacterium aestuarii ZdEs| ol oA 2015-07-31
MEBiIC11077  |Exiguobacterium profundum AEs Frtol oA 2015-07-31
MEBIC11080  |Dietzia_maris 0 i I el el B R e 2015-07-31
MEBIC11081  |Psychrobacter pacificensis AEs Frtol oA 2015-07-31
MEBIC11082  |Ruegeria conchae AEs| ol oA 2015-07-31
MEBIC11085  |Shewanella pacifica AEs| Frto| AT 2015-07-31
MEBIC11086  |Pseudoalteromonas shioyasakiensis AEs| Frto| oA 2015-07-31
MEBIC11087  |Paracoccus limosus AEs Frtol AT 2015-07-31
MEBIC11088  |Bacillus xiamenensis ZAEs| Frtol AT 2015-07-31
MEBIC11089  |Kytococcus sedentarius A5 Futel oAt 2015-07-31
MEBIC11090  |Aquimarina latercula ZAEs| ol AT 2015-07-31
MEBiC11091 Bacillus siamensis ZAEs ol AT 2015-07-31
MEBIC11092  |Sphingorhabdus litoris ZAEs Frtol AT 2015-07-31
MEBIC11093 |Shewanella_loihica BEN ol edT 2015-07-31
MEBIC11092 Sphingorhabdus litoris Department de biology 2015-10-15
MEBiC02087 Thalassomonas sediminis A ATA 2015-11-25
MEBIC09397 Marinobacter hydrocarbonoclasticus Ag i gta 2016-03-10
MEBIC06640 Yeosuana aromativorans A& Eta 2016-03-10
MEBIC05741 Kordiimonas gwangyangensis A&t 2016-03-10
MEBIC10002 Psychrobacter arcticus of Al oF 2016-03-11
MEBIC02155 Psychrobacterluti of Al oF 2016-03-11
MEBIC01625 Psychrobacter pulmonis of Al oF 2016-03-11
MEBIC01485 Psychrobacteralimentarius o -&-Al oF 2016-03-11
MEBIC01467 Psychrobacternivimaris o -&-Al oF 2016-03-11
MEBIC00894 Psychrobacter  proteolyticus of Al oF 2016-03-11
MEBiC08422 Ruegeria pomeroyi A&t 2016-04-27
MEBiC09404 roseovarius  tolerans AE&digta 2016-04-27
MEBiC08422 Ruegeria  pomeroyi A&t 2016-05-09
MEBiC09404 Roseovarius  tolerans A&t 2016-05-09
MEBIC07790 Spongi_imonas _sp. T s 2016-06-16
MEBIC06645 Novosphingobium _pentaromativorans T st 2016-06-16
MEBIiC03014 Altererythrobacter _epoxidivorans g st 2016-07-14
MEBiC00022 Alteromonas hispanica YN IV EALH 2016-11-11
MEBIC00039  |Photobacterium leiognathi YN SN EALH 2016-11-11
MEBIC00049 Echinicola viethamensis TN GV EALH 2016-11-11
MEBiC00055 Halomonas taeanensis TYIN G EALH 2016-11-11
MEBIiC00083 |Bacillus decolorationis STHH I EALH 2016-11-11

