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Thermococcus sibiricus MM 739 CP001463 0%
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T7 EMIRGE1 AHVB01000035 - ________ o ________ [
Thermococcus litoralis AY099180
Thermococcus aegaeus AY099171
Thermococcus alcaliphilus AB055121
Palaeococcus (3 OTU’s)

Thermococcus acidaminovorans AB055120
Thermococcus waiotapuensis AB055127
Pyrococcus (4 OTU’s)

Thermococcus sp. Ax99-57 AY559142
Thermococcus (5 OTU’s)

—— ANME-2c (2 OTU’s)

Haloarcula (2 OTU’s)
GoM-Arch87 (2 OTU’s)

Methanohalobium evestigatum Z-7303 CP002069
Methanosalsum zhilinae DSM 4017 CP002101
Methanohalophilus mahii DSM 5219 CP001994

Methanohalophilus halophilus FN870068

Methanohalophilus halophilus FR733671

Methanimicrococcus blatticola AJ238002

Methanosarcina mazei AB065296

Methanococcoides (2 OTU’s)

ANME-2b (2 OTU’s)

Methanomethylocorans (3 OTU's)

Methanolobus sp. HigM AB370247

Methanolobus oregonensis U20152

Methanolobus profundi AB370245

Methanolobus uncultured archaeon AY570664

T82 EMIRGE2 EU711413 .
Methanolobus zinderi EU711413

Methanolobus uncultured archaeon EF190079

Methanolobus uncultured crenarchaeote EF190080

T328 EMIRGE3 EF376986 _________________________________
Geotoga uncultured organism EU245347

77777777777777777777777777777 Fusibacter paucivorans strain SEBR 4211 NR 024886
[|_— 7777777777777777777777777 Guggenheimella bovis AY272039
l—( **************************** Acidaminobacter (2 OTU’s)
Fusibacter uncultured organism JN454687

Geotoga subterranea L10659

Geotoga bacterium enrichment culture clone ecb25 HQ395219
Geotoga petraea HM037999

T82 EMIRGE5 HQ395219 __ - |
Halanaerobaculum tunisiense strain 6SANG EU327343
Acetohalobium arabaticum DSM 5501 CP002105
Sporohalobacter lortetii HE582782

T328 EMIRGE27 HQ828140 - - - ___. ]
Selenihalanaerobacter shriftii AF310247

Fuchsiella (2 OTU’s)

Halarsenatibacter silvermanii strain SLAS-1 AY965613

Halanaerobium uncultured bacterium EU869409
Halanaerobium acetethylicum U86448
Halanaerobium acetethylicum U32594

Halanaerobium saccharolyticum subsp. senegalense X89070
Halanaerobium alcaliphilum HE582777

Halanaerobium uncultured bacterium HQ893777

TO EMRIGE44 EF522947 . m
Halanaerobium congolense U76632
Halanaerobium uncultured bacterium AB514654

Halanaerobium sp. M2 EF522947

Halanaerobium praevalens DSM 2228 CP002175
Halanaerobium kushneri U86446

Halanaerobium saccharolyticum subsp. saccharolyticum X89069
T82 EMIRGE6 EU869426 . ___________________________
T82 EMIRGE8 EU869408 —_________________________________

Fusibacter uncultured bacterium AM943575
Fusibacter uncultured organism JN443358

TO0 EMIRGE55 EU246326 - - - - _____ |
Fusibacter uncultured bacterium HQ703885

Fusibacter uncultured (5 OTU’s
Halolactibacillus halophilus AB362696

Halolactibacillus sp. GQ67 JQ421318

Halolactibacillus miurensis AB362700

Halolactibacillus alkaliphilus H-5 EF554593
Desulfotomaculum uripigmentum DSMZ 13351 AJ493051
Desulfotomaculum thermosapovorans 226315
Desulfotomaculum kuznetsovii Y11569
Desulfotomaculum acetoxidans DSM 771 NR102777
Desulfotomaculum peckii strain LINDBHT1 JX861507
T328 EMIRGE24U88891 - -
Desulfotomaculum halophilum U88891

