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7t 4R SE 7120 WA

O A} A3t sjZ Y2 NGS (Next Generation Sequencing)®] A ¥
2 vd v NGS= g st dAje v E ¢ FH3 e
20043 ©v=F FHEAY (NIH)= “109+22] 244 57 A AFQ” 7441
©] ¥ Sanger SequencingS =93 NGSY F&3F 43
O~

20053 RocheA}oll 4] GS 454-FLX A

(
)

2007 Illumina*}¢] Solexa Genome analyzer &+
Life TechnologyAl2] SOLID Al2=&] Z&A|
20083 109 27 F3A d= 24
GS 454-FLX, Solexa, SOLID7} A& F&
2010d  IlluminaAl7} HiSeq 2000& 7§, AH-8-313te] 17 Alx<S <F 30
v o] do 2 1%k gEZE s
Solexax= 2009%d &7Ivitt sj=23 201 71413

20113 PAC Bio GollA A2 ®212] NGS system =A] <17

[0 NGS 7]&2] =90l 2J3)] 7]&2] Sanger sequencingl] HI3l 1/100 o]}e] 7HH o 2%

g AEF AR FRAA siFo] ThsshH, R bl 73A AHO) A =3 Ths

O Sanger sequencing $0.5/1Kbp 428 vs. NGS $5.8~$84.39/1,000Kbp 2=8 (2009
9 715)

O QIZHFAA %= Bg: ‘03 3% 9,00091Y — 08 1091 — 1213 1007+ (14
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O NGS A7 Aule] M4 F 14617) (2011 3€) (LY 2-2)

O NGS #H] B8 AE o] 4 49670 (AEE FH 2970) (F 2-1, 2-2)

O m= (A BH2) 65370, == 18370, F= 13270 B 370 =717} 90070 (A
o] 66%)7F B 71718 B

O =L 26709 717 BHE 79 A ERT o] BH (257))

108

106 -
104 -

102

10!

T T T T T T T 1
1960 1965 1970 1975 1980 1985 1990 1985 2000 2005

(O 2-1] REA s £=2 H|EQ HA

Show all platform: lumina GA2 [ llumina HiS n Torrent [7] PacBio [ Polonat Roche/454 [0] soLID ] Senvice Provider

Rk - 1 : -Jr_“-j‘.’-
X ' - ﬁl-q.

[2Z 2-2] ™ M7 NGS 7|7| 2=
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(B 2-1-1) =712 NGS 7[7| == (27 o2l AlEd ZH| E7 =71
7171 (EHF) gHl 71718 (EAE) gHl
United States 653 Sweden 12
China 183 Brazil 11
United Kingdom 132 Russia 8
Canada 69 Malaysia 8
Germany 66 Saudi Arabia 7
Australia 46 Austria 7
South Korea 26 Mexico 6
Japan 25 Norway 6
Spain 24 India 5
France 24 Finland 5
Taiwan 21 Iceland 3
Italy 18 Denmark 3
Netherlands 16 Hungary 2
Belgium 16 Ireland 2
Singapore 15 Poland 2
Switzerland 13 Estonia 2
Hong Kong 13 Luxembourg 2
(2#] Genomics: High-throughput "Next-Generation" Sequencing
Facilities Statistics)
(H 2-2) NGS SHEH 77| = & HRMEH
7171 (EHF) Al HAAY
[Numina Genome Analyser 2x 647 285
[Numina HiSeq 2000 279 192
ABI SOLiD 268 119
Roche 454 243 91
Pacific Biosciences 10 5
Polonator 9 4
Ion Torrent 5 1

Z#]: Genomics: High-throughput "Next-Generation" Sequencing Facilities Statistics)
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F-efoll thEk wE vieto] Tks, A FAA sl Hls) A @I Bl

O 54 F3A F99 3= (target sequencing): A7 &3l I
gzog %, o, AW, vi7 5o &8l HAe A FAA AT

O ZAA AlA4 (RNA-seq, noncoding RNA sequencing): RNAZ & i
Az 5)AT, HAE EEna R oly A T £
A, small RNAS] fRx}e] HHA AT 5

O WEAE A4 (metagenome sequencing): FU FI¥E, 54 A (FE Y
AN Fxee= vAdE 2R Y 9T 79 (ex, WV ES] E3x0 ©E

AHAYAY )
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Automated Sanger sequencing
Al 208 2HF D si== =58t 0=

= T

Next-generation sequencing?| 2t 22
Template S=H|, sequencing, imaging = CI2f5H D& =S8N 2
Z 0| Z(single cell genome sequencing Jt=)

12X 2| HErY A EAOle= £

o= DNA T EEAZ DNA S
a4 23 5ol Yoz HEA
(single molecule sequencing)

............................................................................. Y
U2 HZOHs A0 OfH M2 HAo2 EI|HAS A HX
02 ZHHs BrAl nanoporest Y= A2|2 K S HAHA
DNAJ} nanopore® £ (o] F o] Hsle AZSHA E7IA
o2 ZFets gel Mkl AFME 283 7|
[2E 2-3] AIEY 7|2l 2 o=

oh 929 SN HE U LA QA7 N L dY

1) =9 fA8A 3= F

4

r

ox
i
o\
Hl
2
of
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-

3t 2+ ‘Genome 10K Project, Albeta ] A7
714 =33 “The 1000 plant transcriptome Project (1KP), &= BGIol| 4|

Z18) 3}= 1000 Plant & animal genomes project’} A=
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- 10,00052] HFFES FX2HHAE #5317 A Z2AE
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- BGI= AlBAT 34 FHe 48 133t

247 FAA 5L WA 10ES BEF

G10K project

© 1,000F2] sA=e] At FRAE sEse ZRAE
- &= BGIOlAM Adsta glov Fojge] f34 o= 13y
- Aol fAAE FEAE flo] dEdE F Ve B

- de novo (AE)FAA H=71&9 &

1000 Plant &

animal

¢

genomes project

1000 Genome | - Ao A+4, BGlL, H2= A4 5] Fo
project - 27 0 A, 2500 9] AA 97 AEAE A4

- AEe] B9 FAA BREF wob AR si=e] oy B9t

=
The 1000 plant | - 1,000 422 A (DNA) )5S F3F AT o] 45 &%
transcriptome | AYOE, T H149] £4 @ F52 vwale] 1gFgo) vlug A
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3l FAPE 1 9o BGIE #H

2
N,
ol
2
Lo
i
o2
]
-
l-d {
o ot
o
4
2]
ol
Kl
X
N
Lo
=,
i
Lo
%
iy
o
i
ke
f
ol

1001 Genome

project 250 A maEQ ofr)ge] BEGAA ] g
o $- gk FbolAM Fejdt ZrAE
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* The International Rice Genome Sequencing Project (IRGSP)