- 225 -

g7 RS ERNS A3 %71 AFdx
MEBiIC00090 Mesonia motionis S HN I EAL T 2016-11-11
MEBIC00114 Photobacterium lutimaris = HN I AL T 2016-11-11
MEBIiC00116 Photobacterium lutimaris =S HN T EAL T 2016-11-11
MEBIC00151 Photobacterium rosenbergii =S HN I AL 2016-11-11
MEBIC00155 Photobacterium lutimaris = HN I EAL T 2016-11-11
MEBIC00174 Cobetia marina S HN S EAL T 2016-11-11
MEBIC00182 Paramoritella alkaliphila =S HN T EAL T 2016-11-11
MEBIC00292 Jeotgalibacillus campisalis THHFAEALH 2016-11-11
MEBIiC00324 Bacillus barbaricus =S HN S EAL T 2016-11-11
MEBIC00325 Idiomarina seosinensis =S HN S EAL T 2016-11-11
MEBiC00332 | Bacillus simplex TYSNFAEALT 2016-11-11
MEBIC00401 | Bacillus aquimaris TYSNFAEALT 2016-11-11
MEBiC00412 Yeosuana aromativorans THHFAEALH 2016-11-11
MEBiC00424 Fictibacillus solisalci SHHFEEALH 2016-11-11
MEBIC00487  |Psychromonas profunda SHHFEEALH 2016-11-11
MEBIC00501 | Microbacterium _lacticum THA S EALH 2016-11-11
MEBiC00569 Psychrobacter glacincola TN I EALH 2016-11-11
MEBIC00575 Marivirga tractuosa YIS EALT 2016-11-11
MEBIC00628 Pseudoalteromonas piscicida YN FNEALH 2016-11-11
MEBIiC00667 Pseudoalteromonas piscicida TN G EALH 2016-11-11
MEBiC00668 Flavobacterium kamogawaensis YN G EALH 2016-11-11
MEBiC00672 Vibrio alginolyticus TN G EALH 2016-11-11
MEBiC00678 Flavobacterium columnare TR TV EALS 2016-11-11
MEBiC00758 Pseudomonas_citronellolis YN G EALH 2016-11-11
MEBIiC00793 Flavobacterium kamogawaensis S HN I EAL T 2016-11-11
MEBIiC00846 Flavobacterium kamogawaensis =S HN I EAL T 2016-11-11
MEBIC00856 Pseudoalteromonas ganghwensis THHFAEALH 2016-11-11
MEBIC00862 | Pibocella ponti FYSFAEALT 2016-11-11
MEBIC00866 Flavobacterium kamogawaensis = HN I AL T 2016-11-11
MEBIiC00877 Aquimarina latercula =S HN I EAL T 2016-11-11
MEBIC00958 Flavobacterium kamogawaensis =S HN I EAL T 2016-11-11
MEBiC00962 Flavobacterium kamogawaensis = HN T EAL T 2016-11-11
MEBIiC01026 Vibrio rumoiensis = HN S EAL T 2016-11-11
MEBIiC01034 Tenacibaculum ovolyticum =S HN S EAL T 2016-11-11
MEBiC01049 Olleya marilimosa = HN S EAL T 2016-11-11
MEBIC01069 | Ruegeria atlantica FYSFAEALT 2016-11-11
MEBiC01070  |Endozoicomonas elysicola SHHFEEALH 2016-11-11
MEBiC01073 Pseudoruegeria aquimaris THHFAEALH 2016-11-11
MEBIC01080  |Bizionia saleffrena SHHFEEALH 2016-11-11
MEBIC01081 Pseudovibrio japonicus SHHFEEALH 2016-11-11
MEBiC01084 Bacillus sonorensis TN I EALT 2016-11-11
MEBiC01089 Endozoicomonas nickelotolerans YIS EALT 2016-11-11
MEBIC01091 Vibrio splendidus TGN EALH 2016-11-11
MEBIC01100 Porphyrobacter sanguineus YN G EALH 2016-11-11
MEBiC01116 Pseudoalteromonas citrea TR TN EALS 2016-11-11
MEBIC01118 Winogradskyella thalassocola THIN G EALH 2016-11-11
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MEBIC01122 Bacillus decolorationis = HN I EAL T 2016-11-11
MEBIiC01126 Bacillus algicola = T EAL T 2016-11-11
MEBIiC01132 Tenacibaculum maritimum = H T AL T 2016-11-11
MEBIC01137 Microbulbifer epialgicus THHFEEALH 2016-11-11
MEBIiC01139 Aquimarina latercula = T EAL T 2016-11-11
MEBIiC01141 Tenacibaculum soleae = HN T EAL T 2016-11-11
MEBIC01146  |Colwellia aestuarii FHA I EALH 2016-11-11
MEBiC01148  |Shewanella japonica SRSV EALH 2016-11-11
MEBIC01151 Tenacibaculum aestuarii U S =L 2016-11-11
MEBIiC01153 Loktanella maricola S HN S EAL S 2016-11-11
MEBiC01154 Gilvibacter sediminis YA FBEAAH 2016-11-11
MEBIC01155 Glaciecola psychrophila THHFYEAL S 2016-11-11
MEBIC01156  |Pseudoruegeria aquimaris SHHFEEAL S 2016-11-11
MEBIC01157  |Litoreibacter albidus SHA I EAL T 2016-11-11
MEBIC01158  |Gilvibacter sediminis THA I EALH 2016-11-11
MEBIC01163  |Tenacibaculum discolor THA I EA LT 2016-11-11
MEBIiC01264 | Dokdonia diaphora SRSV EALH 2016-11-11
MEBIC01289 Aquimarina latercula YN G EALH 2016-11-11
MEBiC01299 Sporosarcina saromensis YN G EALH 2016-11-11
MEBiC01305 Sporosarcina saromensis TN FNEALH 2016-11-11
MEBIC01310 Bacillus cereus THNFVEAL S 2016-11-11
MEBiC01311 Bacillus aquimaris TYN GV EALH 2016-11-11
MEBIC01320 Lysinibacillus fusiformis THNFVEAL B 2016-11-11
MEBIiC01322 Halobacillus trueperi YN FA AL 2016-11-11
MEBIiC01328 Sporosarcina saromensis YN FA AL 2016-11-11
MEBIiC01332 Bacillus circulans S HN I AL 2016-11-11
MEBiC01338 Arthrobacter nicotianae TYHN N EALH 2016-11-11
MEBiC01341 Microbacterium paraoxydans THIN G EALH 2016-11-11
MEBiC01344  |Cobetia marina THAFYEALS 2016-11-11
MEBIC01355 Photobacterium lipolyticum P S EAL S 2016-11-11
MEBIC01358 Microbacterium paraoxydans THHFVEALH 2016-11-11
MEBIiC01359 Bacillus circulans S HN TSR 2016-11-11
MEBIiC01369 Bacillus megaterium S HIN S EAL S 2016-11-11
MEBiC01378 Bacillus barbaricus YA FBEAAH 2016-11-11
MEBiC01385 Exiguobacterium undae THHFEEAL S 2016-11-11
MEBIC01390  |Bacillus subtilis FHA I EA LT 2016-11-11