Sphaerochaeta sp. GLS2 JN944166

Spirochaeta uncultured sp. AB908691

Spirochaeta uncultured bacterium AY570600
Sphaerochaeta globosa str. CP002541
Spirochaeta uncultured sp. HM218893
Spirochaetae sp. JDSF01002122
Spirochaeta uncultured bacterium JX097292
Spirochaeta uncultured sp. HM041923

T0 EMIRGES53 AY800103 - - - - - . |
Geovibrio thiophilus AJ299402

Flexistipes uncultured bacterium KC465642

Flexistipes uncultured bacterium KC465683

T82 EMIRGE14 CP002858 - - - - - oo
Flexistipes sinusarabici DSM 4947 CP002858

Desulfuromonas uncultured bacterium GQ356953
Desulfuromonas uncultured bacterium EU142062
Desulfuromonas svalbardensis AY835388

Desulfuromonas uncultured bacterium GQ356965
Desulfuromonas uncultured bacterium JX391176

T0 EMIRGE52 AAEW02000008 - - - - ______________ ]
Desulfuromonas acetoxidans DSM 684 AAEW02000008
Desulfuromonas acetoxidans AY 187305

Pelobacter acetylenicus X70955

Pelobacter uncultured (2 OTU’s)

Pelobacter uncultured bacterium AB243821

Pelobacter carbinolicus DSM 2380 CP000142
Pelobacter uncultured bacterium GU180166

Pelobacter culture clone ecb6 HQ395200

TO0 EMIRGE47 HQ395200 - - ____ ]
Pelobacter clone PW5.5B EU573126
Pelobacter uncultured bacterium FN356309
TO EMIRGE56 CP001649 - _____ |
Desulfovibrio salexigens DSM 2638 CP001649
Desulfovibrio sp. JMSU01000513
Desulfovibrio piezophilus (4 OTU’s)
Desulfovibrio uncultured bacterium FJ716961
T0 EMIRGE54 CP003220 - - - .. |
Desulfovibrio dechloracetivorans AF230530
Desulfovibrio desulfuricans ND132 CP003220
Desulfovibrio sp. MCM B-508 JX849144
BD1-5 uncultured bacterium AB243989

TO EMIRGE43 AB243989 _ __ ___ o ___ m
Thioreductor micantisoli AB175498

Lebetimonas epsilon proteobacterium 55YT-9-4 AB235323

Lebetimonas (2 OTU’s)
Caminibacter (3 OTU’s)
Helicobacteracea spp. (2 OTU’s)
Wolinella (3 OTU’s)
Sulfuricurvum (3 OTU’s
Thiovulum sp. ES AKKQ01000024
Sulfurimonas (5 OTU’s)

P6-b51 uncultured prokaryote JQ072977

Dehalospirillum multivorans X82931

Sulfurospirillum sp. 18.1 AF357199

Sulfurospirillum arcachonense DSM 9755 JFBL01000027
T0 EMIRGE49 FJ717081 - ___ o _____. i
Sulfurospirillum uncultured bacterium FJ717081
Sulfurospirillum uncultured bacteria JN637820
Sulfurospirillum uncultured (5 OTU’s)
Campylobacter (3 OTU’s)
Arcobacter uncultured bacterium FJ202641
Arcobacter uncultured (5 OTU’s)
Arcobacter uncultured bacterium KTc1160 AF235116
TO0 EMIRGE50 FJ202783 - . ]
Arcobacter uncultured bacterium AB546063
Arcobacter uncultured bacterium FJ717100
Arcobacter bivalviorum FJ573217
Arcobacter sp. L AP012048
Arcobacter uncultured sp. DQ234254
Arcobacter uncultured sp. HM057646
Arcobacter nitrofigilis DSM 7299 CP001999
Arcobacter nitrofigilis L14627
TO EMIRGE51CP001999 - - ]
Arcobacter uncultured bacterium JX403044
Arcobacter uncultured sp. JF904743
Arcobacter nitrofigilis EU106661
——————————— Arcobacter molluscorum CECT 7696 FR675874

fffffffff Arcobacter halophilus AF513455

—————————— Arcobacter clone EB27.1 EU573100
T0 EMIRGE57 AY211671 - - - - .
————— T7 EMIRGE19 EF031087 - - - - - __ E