= S8 | -+ Mouse Genome Sequencing Consortium
)
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+ The Bovine Genome Sequencing and Analysis Consortium & ®]-¢- tf

G AEFTE Aol IHHE

13



O fFAABAA gk FA/ 82 5o dFe OE vho]le Fofel vla) 4
Aoz HEA FA53AAT HE 5o Al E 34 sls (v 5), +=
A A (£ Protein 3000 5), BAFHA (HEHE) 3= (V=) SolA

HtE A77F I8 T4 (TH 24)

Complete genome projects - Marine

Genome project - Marine

B complete ®incomplete ™ Targeted

[ 2-4] i

(F4: 2009, 3] FAH=718E7]s% www.bioin.go kr)

O AE v FofollA AEAA gt w715dE 183wt v+, i
EU, 9, #Alol, 3 52 AAAQ
AA7E R 292 A7l
O AEFTY FAA slm Z2AE] 40%0)1dS A st dom Fapzo=z g
= FAoH AAXCZE gy Z2AEV} 78 Ho] fFAET ol
s fAA s=F S

2) 79 F8 A A+ 71&

O "= A ('69), A7l FAA (199), 214171 SSFHAIR (04) 5 3Gl
ek A& AYES dAstar 7 SR 7SN Eokoll tist A dS g
s Akl AFE FESAL o, HTole AFBE L9 BAS 5%
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IT/BT §%71% 2 2 s|daad), sldolix 5 444 Fofo] £42 g
ERRES

O Department of Energy - Joint of Genome Institute (DOE-JGI)
_ = A)ge R A 7 Bug £ E A7) o)l 011d 7799)
A ollh

O J. Craig Venter Institute (JCVI)

- 2004 Y AETS FHA AFE 918 The Gordon and Betty Moore
Foundation Marine Microbial Genome Sequencing ProjectE A]2t
Z2AEZS T s Hhol AYste= vAdE 137500 I #3834 ==
om, 1 Ax 76719 =& IR
- AFVEHE TS FA3te] H Global Ocean Sampling Expeditions %13}

stod, Bod thekst A17]13 (The San Diego Foundation, Life Technologies

AL, S A RS L Ag AET dig /3
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AN A7 Z2aH7, “AZ mAdE A7 22O 5 Tl lF-S3

A A}

O FF& oA 863Z 213 ('96~'05)0l o]0 F=r HUPAIIEAAF 2
atod 200747 Sl FehEwste} s B EAL S AT o] 8, Al

juich

O BGI (Beijing Genomics Institute)
- giFe] NGSAIHA 71718 B4 (15049, & 713 o).
- BGIE= @A S Aol oF 50008 72 AT 98 B
- A AR 4 dagss 7iE (SOAPdenovos)

- De novo sequencing ©|2} &2 W29 FAA smo= XA FAA Al

Animal genomes projectE %1%}
71t AW F314 Z2AE, 100 G5t Z2AE (F7<1 1007), 1000
HEANA ASZZAE, 10000 PIBE AF T2AE 5 O Y Tz
AE Ay

-NGs7I718 ©]&3 FHAAATE AAHeE Axshds FATEAdT
GI10K (vertebrate 10,000 genome project) 5ol Freste] 217t 10004 Fo] @
= AeFe 74 AEdE I JAA

O /lYth= DFOE F41o2 s W 3 Hoko] fAAs 2 AT =
Ao g HAAT= AYS FHIAL XY dold] FHAAAR 24 3 o]
Ao B3 FHA AFE G
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O 9372 v7 502 Als ATl gt FAste], 20061 FAFH-2 oF 3973
TR A AA FAe e} 12%0 29
- BBSRC (Biotechnology and Biological Sciences Research Council)¢} Cancer
Research UKE TACZ AlF A7l F4}
- A A8 A9 Al s AHE Eastal s
O Wellcome Trust Sanger Institute
- Wellcome Trust+ 9= 24 Aldo=z Sanger ATAE A
- Sanger T4 AlA JJEH«] A AR, Aol AlEY WS o83
oS 734 = 7 il *ﬂﬁ]ﬂ T =S olF

¥ T
- RRMAEZEAE P & 7104—3— akaL, 53] F3A4 R Ay} £4

o dad WEARS S/Wet DB 7o) =LA 7]
-3 & F1A, Al dBEA 2 1000 Al ZEAE 5o Ui fAA
ZZAEES Y3t U

O Ziie 2273 FATF49}F Genoscope (http:/ /www.cns.fr/externe/English/
corps_anglais.html)°] F4lo] Hof s s =79 FAA &45 APt A=
ZxF FE€Y, v 327 A5

3) F+AA A+ 43 & A%

h A% fAA AT A%

r
A
Lo
re
-
.
Y

[0 "] Protein Structure Initiative2] 1974 A} (PSI-1)2 5

e ofel A7 AlETE 2 He™ 1,200 S A FE2E M (1E 2-5)
O PSI9] 29HAl AFY (PSI-2)2 547 2= lem PS94 F3 9 7|«=dS
o g2 2 TR wuld 9 A AEE oo px sfAs
3. 20083 11€¥ 1¥ 7]F22 PSI Z2AE (PSI-1, PSI2)= 3,400¢] 714
Sd F2E EEAIL ols F 19009 THAE =53 729
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[1Z 2-5] Protein data bank0f 22 =¥ PS| X {H M
(E#): wikipedia (http://en.wikipedia.org/wiki/Protein _Structure_Initiative)
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89 SPINE (Structural Proteomics IN Europe) AFH2 3
s 2 1l AEAY @ EdAE e E 185
Throughput) 7|5 7IE. ESE o] AFYES T3l 94 Fx
ojzepl ¥} X-4 ZAATS Q% dE 4 4
uh 308709 = (252709) Crystal 7%, 56719] NMR 7-%) 2
N ENEEY FEE T
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pathogens, eukaryote, yeast Horz Fo] A
O 54 W& A= Protein Structure Factory A7 A4S Faf QIzF @l
B A W Bl XA BE

a9

O SGC (Structural Genomics Consortium)Atg-2 Zetg|ots of7|sh= I3t 7]
A et ohyE FAY, AR, A4S, 38, & #d e
2000 ¥# FH GHEES A9k 2 AFE 20053FF 20099714 240