MEBIiC01423  |Bacillus flexus SRSV EAL S 2016-11-11
MEBIiC01436  |Bacillus pumilus SHHFEEALH 2016-11-11
MEBIiC01447  |Muricauda lutimaris SHA I EALH 2016-11-11
MEBIC01458  |Alteromonas tagae SRSV EALH 2016-11-11
MEBIiC01464 Exiguobacterium undae YN S EAL S 2016-11-11
MEBIiC01492 Bacillus algicola YN FA AL 2016-11-11
MEBIiC01495 Bacillus aquimaris S HNF AL 2016-11-11
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MEBIC01504 Methylophaga thiooxidans YN I EALH 2016-11-11
MEBIiC01586 Alteromonas macleodii YN EALH 2016-11-11
MEBIC01588 Staphylococcus warneri TPV EALH 2016-11-11
MEBIC01589 Alcanivorax dieselolei S HN I EAL T 2016-11-11
MEBIC01590 Pantoea agglomerans THHFAEALH 2016-11-11
MEBIiC01617 Pseudomonas alcaligenes YN FEAL S 2016-11-11
MEBIiC01803 Paracoccus zeaxanthinifaciens S HN S EAL T 2016-11-11
MEBiC01819 Psychroserpens mesophilus Y S =L 2016-11-11
MEBIiC01842 Thalassobius mediterraneus U S EAL T 2016-11-11
MEBIiC01863 Psychroserpens burtonensis U S EA LS 2016-11-11
MEBIiC01926  |Sphingopyxis flavimaris TPV EALH 2016-11-11
MEBIC01930  |Gaetbulibacter saemankumensis THAFEALH 2016-11-11
MEBiC01931 Algibacter lectus THHFEEALH 2016-11-11
MEBIC01934  |Litoreibacter janthinus THHFEEALH 2016-11-11
MEBiC01938 Sphingopyxis flavimaris SHHFEEAL S 2016-11-11
MEBIC01939  |Sphingopyxis flavimaris YN G EALH 2016-11-11
MEBIC02018  |Jeotgalicoccus halotolerans THNFVEALH 2016-11-11
MEBIiC02026  |Bacillus arenosi THAFEEADE 2016-11-11
MEBIC02150 Psychrobacter pacificensis THAFAEALH 2016-11-11
MEBIiC02161 Acinetobacter johnsonii YN I EAL T 2016-11-11
MEBiC02208 Olleya marilimosa TN EALH 2016-11-11
MEBiC02214 Winogradskyella eximia T YN FAEALH 2016-11-11
MEBiC02222 Psychrobacillus psychrodurans THNFVEA LS 2016-11-11
MEBiC02231 Arthrobacter stackebrandtii YN G EALH 2016-11-11
MEBiC02244 Arthrobacter ardleyensis T YN G EALH 2016-11-11
MEBiC02277 Pseudomonas fluorescens YN EALH 2016-11-11
MEBIiC02278 Psychromonas arctica S HN I AL T 2016-11-11
MEBIiC02280 Arthrobacter stackebrandtii YN FAEAL T 2016-11-11
MEBIiC02283 Arthrobacter ardleyensis S HN I EAL T 2016-11-11
MEBIiC02290 Marinobacter maritimus SHN S EAL T 2016-11-11
MEBIiC02318 Olleya marilimosa S HN S EAL T 2016-11-11
MEBIiC02330  |Paracoccus carotinifaciens TPV EALH 2016-11-11
MEBIC02349  |Zobellia amurskyensis TPV EALH 2016-11-11
MEBIC02358  |Pseudomonas fluorescens TPV EALH 2016-11-11
MEBiC02404 Psychroserpens burtonensis U S EAL T 2016-11-11
MEBIC02431 Winogradskyella eximia SHHFEEALH 2016-11-11
MEBI (02433 Winogradskyella eximia SHHFEEAL S 2016-11-11
MEBiC02441 Winogradskyella eximia YN EALH 2016-11-11
MEBiC02447  |Winogradskyella eximia TGN EALH 2016-11-11
MEBIC02556  |Ulvibacter antarcticus THAFE2ALH 2016-11-11
MEBIiC02705 Bacillus cibi T YT EAAH 2016-11-11
MEBIiC02713 Jeotgalibacillus alimentarius YN FAEAL T 2016-11-11
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MEBiC02737 Bacillus megaterium YNV EALH 2016-11-11
MEBIiC02758 Thalassomonas agarivorans THNFVEAL S 2016-11-11
MEBiC02782 Thalassomonas viridans TR FVEAL S 2016-11-11
MEBIiC02913 Bacillus cereus S HN S AL 2016-11-11
MEBIC02918 Psychrobacillus psychrodurans THHFAEAL S 2016-11-11
MEBIiC02958 Vibrio ichthyoenteri S HN I AL 2016-11-11
MEBIiC02959 Photobacterium indicum S HN T EAL T 2016-11-11
MEBiC02979  |Maribacter dokdonensis FHA I EALH 2016-11-11
MEBiC02988  |Maribacter dokdonensis FHA I EALH 2016-11-11
MEBIiC02991 Winogradskyella eximia SRSV EALH 2016-11-11
MEBIC03017 Vibrio gigantis SRSV EALH 2016-11-11
MEBiC03121  |Bacillus benzoevorans SHA I EALH 2016-11-11
MEBiC03131 Renibacterium salmoninarum YA FBEAAH 2016-11-11
MEBIC03140  |Bacillus barbaricus THA I EAL T 2016-11-11
MEBIC03150  |Psychrobacillus psychrodurans THHFYEALH 2016-11-11
MEBiC03157  |Bacillus horikoshii THAFEALH 2016-11-11
MEBIC03159  |Bacillus psychrosaccharolyticus THNFVEALH 2016-11-11
MEBiC03177  |Fictibacillus solisalci THA I EAL T 2016-11-11
MEBIiC03191 Halomonas variabilis YN FAYEAL T 2016-11-11
MEBiC03201 Bacillus badius YT EAAH 2016-11-11
MEBiC03203 Bacillus foraminis TYN G EALH 2016-11-11
MEBiC03204  |Bacillus badius THAFYEALH 2016-11-11
MEBiC03207 Pseudomonas putida TYIN G EALH 2016-11-11
MEBiC03209 |Bacillus barbaricus THAFYEALS 2016-11-11
MEBiC03217  |Bacillus badius THAFYEALH 2016-11-11
MEBIC03230 Bacillus psychrosaccharolyticus THHFAEAL S 2016-11-11
MEBIiC03242 Bacillus psychrosaccharolyticus THHFAEALH 2016-11-11
MEBiC03310 Bacillus badius YT EAAH 2016-11-11
MEBiC03340 Bacillus badius ST EAAH 2016-11-11
MEBiC03343 Lysobacter concretionis U S EAL S 2016-11-11
MEBIiC03347  |Bacillus boroniphilus SRSV EALH 2016-11-11
MEBiC03381  |Micrococcus luteus SHA I EALH 2016-11-11
MEBiC03386  |Bacillus badius SHA I EAL T 2016-11-11