- R103-B63 uncultured bacterium EF031087
- T0O EMIRGE41 EF031087 - ___
—————————— Arcobacter uncultured bacterium FN356234
777777777 Arcobacter uncultured bacterium EF031092
7777777777 Arcobacter marinus EU512920
—————————— Arcobacter sp. Solar Lake L42994
—————————— Arcobacter uncultured bacterium JX403054

7328 EMIRGE4 CP001994 _________________________________ -

T328 EMIRGE30 EU869408 - - _________________________ I

T7 EMIRGE23 AB362693 - - . [

T328 EMIRGE29 EF522947 _____________________________ T

T82 EMIRGE11 EF522947 - - ---oooooooooo oo B e, H

7777777777 T7 EMIRGE21 AY569293 .
ffffffffff Arcobacter uncultured bacterium JF741929 '
7777777777 TO EMIRGE36 AY569293 - _______________________________ !

{ ————————————————————— Rhodobacteraceae bacterium MOLA 85 AM990859
————————————————————— Celeribacter uncultured bacterium KF146626

——————————————————————— Roseobacter sp. 191Z2-8 JX310226
——————————————————————— Roseobacter sp. 191Z2-7 JX310225
—————————————————————— TO EMIRGE46 EU234287 - - - - ____________________§
—————————————————————— Celeribacter baekdonensis B30 AMRK01000033
—————————————————————— Roseobacter sp. YSCB-1 AY690598
—————————————————————— Celeribacter sp. Ar-141 JX844513

b e Celeribacter uncultured bacterium EU234287
Halochromatium (5 OTU’s)

Chromatium buderi AJ224430

Thiocapsa pendens AJ002797

T0 EMIRGE42 CP001896 - - - -~ ]
Allochromatium sp. AT2202 AJ401209
Allochromatium uncultured bacterium HE797777
Allochromatium phaeobacterium AM712619
Chromatium minutissimum Y 12369
Allochromatium vinosum DSM 180 CP001896
Alcanivorax (3 OTU’s)

Microbulbifer (2 OTU’s)

Branch Length
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Marinimicrobium (2 OTU’s)
Marinobacterium uncultured bacterium FJ901125

Marinobacterium uncultured sp. GU179559
Marinobacterium uncultured sp. GU179588

Marinobacterium uncultured sp. EF648130
Marinobacterium sp. IC961 AB196257
Marinobacterium georgiense AB021408
Marinobacterium AB518938

T0 EMIRGE37 HQ395152 _____ o ______.
Marinobacterium uncultured bacterium HQ395152
Marinobacterium uncultured (4 OTU’s)

Pseudomonas indica AF302795

Pseudomonas azotifigens AB189452

Pseudomonas aeruginosa AB037545

Pseudomonas uncultured bacterium HQ893774
Pseudomonas uncultured bacterium HQ218553
Pseudomonas sp. 20 BN LK021121
Pseudomonas stutzeri CCUG 29243 CP003677
Pseudomonas stutzeri DSM 10701 CP003725
Pseudomonas lunatum HW318361
Pseudomonas xanthomarina JF727662
Pseudomonas putida ABO08001

Azotobacter uncultured sp. KF859587
Pseudomonas uncultured sp. GU179631
Pseudomonas sp. enrichment culture clone IC1-46 HQ448938

Pseudospirillum japonicum ABO06766
Oceanospirillum (2 OTU’s)

Amphritea (3 OTU’s)

SS1-B-06-26 uncultured bacterium FJ717225
Thalassolituus (3 OTU’s)

Oceanoserpentila (3 OTU’s)

Pseudospirillum (2 OTU’s)

— GSP65 (3 OTU’s

oo TO0 EMIRGE48 GU370116 - ____. ]
Marinobacter aquaeolei VT8 CP000514

Marinobacter hydrocarbonoclasticus ATCC 49840 FO203363
Marinobacter uncultured organism DQ396012