(o3

o] W] =8-S Husgoen, 20108 49 715 1061709 o8t B owa
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0 dEL2 53 AT <] Thermus thermophilus®ll EA|5k= 3,000 7 2] @2
32 +X2E EF WS AL HZHOZ o|FgAdTAE F4HCSE Protein
3000 (2002 ~2006'd) ZZAE0] 9,00021Y o] it £
O ‘Protein 3000'9] F& AFAIGOZ ABEFe ZUd Add @3,

oF M A G E, AYF 8ol =2 G AE SOl tigh Fxe o
54 18 52O = ‘Targeted Proteins Research Program (2007 ~2011) €]
2007358 38 (2L 2-6)

r'>~

4
M

Project image Studies on targeted proteins

Key technology s
Protein regulation Protein pmductlon development ~;&5 B 1
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O Zd8ES o83 292 o &
O 292 (Omics) : BEAY FAx, @94, dAE" & 248 A7
o2 “~ome (A1¥ A HA ME)+ ~ics (

O WA+ E. coli¥ in silico A VEYZ Ed (20009): & &7
acetate, succinate, 247+ AFH 7S] AAAAE EH5la U=, o=
A= ol A" o] B9} &414F BhAx(succinate carbon) Agko] IAMEZE A o3}
= 2R A F Y S B =

O AR S. cerevisiae®] §-AA Y YALEE 2 (2003): A2 B4 A},
AHEE HlolEHHlo]2 59 23 5. BRI ITY 80%E HTH L2 9
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O Transcriptomics &8 WAMEZ ANAA 71&: S. cerevisize”} THEFH B4
A3 F/NFAEERN dal dod)= g9 7ER3S Fotd ¥ o] & o] &3
A ARAEAIE AEskE A FHE EolAE ©5e3] Transcript H o] ETHO]
ollet FAlEFo|Y thAtAISE To2HE dojzl ARl F3E o] ALEH
= A

O Proteomics 7]&E &-&: E. colis /NFFOZA] nlo] 273l ulo] &3k do]
738}E thermoplastic polymerE A4Hel=t] €831 Hydroxybutyrate <}

T eFsteE A 2.3 RS Artsk=t AR

O Metabolomics 7]&€ &-&: 2Fgnto] o JA= G472 o] FAsE v
A= FFoly I AsEgo] FAJAE Heled & Ewe T e X
79 Ao zRE 2 ol M. succiniciproducens ©]-83te]

717 271 stoll A diFe] sAdks ALk

O TiA}E8H(Metabolic engineering): 'Z2t2]o} X252 o}H|H]A]'d(Artemisinin)
s #1g g tiEFY  FAAS (Active Pharmaceutical
Ingredient, AP)E 7] ¢I3l vrel|glo} @ &%, Artemisia annua 24 <]
ZYzyoll Uik AL HZE S. cervisiee &5 A& (Genome)dl| FsHH o2 &

ARt e, 1 A e WA &E2 20009 TS

)

lobal Ocean Sampling

Expeditiong 53l A|4F 3l 0™, mesocosmS td oz 3+ ddx] A

=< =
O J. Craig Venter’} F93tal CEOZ v AMEH A|=HZ  (Synthetic
Genomics, P]=r #€ W= RockvilleA] AA)= 2009 Ho]A /3411

Ak 62 (F 700090%) APRE ATAAALG ALY B

F2 =22VE 6504 FA4E FHse] soleda A b AU
=)
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M|2EH7 DNA, RNA 55 Axgste] 54 71ss YE=S A28 A2

o
N
Lo

e } (metabolic
engineering), 21 W (signal transduction)| Al 2] A/d

O ZE2EA (Protocell): FAA YAFES A AL AEAH A7|RA, 1
g W3t dojgd ¢ A= HAo FAeLATS 7 FHaskd AAAES
o 253 v a3s 24 5 AF lipidolA RS By
ARAY 242 DNAY RNAT 22 284, 223 L8452 744
Aset 725 FA57] A stedeyx] (dEaygls & =
2 FA45 o] =, lipids, phospholipids, 12|11 fatty acid 5 ©]-&3+ &
FE5 AL oA ALt HEFS Bl A EAF FAEEES FASE
of RNA9} @ids AibsiA

O HAfZAA (Minimal genome): 5733+ 37 slollx Bo; &2 &=}
574 trkaEel Bt a&0] FolAES HAgY] A AERE 4. o
EAA AR Z2 = £ Minimum Genome Factory ¢} Venter 1E5-°] A+ J.
Craig Venter 782 20061d Hl=7|# 7HA4] L4521 vZEFehsm} Ay
gl 2] (Mycoplasma genitalium)©]2t= Pl E| EAsh= 5257 3=} 7}
w-d 38770e] & FAket 43702 RNAS HAFAAZ S2hlal 2007
W 7 H M TR A (Minimal bacterial genome) 2= A 5O 2 w]=r 5574
o AAAGAFA7| Tl S8 A S £3 20079 84 3 vl st
Ad Abo]d2 (Science)oll  PlIZEERAvE wlo]sold] 2 (Mycoplasma
mycoides)Zh= FAA=o FHAE Eelstal o|E v|EZZTavt Az Ed
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gh g S E i AFIELS 2007 d ARA XA DNAS 7|22 g 7]
9 312 (memory loop)= $/33+ Genes and Development Z|ol] A2 3}
5 g

O A ES2 7€ A Al e ZE sjdshy] A& SAEA, AFEA, o
UAEAE sl2de = e mlg SHeog2A 2 B 758 2 U=

oh 2 SfoReA A7 A3

1) S AF 7FAA 7 dF

O At 10d7ke] A AA uiek 25529 AETHEAR ZAEH ol w2 g 3l ol

49 A (10km) 323F 9] AEo] A dt =2 nirte] T HAT A
BT 7P guar ey

O A3l sfFABeNA 7]EZA} (2006~2008) A 2,218F 2] AEC] &4 3o 9
T AFE Lo HI 397 I nittelA S E AE 105 7
71EF 1155 e T ShmafdolA thdst At AEFo] s glof

o
Aol gl DA 2ol W FRAM, A49H g H5H0] TAY

o
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WAl 2 (Donghaeana dokdonensis) 9] %7 %14

[e] [e]
AE FA GFF D I AR, S2F BALT 5o HHA H50
O AFolEl AFANA DYFT Y= SF| FEA BAe) Ze A £
A A=o] ofd HEZEo} fFoE SEoF QolHE 2Folgte] A T

O FY A AFAEA AFE FRAFATA NBLAAY L FEHFR

R&D Atgo=Z 19981 ©]% &A|7}A] Yap Trench, Manus Basin, Woodlark
18] 58743 PP o E 89l