MEBiC03388 Micrococcus luteus YT EAAH 2016-11-11
MEBiC03396  |Erythrobacter piscidermidis THHFEEAL S 2016-11-11
MEBIiC03402  |Gilvibacter sediminis THA I EAL T 2016-11-11
MEBiC03419  |Pseudoalteromonas ganghwensis THHFEEAL S 2016-11-11
MEBiC03433 Muricauda ruestringensis TSN EALH 2016-11-11
MEBIiC03476  |Flavobacterium haoranii SHA I EALH 2016-11-11
MEBIC03594  |Sphingobium chungbukense THHFVEALH 2016-11-11
MEBIiC05008 Erythrobactergaetbuli YN I EAL T 2016-11-11
MEBIiC05052 Phaeobacter gallaeciensis YN I AL 2016-11-11
MEBiC05063 Gaetbulibacter saemankumensis THNFVEAL S 2016-11-11
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MEBIC05115 Alteromonaslitorea THNFVEAL S 2016-11-11
MEBIiC05134 Photobacteriumlipolyticum TP STV EAL S 2016-11-11
MEBiC05258 Bacillus methanolicus YA EALH 2016-11-11
MEBIiC05324 Aquimarina muelleri S HN I EAL T 2016-11-11
MEBIC05379 Psychroserpens mesophilus THHFAEALH 2016-11-11
MEBIiC05396 Bacillus decolorationis YN FEAL S 2016-11-11
MEBIiC05420 Paraferrimonas sedimenticola S HN S EAL T 2016-11-11
MEBiC05422 Vibrio ichthyoenteri TPV EA LT 2016-11-11
MEBIiC05441 Pseudoalteromonas tetraodonis U S EAL T 2016-11-11
MEBIiC05444  |Paraferrimonas sedimenticola THNFVEALH 2016-11-11
MEBIC05461  |Amphritea spongicola TPV EALH 2016-11-11
MEBIC05494  |Exiguobacterium acetylicum TPV EALH 2016-11-11
MEBiC05537  |Nocardioides furvisabuli THHFEEALH 2016-11-11
MEBIC05568  |Ruegeria atlantica THHFEEALH 2016-11-11
MEBiC05580 Winogradskyella poriferorum SHHFEEAL S 2016-11-11
MEBiC05596 Microbacterium oxydans THFNEA LS 2016-11-11
MEBIC05692 Vibrio ichthyoenteri THNFVEALH 2016-11-11
MEBIC05721  |Rhizobium radiobacter THAFEEADE 2016-11-11
MEBIiC05907 Mycobacterium monacense YN I AL 2016-11-11
MEBIC05911 Gordonia polyisoprenivorans THHFAEALH 2016-11-11
MEBiC06024 Ketogulonicigenium vulgare TP FVEAL S 2016-11-11
MEBiC06027 Pseudoalteromonas luteoviolacea T YN FAEALH 2016-11-11
MEBiC06046 Pseudoalteromonas ganghwensis T YN FAEALH 2016-11-11
MEBiC06057 Ruegeria pelagia YN EALH 2016-11-11
MEBiC06089 Tenacibaculum maritimum T YN FNEALH 2016-11-11
MEBIiC06102 Tenacibaculum litopenaei S HN I EAL T 2016-11-11
MEBIC06122 Stakelama pacifica THHFEEALH 2016-11-11
MEBIC06147 Sphingopyxis witflariensis THHFAEALH 2016-11-11
MEBIC06148 Novosphingobium indicum THHFEEALH 2016-11-11
MEBIiC06150 Psychrobacter pacificensis U I EAL T 2016-11-11
MEBiC06171 Hyphomonas jannaschiana U S EAL T 2016-11-11
MEBIiC06175  |Rhodobacter sphaeroides TPV EALH 2016-11-11
MEBIiC06179 Flavobacterium kamogawaensis Y S EAL T 2016-11-11
MEBiC06206 Gaetbulibacter saemankumensis T HAFAEAL S 2016-11-11
MEBiC06211 Tamlana crocina THHFEEALH 2016-11-11
MEBIiC06243 | Neptunomonas japonica THHFEEALH 2016-11-11
MEBIC06248  |Arcobacter nitrofigilis SHHFEEALH 2016-11-11
MEBiC06261 Olleya marilimosa YA EALH 2016-11-11
MEBIC06269  |Maribacter arcticus THAFEEADH 2016-11-11
MEBiC06270  |Olleya marilimosa THAFAEALH 2016-11-11
MEBIiC06272 Leeuwenhoekiella marinoflava YN FAEAL T 2016-11-11
MEBIiC06296 Colwellia aestuarii YN I EAL T 2016-11-11
MEBIiC06318 Marinobacterium litorale TP FVEA LS 2016-11-11
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MEBIiC10753 Dietzia cinnamea AA o g 2017-02-06
MEBiC10754 Dietzia maris AA o g 2017-02-06
MEBiC08714 Echinicolavietnamensis AA g 2017-02-06
MEBiC10749 Erythrobacter gangjinensis AAM & 2017-02-06
MEBIiC01253 Erythrobacter longus AAM g 2017-02-06
MEBIiC10750 Erythrobacter longus AAM g 2017-02-06
MEBiC09572 Erythrobacter nanhaisediminis A A o & 2017-02-06
MEBIiC10752 Erythrobacter vulgaris AA &k 2017-02-06
MEBIC09559 Flavivirga jejuensis A o 8t 2017-02-06
MEBIC01282 Gillisia_hiemivivida A &t 2017-02-06
MEBIC01254 Gillisia_mitskevichiae A&t 2017-02-06
MEBiC08487 Janibacter anophelis A M o 8}l 2017-02-06
MEBiC01271 Leifsonia rubra AA 8t 2017-02-06
MEBIC10779 Marinovum algicola AA 8t 2017-02-06
MEBIC10778 Marmoricola aequoreus AA 8t 2017-02-06
MEBIC10777 Mesonia algae AA sk 2017-02-06
MEBiC08385 Microbacteriumaerolatum AA s 2017-02-06
MEBiC10781 Microbacterium laevaniformans AA s 2017-02-06
MEBiC01358 Microbacterium paraoxydans A M| o &} 2017-02-06
MEBiC10755 Micrococcus yunnanensis AA s 2017-02-06
MEBIC10745 Oceanimonas baumannii A o 8t 2017-02-06
MEBIC10737 Oceanobacillus iheyensis A o 8t 2017-02-06
MEBIiC01266 Paracoccus carotinifaciens A o 8t 2017-02-06
MEBIiC01287 Paracoccus carotinifaciens A o 8t 2017-02-06
MEBiC01037 Polaribacter dokdonensis A o 8t 2017-02-06
MEBiC10756 Ruegeria arenilitoris AA st 2017-02-06
MEBiC01148 Shewanella japonica AAM o) &k 2017-02-06
MEBiC01268 Shewanella kaireitica AA st 2017-02-06
MEBIC01939 Sphingopyxis flavimaris AA T8t 2017-02-06
MEBIiC08773 Vibrionavarrensis AA g 2017-02-06
MEBiC01260 Zobellia russellii A &t 2017-02-06