Marinobacter sp. CAB U61848

Marinobacter adhaerens HP15 CP001978

Marinobacter algicola AJ294359

T0 EMIRGE40 GU370116 - ______. r

T7 EMIRGE17 GU370116 - - - .
T13 EMIRGE58 GU370116 - _________________________.
Marinobacter hydrocarbonoclasticus GU370116
Marinobacter uncultured Marinobacter sp. EF190078
T328 EMIRGE26 JF421176 ________________________________
T328 EMIRGE28 GU370116 - ________.
————————————————————————— T13 EMIRGE60 DQ337011 - ____.
——————————————————————— Marinobacter uncultured sp. KF758743

7777777777777777777 T82 EMIRGE10 EU802841 - - - - .
7777777777777777 T82 EMIRGE13 DQ337011 - - - - oo
77777777777777777 T82 EMIRGE12 DQ641495 ..
1 Modicisalibacter uncultured bacterium HQ893778
T T7 EMIRGE20 DQ641495 - - .
- Modicisalibacter uncultured bacterium HQ893769
Modicisalibacter tunisiensis DQ641495
Chromohalobacter (3 OTU’s)
Salinicola (4 OTU’s)
Halomonas pacifica KC465690
Halomonas uncultured organism sp. JF421143
Halomonas campisalis DQ077908
Halomonas ventosae DQ316071
TO0 EMIRGE45 JN903897 __________________________________
T328 EMIRGE25 JN903897 __ ________________________
Halomonas taeanensis JN903897
Halomonas sp. G5-11 JQ010842
Halomonas uncultured bacterium KC465690
Cobetia marina AY628693
Cobetia sp. MACL02 EF198244
Cobetia amphilecti AB646236
Cobetia litoralis AB646234

Cobetia marina KJ575061

Cobetia pacifica AB646233
—————————————————— Idiomarina bacterium ABKPF4 DQ235548
Idiomarina uncultured bacterium EU802412
Idiomarina uncultured bacterium HQ225009
Idiomarina loihiensis strain L2ZTR NR 074933
Pseudidiomarina (3 OTU’s)

—————————————————— Idiomarina baltica AJ440215
—————————————————— Idiomarina baltica AJ440214
———————————————— Oceanosphaera (3 OTU’s

Pseudoalteromonas haloplanktis AC163 AUTK01000475
Pseudoalteromonas sp. SM9913 CP001796
Pseudoalteromonas atlantica TB41 AUTH01000044
Shewanella marinus EU290154

Shewanella haliotis EF178282

Shewanella sp. enrichment culture clone KWE30-27 JQ670717
T7 EMIRGE15 JF414774 - . I
Shewanella chilikensis FM210033
Ferrimonas (2 OTU’s)

Aeromonas (2 OTU’s

Grimontia hollisae EU330211
Salinivibrio (4 OTU’s)

Vibrio fluvialis JQ650110

T7 EMIRGE18 GU179509 - .. [
Vibrio fluvialis KC210808

Vibrio bacterium HN3-2 EUQ77543

Vibrio sp. Ex25 CP001805

T7 EMIRGE22 AY332398 - - .
Vibrio sp. V615 DQ146987

T7 EMIRGE16 HM779393 - . m
Vibrio harveyi FJ227116 I

TO0 EMIRGE35 GU179559 _ __ o ______ I

TO0 EMIRGE39 GU179588 - - - . (o

T0 EMIRGE38 EU721814 . P

TO EMIRGE34 AY628694 - o ______ (e

e T13 EMIRGE59 EU802936 - - _________________________
- T82 EMIRGE9 EU802936 - - - - . F
777777777777777777 Idiomarina uncultured bacterium KF906600

- Idiomarina sp. LA26 AF513450

T0 EMIRGE33 CP001796 - - ___ e

T0 EMIRGE31 HQ893775 - __. —

TO EMIRGE32 HQ448938 _ o ______ I
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