Basin, Tofua Arc. oA A3 SALE E3) 4
St f3gEY EdEoE FHEE HYE AIRE R
O dA] Y F2l FEES] AFIHA= FEAAN

A 2 Fofdd] HFE 317 wiEel Al
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7t &0 SoPMT st AIARE AJAFSIS}

O 2003 dl= AAA Akl 2480.029 7 Zejoll A F=o] Hfshe ALk HlT2
13% Arzol =3, sdE 22780 D2 2 £F v A At
o] 1/3 o] & AA AL = W FTe 1~2% FEolA MEe e AL
2 4. 2008 AA] AAFA-S 32072587 G 24 w]5o] oF 31%<1 1,025.90

6

ek G s AAA S W @ 1.6% ] 529299 g E 3 (3 24)

(E 2-4) SHAMHTS B MM AT B

(¢$]: $ million)

T 2003 | 2004 | 2005 | 2006 | 2007 | 2008 | 2009 | 2010 | 2011 | 2012

=3 81915 | 86498 | 90753 | 947.85 987 | 1,02590 | 1,004.35 | 1,102.25 | 1,138.95 | 1,175.40

AA 1,339.30 | 1,745.93 | 1,850.07 | 1,979.42 | 2,054.00 | 2,154.41 | 2,256.53 | 2,361.68 | 2,466.93 | 2,575.07

024 | 355 | 3895 | 429 | 907 | 5292 | 569 | 6287 | 607 | BS
(13%) | (13%) | (14%) | (15%) | (L6%) | (1L6%) | (L7%) | (18%) | (19%) | (195%)

A 2480.02 | 2633.69 | 2781.80 | 2952.36 | 3066.76 | 3207.25 | 3348.67 | 349257 | 3635.31 | 3781.10

T v A=) vl ek dol Bk AFE ok vlalste] k= upo] Akl
?ﬁ}ﬁ vl wet s R e st AdS AR SHERES vlaste] ves

(2*]: Marine Biotechnology, A Global Strategic Business Report, March 2008, Mcp-1612)
O siegutel o AIFS] A A AALORE AT 48% ol4e] A%HQ F715A
T Ho 201290 = 3781100 % 2 fFER 7 Ao 2 A i o)F

oA mro] AA9) 31.1% S A S 1,175400 % 22 FHEH, S-Fyeh=
Z

7373900k G2 A ArFA 2% AE E3FT Ao
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2003\ 32.24wi5t Dol A 20081 d 73.73W%F D2 28] A= FUlske] A
BAZ7HEI3%)HTHE ES Ao AGHAW, A AA A Hishe
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S A7 129 7
O AR F

%
A N2 e WARAL AN Jor, v olZn 2 Iy Ar7e

2013 - 11,000
-

MEFR
2008~ 2Hon | R
20134 - 7000
2014 ~ 110,000
208 - 10,000

PR [ERAEb o o]
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[OE 2-8] siddlE FTA =0F S35 =4 (AUREKA)

O AL AR HAA B4 0 waEe) o A77) F= AaHen §
o ATa olge e Lol o

O A-2: HZ npo]ofuA7t &tks] ATH = FAlol et 2/FES 3
mj20] vk A4t g npo] Quj A m KB ulo] @ oA BAk7|se B
517F 4=

O A= sF= FAAE &3 A% Ue 7I& 7iEe] o]FA

2 4o

1:1[0

O o= 53 A 200090 SRbE do] MUM F43 7S B
TN E ¥ HE WskE Hola A 5 (1Y 29
go] e Fo] HZ 2~3d FAFA B F )
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3. AlARd
(E 2-6) SWOT 2A
7373 (Strength) 2k (Weakness)
- 8] Abde] n 2| o}st 317
1‘? j ﬁfg I HER R s s v o nmoz g )
= 5 HNES X
o Bl FAA = ZFHo] HuA o
- A AA 19 FEe HFE RS v} ]1 I s el HEA el
=) ok ). 1= © o H
A AFAN BF F S FAAD | g wo s e nzes
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* ol dwy
G10K : Genome 10K Project(3 5% 10,000 AlEZ 24 E)
BGIIK : 1,000 Plant and Animal Project(BGI= 1,0005 9] &-2& AEZZAE)
JGL : DOEJGISIA 713 sk Axzede
EMR : Economical Marine Resource(3l A &)
FUEF7H AME 5F U ANET, BGIZZAE FHS A% 3718 IR

© TAF(ES)Y FAA 3R

S korean i
= Scientific name common name | Genome | Project

A
ST (3 name (93) size status

(78)

sequencing KA =
center HMEEN

o
009

™
<
&

1,600~
7,000M

a0

1 Acipenser sinensis A Zr4+0f | Chinese sturgeon Proposed | EMR G10K

A ZE (A
2 | Carcharodon carcharias | B AFO}2| Shark 6,308 M | Proposed BGILK X OO(EEI'