&7 RS ENS &A1 EENB AFaA
MEBiC06331 Colwellia psychrerythraea Hal Ay %Z]-"' 2016-11-11
MEBiC06349 Vibrio  neptunius %%‘ | A EA2 2016-11-11
MEBiC06356 Gaetbulibacter saemankumensis T HA Y=Y 2016-11-11
MEBiC06363 Vibrio splendidus e kS J}gz}%% 2016-11-11
MEBiC06375 Flavobacterium kamogawaensis TGN EAAH 2016-11-11
MEBiC06376  |Dokdonia genika Sy FNEAAH 2016-11-11
MEBiC06387 Roseovarius crassostreae = G FAEA i]' 2016-11-11
MEBiC06391  |Kangiella koreensis FHA SN =AY 2016-11-11
MEBiC06392 Roseovarius aestuarii =G FAY =AY 2016-11-11
MEBiC06396 Joostella marina TH S EAY 2016-11-11
MEBiC06401  |Dokdonia donghaensis TP FNE }—L 2016-11-11
MEBiC06402  |Tenacibaculum skagerrakense %% ¥ EA 2016-11-11
MEBiC06405 | Nonlabens dokdonensis HalF =A< 2016-11-11
MEBiC06410  |Lacinutrix algicola #% 3 A %ZP%# 2016-11-11
MEBiC06412  |Psychroserpens burtonensis THAFY =AY 2016-11-11
MEBIiC06414 Nonlabens dokdonensis ER R gixl'%”]’ 2016-11-11
MEBiC06416  |Alteromonas macleodii FHAFA=ALE 2016-11-11
MEBiC06419 | Nonlabens dokdonensis THIA I =ALH 2016-11-11
MEBiC06420 Hoppeia youngheungensis ZHIFAEAL S 2016-11-11
MEBIiC06433 Tenacibaculum aestuarii ) FAYEAA B 2016-11-11
MEBIiC06434 Tenacibaculum ovolyticum THA G EALH 2016-11-11
MEBiC06435 Tenacibaculum aestuarii Ty S EAL T 2016-11-11
MEBiC06441 Colwellia aestuarii THA G EALATH 2016-11-11
MEBIiC06450 Flavobacterium kamogawaensis THA SN EALH 2016-11-11
MEBiC06459 Psychroserpens burtonensis THA SN EALH 2016-11-11
MEBiC06460  |Lacinutrix algicola TGN EAAH 2016-11-11
MEBiC06463 | Nonlabens dokdonensis THIA I =ALE 2016-11-11
MEBiC06467  |Enterovibrio nigricans Sy FNEAAH 2016-11-11
MEBiC06471  |Colwellia demingiae TGN =L =Jr 2016-11-11
MEBiC06476 Carboxylicivirga taeanensis TH S EAY 2016-11-11
MEBIiC06496 | Teredinibacter turnerae THHFY=A 2016-11-11
MEBiC06498 Ulvibacter antarcticus TP S EAY 2016-11-11
MEBiC06506  |Paracoccus aminophilus kR 2016-11-11
MEBIC06511  |Gaetbulibacter marinus THIA I =AY 2016-11-11
MEBIC06513 | Gaetbulibacter marinus THI I =AY 2016-11-11
MEBiC06631  |Jannaschia_rubra THI I =AY 2016-11-11
MEBiC06682  |Bacillus solimangrovi A SN EAY 2016-11-11
MEBiC06750  |Arcobacter nitrofigilis =43 FA EZ]"L 2016-11-11
MEBiC08767 Aquimarinamacrocephali A M| o & L 2017-02-06
MEBIiC03217 Bacillus badius AAM g 2017-02-06
MEBiC10766  |Bacillus firmus A M 8 2017-02-06
MEBiC01038 Bacillus thuringiensis A A o & 2017-02-06
MEBiC01280 Bizionia paragorgiae A A o &t 2017-02-06

- 231

- 232 -



22 Hpeat Aol HAY ArtE 21 B

W& AR Ha9s
AHg71Zbe] A& 1Y oldd
B F=

u 33

Minimum password age (days): 0

B Windows 2000, 2003, 2008
1. Al Z> A8>
SECPOLMSC> ¢& AH

2. A 43 AR VIS

“arz HA

RE ¥ 4 MEBIC A¥ Heby W A% ¥ =2 g
EE qg
AEIA A4 ECE B

B 71F: Administrator A4
olgg WA Agete A4S
ot}::a_
|
Alias Name Administrators

Administrator

kordi_user

P WE dievre JB OB H9
¥

B Window NT, 2000, 2003,

2008

1 AZ> ZE > Ao i>
e => 272 Bk A
27 AA> B FH>

2. “AlA: Administrator A%

% WEIE FF3)

B 7FE 2O A 5
Adste AR e AR
AAo] sH o]l A ¥E
H A

Lockout

threshold:

Never

(EITELEEL]

AU RN (g |
3
i

oAH & AA olgor WA

W 1E v A ol
A o] AgroR
AR AE B dE

B (DontDisplayLastUserName = 1
o A d3)

R

REG_DWORD
DontDisplayLastUserName 0

Bl Windows 2003, 2008
LA 2> >
SECPOLMSC> 22 A 3>
Hb HA4

2. “tisty 2L wpx gk
A2 ol & EA QF TS
“Apgro g 474

B Window 2000, 2003, 2008
1.A] 2> 8> SECPOL.MSC>
A B> A AT AA
2. AR F=w AR E 57

olshe] oz 44

W& "2E 2O 8
Aol "Administrators", "TUSR "
T EAY A FE

|| : (Administrators =
*S-1-5-32-544),(USERS =
*§-1-5-32-545),(BACKUP
OPERATORS = * S§-1-5-32-551)
m 33

BACKUP OPERATORS,
USERSZEA)

anwrenen |
y EwEiEme
i

715 AR ZAE 713 604,
A a7 dYdE 44
60

m 3

Lockout duration (minutes):30

Bl Windows 2000, 2003, 2008
LA A
SECPOLMSC> 7% % 3>

AR wE A

W V& AR A2 AR
H=He 719 Aol 1270
o]l B 4%
m 3%

Length of password history

maintained: None

B Windows NT, 2000, 2003,
2008

L A &> Aes>
SECPOLMSC> 24 A &>
AR A g

2. “827A B2 F8(EE,
24 232y AH
“Administrators”, “IUSR_ > £]
gE Ad 2 OF AA

B Windows 2000, 2003, 2008
L Al &> Ae>
SECPOLMSC> &5 A A

2. “H T LE A E <1290
*3 sgco g HA

Minimum password
length: 0

=7 I .__;!
Lockout 2 AR Fe N, o
observation grimsnn va om wnoe vz A B AA A= S
window Az A o sl 2z
(minutes): “604%" A4
30

=1 = =
B 7NE: Ha 45 Ho] HAo] B Windows 2000, 2003, 2008
87 ol el A Fm = 1 A% Aa>
H 33 SECPOLMSC> 43 A H

2 A2 ¢ Aol

9EAE A4
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W E I EFR S,
] )

HA2EG7 0d A &
m a3

= sEfxg 7B F§ F
ADMINS C:\Windows

44 #g

c$  C 71 FH
D$ D:\ 718 FH
E$S  E\ 718 I
F$  F: 718 I
GS G\ 718 FH
HS  H:\ 718 I
1$ I\ 718 R

= Registry 2%

1. AlZ> A 8>
FSMGMT.MSC> &> 7] &
TH AdE> Ff FA
242> A 8> regedit

otg) HA2EE FHE 0 &
FAF (7] el e B
AME AT

"HKLM\SY STEM\CurrentControl

Set\Services\lanmanserver\parame

2

ters\AutoShareServer”
(Windows NTY 7%
AutoShareWks)
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B 71E: FTP A 25 AL&-31A]
e Ay 95

|

== FTP Service Enable

Microsoft FTP Servic

B Windows NT, 2000, 2003,
2008

LA Z> A3
SERVICES.MSC> FTP
Publishing Service> 473>
(29 "ol A "Az FEE
“AHE b From HdAZ F