G10K SHAMES

3 Clupea harengus Hof Atlantic herring | ~870M | Proposed G10K

4 Delphinapterus leucas |2l=x2f| Beluga whale |3,290 M | Proposed BGI1k

5 Diaphus dumerilii THekof Lanternfish N/A Proposed G10K <

6 Eptatretus burgeri HZ0| | Inshore hagfish | 2,900M | Proposed G10K =

7 Gadus macrocephalus -+ Pacific cod 851 M | Proposed | EMR BGI1k

8 Lateolabrax japonicus 50| |Japanese seabass| N/A Proposed | EMR G10K

Megaptera =g Whale N/A | Proposed BGI1k *
novaeangliae

10 Misgurnus Oriental Weather ANESEN:
D

anguillicaudatus Loach 1,369 M Rl EVR BGILk

11 Mola mola Sunfish 949M | Proposed G10K

12 Monodon monoceros Narwhal Proposed G10K =

BGI1k INEI ISR
D

C 23
13 Monopterus albus == Swamp Eel 763 M | Proposed G10K SO 2T

Neophocaena

14 phoconoides

A20| | Finless Porpoise | 3,460 M | Proposed BGI1k

BGI1k X

t
=:]
15 Pampusargenteus 04 Pomfret N/A Proposed | EMR G10K UM E =

16 |Physeter macrocephalus Sperm whale N/A Proposed G10K




ok
= Scientific name /;oar/e;;a': common name | Genome | Project ;’#gj sequencing A=
&/ i = ES
=7 (et%) (339 (g5) size status (EMR) center HEEN
- - S (EXN:
OF |
17 Platycephalus indicus QFEN Bartail flathead 773M | Proposed G10K SHoF A2 =DB)
Strongylocentrotus B (EN:
X[ Ad
18 - termedius ME| A A N/A N/A | Proposed BGI1k Sjors 2 ZDB)
s ‘ HEEEHN
19 Thunnus albacares SHCt2rO] | Yellowfin tuna 880M Proposed | EMR G10K " e
51 ¢4 =5DB)
. . . o . BGI1k K= (=X:
KhH A
20 Stichopus japonicus Aol A Stichopus 860 M | Proposed | EMR G10K 2007 4= 2)
; - NEBSEN
LEAH O (o k=)
21 Chinemys reevesii | Turtle 2,400 M | Proposed BGI1k S XIAZDB
22 Clonorchis sinensis =5 N/A N/A Proposed BGI1k KA =
23 Rana nigromaculata EHIH e Frog N/A Proposed BGI1k KA =
Trionyx (Pelodiscus) Chinese softshell
X KA =
24 sinensis et turtle N/A Proposed G10K RS
25 Acropora palmata Elkhorncoral Proposed JGI
. . . Pl Chinese BGI1k
26 Alligator sinensis of Alligator 2,435 M | Proposed G10K
. . E10| "
27 Alvinella pompejana 2 Pompeii worm Proposed JGI
=
28 Amia calva oto|ot Bowfin 1076~ Proposed G10K
1,252M
XIO|QIE . .
29 Andrias davidianus AME{OHD, Chinese Giant 148,900 M Proposed BGILk
Salamander G10K
2tetof
. . =2 European 1,076~
30 Anguilla anguilla wx0f | freshwater eel | 1.565M Proposed G10K
. . . Japanese Sea
= 7| 8HAF
31 | Apostichopus japonicus | = 7|5 & Cucumber 880 M | Proposed | EMR BGI1k
. T . BGI1k
32 Aptenodytes forsteri | &A= & [Emperor Penguin| N/A Proposed G10K
. nz| .
33 Ascaphus truei | Tailed frog ~4,000M | Proposed G10K
. Blind . ) 1,027~
34 Astyanaxmexicanus cave fish Blind cave fish 1731M Proposed G10K
. Hi2|2A
35 Atelopus zeteki = | Golden frog ~5,000M | Proposed G10K
T
. . . 2ot Oriental
36 Bombina orientalis 2| |fire-bellied toad 8,200M | Proposed G10K
37 Botryllus schlosseri starascidian Proposed JGI
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= Scientific name name common name | Genome | Project ;}OJ sequencing A=
= 3 = ES
=7 (et%) (339 (g5) size status (EMR) center HEEN
Bufo bufo gargarizans | — BGI1lk
JHH
38 Cantor =R H| Toad 5,500 M | Proposed G10K
39 Castor canadensis Ott|2|7H | North American N/A Proposed G10K
H|H beaver
. ZEHirt
40 Chelonia mydas e Green turtle 2,600M | Proposed | EMR G10K
=
41 Choeropsis liberiensis | Of 7| SOt . Pygmy Proposed G10K
hippopotamus
42 Copadichromis Proposed JGI
conophorus
43 Ctenopi)gzlrlﬁr;godon E0 Grass Carp 1,000 M | Proposed BGI1k
30|10 .
44 Cynops orientalis =i . Ch{nese 44,300M | Proposed G10K
fire-bellied newt
EEs
. . HEeezk ) BGI1k
45 Danio rerio 4] Zebrafish 1,700 M | Proposed G10K
. 5 BGIlk
46 Daphnia pulex SHE Water flea 235 M | Proposed icl
47 Fleutherodactylus | )y 551 = Coqui 3,325M | Proposed G10K

-coqui

Macquarie turtle
48 Emydura macquarii HEO|F (Australian N/A Proposed G10K
side-necked)

Engystomops

7 =
49 pustulosus 2|5 | Tungara frog 1760M | Proposed G10K
Epinephelus o= .
H
50 drummondhayi AEHt2| | Carlico Grouper | 1,200 M | Proposed | EMR BGI1k
51 Gastrotheca cornuta HRe| = Horned 3,423M | Proposed G10K
™| marsupial frog '
. Zrefota Galapagos
52 Geochelone nigra oy tortoise 3,227M | Proposed G10K
rarerminmON BGI1k
53 Gobiocypris rarus RareGud N/A N/A Proposed G10K
geon
. S| Tiger tail
54 Hippocampus comes Da|sHot seahorse 587M | Proposed G10K
55 Holothuria A5 | Sea Cucumber | 2,200 M | Proposed BGI1k
56 | Hoplostethus atlanticus %jgﬁ; Orange roughy 616M | Proposed G10K
57 Jassa slatteryi Proposed JGI
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= Scientific name /;oar/e;;a': common name | Genome | Project ;’#gj sequencing A=
ST =77:] ol o i = =
(5t5) (23) (g5) size status (EMR) center ME=N
58 Karenia brevis HMEME Proposed JGI
59 Latimeria chalumnae S(szTocA;tcsn 2’1%%: Proposed G10K
60 | Latimeria menadoensis Icr;(i?g:;ia 21%%: Proposed G10K
61 Lepisosteus oculatus Spotted gar ~1,400M | Proposed G10K
62 |Leptonychotes weddellii| =% Weddell seal Proposed G10K
63 LeucoraJa (Raja) Iee|& Little skate ~3,400M | Proposed G10K
erinacea

64 Megalobrama Wuchang Wuchang bream | ~1,100M | Proposed G10K

amblycephala bream
65 Montastraea faveolata | M& & Proposed JGl

. . . ez L . .
66 Mytilus californianus a l;tsJ California mussel Proposed JGI
67 Nanorana parkeri N5 Tibetan frog N/A Proposed G10K
68 Neocrinus decorus sea lily Crinoid N/A Proposed BGI1k
69 Oophaga pumilio |4 72|F darf—tpr)i)vivs%irr}/rog 8,800M | Proposed G10K

Paralvinella sulfincola
70 ESTs Proposed JGI
Chinese
71 Pelodiscus sinensis ==Xt Soft-shelled N/A Proposed BGI1k
Turtle
72 Petrolisthes cinctipes Proposed JGI
73 Pinctadamartensi NFE=25 N/A N/A Proposed | EMR BGI1k
. _ 3,619~
74 Polypterus senegalus Bichir Bichir 7090M Proposed G10K
W=k
75 Psetta maxima L‘—Xl_‘ Turbot N/A Proposed BGI1k
=