FTP AHl2 FA

B 71F: FTP Aol A%
Aol Fo] e AF ¥E

M IIsFtpService Location
="/LM/MSFTPSVC" & FTP
Aol E 71& A A

B [sFtpVirtualDir Location
="/LM/MSFTPSVC/ID/ROOT"&=
FTP 718 Ale]E A4

| : W Abo] Eo
IPSecurity A& o] §loH FTP
ALOlE 718 HAS Hg kg

| | : IPSecurity=""
HAZA AZ,
[PSecurity="0102~" 7 Ao

R IIE=3

m  Bpx ko] Aol £ o]
A e AW e WA
A=
| ISk

== FTP Service Enable
FTP HZAlo] 24 &

2 52
oot rlo

B Windows NT, 2000, 2003,
2008

1. QB HR A8 2(11S)
#E]> FTP Ao E> &3>
[H&e e Bk §oll A
“ol 2 AR

Ad T HZ A 1P F
7} (2kek A8 FTP
Ato|Eol A& A4 3T
Aol Edlint HAo] A& a1,
718 AR A8 EA g

B>

2rFof glo] HAlo

Bsans 4E9E Uy
TgET YHES
2P F 9 G Wy
H SMTP

1S BelAelA A A S
$29 so] QU@ e
%4¢ Ay

2 viEhlol s 2 AH He
sholgr Ay

B 7| HTTP/FTP/SMTP
el Al2®l AR FAE A
BE BT 4=

u 33

== [IS Service Enable

= FTP Service Enable

-> 220 Microsoft FTP Service
el

== SMTP Service Disable

¢ 48(22 37H)

2 |enz|ey |2

JEA0E  EER

BN BN Micnsst TP Seniee

sayy  EnllesEsseaibeaFe T Pued o

{FTF) sare 1 sevce s sippad. e serer z

4832 A2
C¥wndowsWsysomisichastine 4 oo

I3 3E:

| | e

Hd<E 32 A A5T IR IN B4R Ay 2 SEUT:

HTTP

w3svc.dll, w3core.dllE Hex
HIANZ 82 &
"Microsoft-11S/4.0",
“Microsoft-11S/5.0",
“Microsoft-11S/6.0",
“Microsoft-11S/7.5" F-#& +3
¥ dllzkd o] W x|
ZEHo] o] W3 o

BN nE 9595 9y

ftpsve2.dllE HexHFH 7|2
£ o3 "Microsoft FTP
Service" F-#-& ol 73

# dilgpdo] w =g ol

B 7% A" DSN Fie
Data SourceS HA| AL&3taL
Ae A9 45

B A 2% DSN H&2°] Data
Source”} AH&-38FA] k=T
TEHY A& AF FHAF

m 33

= ofg 2} Z& ODBC

o] &2 Eelo]BE

LA

Listing of
[SOFTWARE\ODBC\ODBC.INI\O
DBC Data Sources]

REG_SZ history Driver do
Microsoft Access (*.mdb)
REG_SZ marinebio21 Driver
do Microsoft Access (*.mdb)
REG_SZ mebic Driver do
Microsoft Access (*.mdb)
REG_SZ researchacts Driver
do Microsoft Access (*.mdb)
REG_SZ algae Microsoft
Access Driver (*.mdb, *.accdb)

erce 44122 23H)

B aa2|e3 aay]
208 BE
TNOBN: Mot FTP ek

g
Ctbniomstspenifhogios 1 hse

I 3

A RAAEEE

e i e e Tl Fed.
IFTF) s, s el shoped s B

A

L Hh R LES RELERI

e
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W /1% oWlE 1A 2ol
ofEf ol o] BAE AE A4
oo}:_ﬁ—_

| S (1) 2L oHE,
AN 22 oWE, AH WA .
334 A

| 2 (2 AR #eE,
gaE e Mulzs A2 A
A A A

B Windows 2000, 2003, 2008
1. A &> 2> Alojg> #e
=7> do]E UE(ODBC)>
A 2=®] DSN> 3 Egto]H
29

2. AHEEHA] e HolE A

A A

B Windows 2000, 2003, 2008
1. AlZ> Ag>
SECPOL.MSC> &2 &3>
A A

e 272 Y 279X HQH
AR a7 A9 A
o A& AF ARG, AHEAE
92 OF #e: A ZAb
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B V& 94 "Hods
AHEEA AL, ARE A
Session Timeout®] A& E o] Q=
A ¥

[ | : (MaxIdleTime 2%
skel W 60000=1%,
300000=5+)

m 33

= Terminal Service Enable

= 474 Eu'd Session Timeout
A4

REG DWORD MaxIdleTime 0

i 420 280

H20E
ZAUEN:  Moouse TP Sevon

o Bl nliaa Task ool
5 IFTP i, i snwe s s s

ST 3E0:
[ W¥ndowetbeystmswchostone + s

WBREE: (R "

L

| S W

L2 Bu el RS T T

] o - |

W Windows 2000, 2003, 2008
1. AlZ> Ad> F7]> tscemse
A3

(Windows 2008-2 tsconfig.msc)
2. RDP-Tcp connection®l] 4]
2> £4 A9

3. [AIA] "ol Al oFell Override
user settings(AF-&-AF A3
FANE A =3 Idle session
time Al o] BAAZE(HF
A Ad sk Ak
AARTGR0E )

B Windows 2012

1. A3 gpeditmse Y&
2. BEAOF AAERYY] >
27 AFEASY > FAFH
T4 > #HYHEL >
Windows 7484 >

Bl g@Au 2~ > dAu a5
AR E2E > A AT
3. "84 dejol AT fF
A v =aF Aniz Add
gk A A AA e F
AFEAARA 308 B

4. AP E HY >
gpupdate /force

M 7]¥: Remote Registry Service
7t FAE J&s AF FE

|

MEA0E  FER

EHOEN:  Mirseh FTP Senice

sopy  Ee e sabe s T el <]
= AFTP serve, ¥ semvce is shnoed. he sever 7

£ 0 250
C¥Wndowshsystem Dofsvchost e + fpsw

|
== Remote Registry Service
Enable Remote
Registry
B | 4
W Windows 2003, 2008
m 1 Az A
W E Az $YAa .
A 3w eas 3m Hewe AR A e SECPOLMSC> =72 A~

Agol thE An WAA AR | Hor = es
Aol e A F= o kAl

& Q. KB
R 2. 8y 28 IO

REG SZ LegalNoticeCaption
REG_SZ LegalNoticeText
REG_SZ legalnoticecaption
REG SZ legalnoticetext

[ ] ]

A =3t ARgARl ok
WAA AE: we A g
3.0y 2o 22

A =3hE ARgARel ok
AR g2E: vy U4

)
3k

RIE|H . 211 7|29 i3t
A7NH HE 9 B4
AAEE=A?

s4E2 3R

FAEEET
s
TANE Moot P

o Bl nliaa Task ool
5 IFTP i, i snwe s s s

SARRE(
[ W¥ndowetbeystmswchostone + s

WBREE: (R "

.
| | 2| i

L2 Bu el RS T T

o] |

B Windows NT, 2000, 2003,
2008

1. 23 715 g A713
AE 9 B4 4

1) A&> Ao H> e =7>
oW E Hof

@ ¢& ==a9 23, Bt
23, Nzgl 20 24

(3) 0S 74l w2} faE e
Aulx 27, 9 EA
MW 27, DNS AH 271
5 24

¥ o|WE 25 315}y
A3l A Windows A 2]
OJHE FolE AME-3tY
KTy

2. 21 84 Al dig
P-4 BaA A4 3
B

u =

NS(AEI B RAN ) #E] =}
- [Bl" YAkl E] - [1IS] -
[ASP] AH], [FE H=2 A4]
gEo] TrueZ AAH o 9low
FoF

W a3

mebic_mic : True

7h 49 AR AR A

IS ETU A B A1) )
A - Bl A E] -
[ASP] AEl, [RE FZ AH§]
325 False® AA

| IS

OS(RIEI AR An]2s) FeEak
- [ Y AbOlE] - [HIS] -
[ FolAA 400, 401, 403,
404, 500 ool ths] Wxeo
oA 7}t A H o] Jom *3

=R
mebic_mic : 400 o2 mAA

7} ol A=A 24
QY HRAu 2~ FEA -
[£4] - A AR 2F7]
Bloll A 400, 401, 403, 404,
500 ol Holl s Fxe
HolAE A

L5 HeolA AA Y
NS(JEYl AE AH] )
#eE A - [ ) AbolE]

- [F dHolA - 5 V%
AR HAPPIA (AW 27
A Al O NEEH RS
AHG2E AA [ FHolA]

2%

f
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| die
NS(AEIYW AR Au]2x~) #E=t
- Bl § AtelE] - [US] -

[ASP] - [H3d] - (KW £4]
-FEOIAE & "W A
A8, S ghol Trueol™ FoF

=

mebic_mic : True

NS(AEY AR AH]2x)
#E A - [EF Aol E]
- [1S] - [ASP] - [AHY] -
(O £A4] -ZgeldE &
M7 A AE, s gs
False2 A3

| s

HS(JAEIY AR A2y #ejxt
- B2 ¥ Al E] - FTP
ARl s Aol el
Q3% FTP AH2E o] &
FAA G AW Helzte}
Yolste] Hof o R Hdh

u 33
A FTP AH&%

7}, FTP Aul2= FA]

1t FTP AJB2> 2HA]

(Aol - [#E] =7 - [AH
A - (9] - Y

AW @S)] - [9F Anlx
AAIE A9 - [FTP AH]
el de G Aeas
FAada FAe FEIL
1S T8 e [AA]

| dia
OS(UEY AR AMnj2x) A=k
- [l SIAFOlE] - [MIS] - [7]E

BA] A, 7B 2AE
ARgStaL glom, 717 EAH
default.htm, default.asp,

default.aspx, index.htm, index.asp,
iisstarthtm &% o] AW FoF

H 3

mebic_mic : index.asp

vl nlo] YA H : index.asp,
Default.htm, Default.asp,
index.htm, index.html, iisstart.htm,
defaul.aspx

7k fJAbelE 71 FA] ALE
QHe M A

NS(JEYl AR AH]2x)
#EA - [3F YAl E] -
[S] - [718 &A4] A9, 7]&
TAE AHE S AA

. Aol E 718 EAH
W7

NS(JEYl AR AH]2)
@A - [T YAl E] -
[1S] - [ =411 A,
HZER 4449 7|8 BAE
2h A s = 78] BA

=7t

% bk B8 F shiw
PEECESTY
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7t 7189713 N2’ 75 4 2

(1) 71849 AFAA FF 2 BA A4 A

- mebicre.kr S oA "W AW T3

- e9AHA B BA AY AR B
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e PC HR(IP, AH) BSH
o Aol tAAE(OCSC)YUA A3y =
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*  MICRO-SYNOLOGY DISKSTATION T3
- 2016'd mebic A1¥ B FFo]A] Hepd A
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