76 | Rhinophrynus dorsalis | S74H|2 burrmz‘;a”ma 4| 4597M | Proposed G10K

e . FEEY,
77 Riftia pachyptila Dol N/A 770 M | Proposed BGI1lk

OFAJQ

78 Scleropages formosus ot2ofL} Golden arowana | 900 M | Proposed G10K
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= Scientific name /;oar/e;;a': common name | Genome | Project ;’#gj sequencing A=
—y . — =
=7 (et%) (339 (g5) size status (EMR) center HEEN
79 Sepiella maindroni 22 A Cuttlefish N/A Proposed BGI1k
80 Siniperca chuatsi Mg?l-i-ﬂl Chinese Perch | 782 M | Proposed BGI1k
. . S5 %5 | Chinese White BGI1k
81 Sousa chinensis = Dolphin 3,384 M | Proposed G10K
82 Stiliger felinus St||‘|ger Sea Slug 2,767 M | Proposed BGI1k
felinus
) O E|, West Indian
83 Trichechus manatus HECFA manatee 4600M | Proposed G10K
84 Turritopsis dohrnii sliot2| Jellyfish N/A Proposed BGI1k
B (EN:
85 Pseudosciaena crocea BN Larfriafe”row No data roInress G10K ALY S
Preg sheateta
- - . In BGI1k A E(=AN:
CH = SS
86 Aristichthys nobilis H&Of Bighead Carp | 1,050 M DIog eSS G10K SHOF A2 ZDB)
. . In BGI1k NI E=POR
Hi[| oo
87 | Cynoglossus semilaevis HECH Tongue sole 587M EEIESS EMR G10K SHoF M2 =DB)
_ o ZEAMED In BGI1lk NEBEN:
21O So\E
88 Epinephelus coioides b 2| Grouper 1,130 M EEIESS G10K S}t M2 ZDB)
=Y Three-spined In B (EN:
89 | Gasterosteus aculeatus 27| stickleback 640M progress G10K SHOLAH 2 ZDB)
Hypophthalmichthys 20, . In BGI1k NP
90 molitrix L] Silver Carp 844 M progress EMR G10K S| M2 =DB)
rha s , In G10K B (EN:
91 Ictalurus punctatus X Channel catfish 980M progress 1Gl SHOkAI 2 ZDB)
) x| ) . 2,347~ In B (EN:
92 Oncorhynchus mykiss 20 Rainbow trout 3.738M | progress G10K SHOF A2 ZDB)
. . In G10K A E(=AN:
Z A2
93 Oryzias latipes S At2| |Japanese medaka| 1,000M TEGIESS 1Gl SHoF M2 ZDB)
. . In BGI1k NS EICEPSH
L (o))
94 Paralichthys olivaceus =py| Flounder 600 M S EMR G10K SHOFAN 2 ZDB)
95 Alligator American | 5 soom | I G10K
mississippiensis alligator progress
96 Anolis carolinensis Green anole ~2,200M Iy G10K
progress
97 Balaena mysticetus 2312} |[Bowhead whale** i G10K
progress
98 Chrysemys picta Painted turtle | ~2,900M In G10K
progress
99 Gadus morhua Atlantic cod ~600M In G10K
progress
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= Scientific name /;oar/e;;a': common name | Genome | Project ;’#gj sequencing A=
—y . — =
S (3t%) (339 (99) size status (EMR) center HHE=K
100 Hippopotamus SO Hippopotamus** 0 G10K
amphibius ppop progress
101 Hydractinia Snailfur In Jal
symbiolongicarpus progress
. . In
x| M K}
102 | Lethenteron japonicum | &MZ%0{ [Japanese lamprey progress G10K
3lC| ifi i
103 | Litopenaeus vannamei elttel Pacn‘lc_ White 2,100 M In EMR BGI1k
M2 Shrimp progress
Mchenga In
104 (Copadichromis) Happy cichlid G10K
progress
conophoros
105 Oreochromis niloticus Nile tilapia ~1,100M Iy G10K
progress
. HiCHE S In
106 Petromyzon marinus o] Sea lamprey 2,100M progress G10K
107 Pygoscelis adeliae ot Adelie penguin | 1,320M In G10K
Y9 = 3 peng ' progress
108 Pygoscelis antarctica | &8 3 Penguin 1,200 M In BGI1k
progress
109 Salmo salar Atlantic salmon | ~300M In G10K
progress
110 Thunnus orientalis EHCH2HO] Pacific bluefin ~900* 0 G10K
tuna progress
. ER=ES) In
111 | Trichoplax adhaerens o JGI
Hy progress
112 Tursiops truncatus ==z Bottle—ngsed ~3,100M i G10K
dolphin progress
113 | Ursus maritimus 233 | Polar bear |2400 M| I BGILk
progress
114 | Xiphophorus maculatus | €CHO{ & Southgrn ~890M I G10K
platyfish progress
) - NVEIESY
115 Callorhinchus milii £E240{| Elephant shark 900M Finished G10K " o
5l ¥l =5DB)
) - BGIlk KA E (S A
xt
116 Crassostrea gigas = Oyster 834 M | Finished | EMR iGl SHoF A2 =DB)
. . » ol P PTEIET
117 Fugu rubripes NESE=- Globefish 400 M Finished EMR G10K oA 2 ZDB)
Amphimedon - BGI1k
o 28l o
118 queenslandica 4 25 ™ Sponge N/A Finished IGl
119 | Branchiostoma floridae Finished JGI
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= Scientific name /;oar/e;;a': common name | Genome | Project ;’#gj sequencing A=
—y . — =
=7 (et%) (339 (g5) size status (EMR) center HEEN
120 Ciona intestinalis HAH = vase tunicate Finished JGI
121 Hellobdella robusta Finished JGI
122 Hydra magnipapillata S| Eg} Hydra 1,500 M | Finished BGI1k
123 Labeotrophe_us bluembuna Finished GLOK
fuelleborni JGI
124 Lottia digitalis Finished JGI
125 Lottia gigantea gastropodsnail Finished JGI
126 Lottia limatula Finished JGI
127 Lottia pelta Finished JGI
128 Lottia scabra Finished JGI
129 Lottia scutum Finished JGI
. _ G10K
130 | Melanochromis auratus Golden mbuna Finished 1Gl
131 Metriaclima zebra Zebra mbuna Finished GJlGOIK
132 Monosiga brevicollis Finished JGI
133 | N tostell tensi e 2 Sea A 450 M Finished BGILk
ematostella vectensis e ea Anemone inishe 1Gl
Ornithorhynchus 2 2,000 M _
134 anatinus FEE Platypus Finished BGI1lk
135 | Rhamphochromis esox Tigerfish Finished GJ]'GOIK
136 | Strongylocentrotus | yn2 | ol Urchin | 890 M| Finished BGI1k
purpuratus
137 | Tetraodon nigroviridis Freshwgter 420M Finished G10K
pufferfish
_ BGI1k
ot=g|7 ..
138 Xenopus tropicalis [Z2|7H Western Clawed 1,700 M | Finished G10K
W2 Frog 1GI




2UEIH AME 22

E korean . RIS A A=
S 10 common Genome Project b A= K=
Scientific name(/d) ?:%,gf)' name(< %) size status (IJE(ll\-/IT{) HqE HME=EN
. - . AAME(EH:
E A A oSS

1 Callorhinchus milii S 440] | Elephant shark 900M Finished G10K SO A2 EDB)

. - BGI1k B (EN:

b

2 Crassostrea gigas = Oyster 834 M Finished EMR IGl S|t M2 ZDB)

BGI1k P ES

. ) - X:
e o
3 Fugu rubripes PN Globefish 400 M Finished EMR GJlGOIK SO 2 EDB)

BGI1k S (EN:
D

- . e .
4 Aristichthys nobilis o] Bighead Carp | 1,050 M |In progress G10K SHOL M2 ZDB)

L BGI1k PNPVESEDOR
Hi|
5 | Cynoglossus semilaevis HECH Tongue sole 587M |In progress| EMR G10K SO A2 EDB)
. . FIoY! BGILk | XU (Z%L:
6 Epinephelus coioides P Grouper 1,130 M |In progress G10K SO 2 ZDB)
2 Three-spined INNEIES IR
7 | Gasterosteus aculeatus . P ~640M |In progress G10K " gﬁféiﬂ
HAl 7] stickleback sl & =ZDB)
Hypophthalmichthys 290, ) BGI1k RMZ(EN:
8 molitrix i 24 of Silver Carp 844 M |In progress | EMR G10K {2 ZDB)
£l ) G10K KA = (=X :
9 Ictalurus punctatus =1 Channel catfish | ~980M |In progress 1Gl SO A2 ZDB)
2X|7 2,347~373 ANME(EN:
10 Oncorhynchus mykiss AN Rainbow trout In progress G10K " OS\HO.:EE 1
=0 8M 5lf 24 =5 DB)
_ _ Japanese G10K TS (EN:
EyN [=)
11 Oryzias latipes SAtE| medaka 1000M |In progress IGl SO A2 ZDB)
. . BGI1k KA = (=X
|__|X o o
12 | Paralichthys olivaceus =N Flounder 600 M |In progress| EMR G10K SO A 2 ZDB)
=(=
. Large yellow A O(FX-I
13 Pseudosciaena crocea BA K No data |In progress G10K e k=1gm]
croaker s & apstah)
Chinese 1,600~ PNVESESSR
14 Acipenser sinensis K ZEA Proposed | EMR | GIOK | o= =
P 2ddof sturgeon 7,000M . 5lf 24 =5 DB)
. BGI1k NI EPSH
HH AF S S
15 |Carcharodon carcharias| 2 4t0t2| Shark 6,308 M | Proposed G10K SO 2 EDB)
i i RAE(EH:
LEAK
16 Chinemys reevesii HAH O] Turtle 2,400 M | Proposed BGI1k SI 2 XA S DB
17 Clonorchis sinensis E= N/A N/A Proposed BGI1k PN ES
: ' ANEESEMN:
= ~
18 Clupea harengus &0 Atlantic herring 870M Proposed G10K SO 2 ZDB)
19 Delphinapterus leucas | &l=1¢2f | Beluga whale | 3,290 M | Proposed BGI1k MIS(EN
phinap == 9 ' P siQ 4 2508)
20 Diaphus dumerilii HEFO] Lanternfish N/A Proposed G10K MAS(EN:
P ~e P s 2508)
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SUHEZH AHEE =5
E korean : HE | = NES
S =t common Genome Project xto A= A=
Scientific name(/d) ?:%,gf)' name(g %) size status (Ell\-/llf{) HqE HME=EN
21 Eptatretus burgeri HZELO| | Inshore hagfish | 2,900M Proposed G10K AES(EN:
P g e g ' P i 242508)
22 Gadus macrocephalus CH Pacific cod 851 M Proposed EMR | BGI1k AIS(EN
u phalu " P s 2508)
' ) Japanese B (EN:
23 Lateolabrax japonicus S N/A Proposed | EMR | G10K e
Jap o seabass / . slf 4 =FDB)
Megaptera N INAET ISR
24 =51 Whale N/A Proposed BGIlk | L .o°o02
novaeangliae S / & 5l &4 &5 DB)
Misgurnus Oriental B (EX:
25 [n] = 1,369 M Proposed EMR | BGI1k o
anguillicaudatus T2l | weather Loach . 51| &4 =5 DB)
) NN EIETS
7 = o o
26 Mola mola HEX| Sunfish 949M Proposed G10K SO A2 ZDB)
ol 7+ M= (=K
27 | Monodon monoceros = Narwhal Proposed G10K N g‘ic’éi 1
E=nkl| 5lf 24 =5 DB)
N BGI1k KA = (=X
C < o
28 Monopterus albus == Swamp Eel 763 M Proposed G10K SO 2 = DB)
29 Neophocaena Ao Finless 3460 M BB d BGILk AHME(EN:
o . , ropose L o
phoconoides e Porpoise . 5| &4 25 DB)
BGI1k K= (=K :
[=:] o o
30 Pampusargenteus =1y Pomfret N/A Proposed | EMR G10K SHOrAI 2 = DB)
Physeter ke g, KA (25 4
31 y PR | erm whale | N/A | Proposed Glok | TEEEA
macrocephalus Il 5lf 24 =Z DB)
32 Platycephalus indicus QER Bartail flathead 773M Proposed G10K AES(EN
ycep S P s 2 5D8)
33 Rana nigromaculata X2l Frog N/A Proposed BGI1k NS
. . . . . BGI1k KA = (=X
K5I AF
34 Stichopus japonicus S| A Stichopus 860 M Proposed | EMR G10K 20074 = 2)
Strongylocentrotus S EN
35 MX| A N/A N/A Proposed BGIlk | L inoim
intermedius hx1€ / / . 5lf 24 = FDB)
s ! B EN
36 Thunnus albacares StCh2ho] | Yellowfin tuna 880M Proposed EMR | G10K " .
5l &4 25 DB)
Trionyx (Pelodiscus) Chinese
37 i ) A2t N/A Proposed G10K PN
sinensis softshell turtle
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2. Algal genome project

O 3l LoA W3 F2 algal genome project
% 32% FYZF(NCBI 145, DOEJCI [657] Z2AE Y (FE 3, ol 284 T

EMR : Economical Marine Resource(3l] A=)

ESUN AH
= Scientific kﬁ;ﬁfen c?]r:rnr::n category Genome | chromosome | Project ;_}3} sequencing X_L_o NG
PN Sty i = S | ME=
= name(std) =) | (@) size number status (EMR) center i SEEEYS|

Aureococcus
1 | anophagefferens Finished JGI
clone 1984
Beller
Botryococcus
2 | braunii UTEX 572 Proposed =
(race A) ESTs
Bigelowiella
3 natans Finished Jal
CCMP2755
JGI, Tokyo
4 | Botryococcus Green | 64200 30 I |158x| University of
braunii  Showa Algae MB progress .
Agriculture
Chaetosphaeridiu L
5| m globosum fﬁ? 30MB 21 rolnress 24X Ur&‘;eri:r{ dOf
SAG 26.98 9 Prog Y
6 Chlamydomgnas Finished Jal
reinhardtii
Chlorella sp. -
7 NCBAA Finished JGI
8 ChIoreIIa/Cocc.omy Proposed e
xa vulgaris
Chlorokybus N
9 | atmophyticus ilrezg 42MB 17 roI”ress 128X U:;l‘;e“i:r{ dOf
UTEX 2591 9 prog v
Coccomyxa sp. Green - JGI, Broad
10 C-169 Algae 27MB 4 Finished | 5.2X Institute
Dunaliella salina Green - JGL, ). Craig
1 CCAP 19/18 Algae 130M8 6 Finished | - 9X Venter Institute
12 | Emiliania huxleyi Finished JGI
Fragilariopsis
13| cylindrus CCMP Finished JGI
1102
Ghirardi
Chlamydomonas
14 reinhardtii cc124 AT e JGl
ESTs
Guillardia theta -
15 CCMP2712 Finished JGI
Koppisch
Botryococcus
16 braunii Showa Proposed JGI
(race B) ESTs
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AN Al
= Scientific k:;s;’aen c%r:rrpgn category Genome | chromosome | Project %‘L‘;j sequencing X_L_ INEAES
N S i = S | XMHE
= name(ah3H) =9 | (9m) size number status (EMR) center X MEZEX

Mlcromonas Green | 22.042 In JGI, Broad
17 pusilla Algae MB 3 rogress 19X Institute
CCMP1545 9 prog
Micromonas sp. Green | 2121 -~ .
18 RCC299 Algae MB 17 Finished | 1.9X | Broad Institute
Nitella hyalina Green In University of
19 KGK0190 Algae 43MB / progress 10X Maryland
JGI, Genome
Sequencing
Ostreococcus Center (GSC) at
20 lucimarinus GATeZQ ls/'IZBS 21 Finished | 5X Washington
CCE9901 9 University
(WashU) School
of Medicine
JGI, Genome
Sequencing
Center (GSC) at
Ostreococcus sp. Green | 13.25 -~ .
21 RCC809 Algae MB 21 Finished | 5X Was.hmg‘ton
University
(WashU) School
of Medicine
Ostreococcus Green | 12456 - JGI, Laboratoire
22 tauri  OTH95 Algae MB 20 Fisicel | Arago, France
p3|  Phaeocystis Finished I
antarctica
24|  Phaeocystis Finished JGI
globosa
25| Phaeodactylum Finished JGl
tricornutum
26 Porphyra Proposed JGI
purpurea ESTs P
27| Porphyra Finished I
umbilicalis
Pseudo-nitzschia
28 multiseries Finished JGl
CLN-47
Symbiodinium sp
29 KBS Proposed JGl
Symbiodinium sp
30 MFLO5b.01AB Proposed JGl
Thalassiosira
31 pseudonana Finished JGI
CCMP 1335
J@I, Institute of
edible fungi,
32 Volvox ;artefl f. Green 130 1 Finished | 8X Shanghai
nagariensis Algae MB academy of
agricultural
sciences
=X : NCBI(14Z), DOE-JGI(657] Z2ZHE TIHZ)
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ol & : 5 545
3. 201014 10% 2 Genome Project ZI3l, 27 Tt
Marine
Number Organism Domain Type Habitat Sequencing
status
Gc00004 Methanocaldococcus - jannaschir ARCHAEAL |Genome-Isolate Marine, Complete
DSM 2661 Hydrothermal vent P
Archaeoglobus  fulgidus VC-16, .
Gc00011 DSM 4304 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00013  |Aquifex aeolicus VF5 BACTERIAL |Genome-Isolate |Marine, Hot spring Complete
. .. Marine,
Gc00014  |Pyrococcus  horikoshii OT3 ARCHAEAL |Genome-Isolate Complete
Hydrothermal vent
Gc00022 |Aeropyrum pernix K1 ARCHAEAL |Genome-Isolate Coastal, Marine, Complete
Ly P Hydrothermal vent P
Gc00023 | 7Thermotoga maritima MSB8 BACTERIAL |Genome-Isolate |Marine Complete
Gc00042 | Thermoplasma volcanium GSS1 ARCHAEAL |Genome-Isolate Solfataric field, Marine, Complete
Hydrothermal vent
Gc00053  |Pyrococcus abyssi GE5 ARCHAEAL |Genome-Isolate |Deep sea, Marine Complete
Gc00056 |Caulobacter crescentus CB15 BACTERIAL |Genome-Isolate |Soil, Marine, Fresh water Complete
Gc00075 | Pyrobaculum aerophilum IM2 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00078 |Pyrococcus furiosus DSM 3638 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00080 |Methanopyrus kandleri AV19 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00084 | Methanosarcina acetivorans C2A |ARCHAEAL |Genome-Isolate Oil fields, Marine, Complete
Hydrothermal vent
Gc00141 |Rhodopirellula baltica SH 1 BACTERIAL |Genome-Isolate |Marine Complete
Prochlorococcus  marinus marinus .
Gc00149 CCMP1375 BACTERIAL |Genome-Isolate |Marine Complete
Gc00150 |Prochlorococcus sp. WH8102 BACTERIAL |Genome-Isolate |Marine Complete
Gc00151 prochlorococcus - marinus BACTERIAL |Genome-Isolate |Marine Complete
MIT 9313
Prochlorococcus  marinus pastoris .
Gc00152 CCMP1986 BACTERIAL |Genome-Isolate |Marine Complete
. . Marine,
Gc00162 |Nanoarchaeum equitans Kind-M  |ARCHAEAL |Genome-Isolate Complete
Hydrothermal vent
Gc00207 | Desulfotalea psychrophila LSv54 BACTERIAL |Genome-Isolate |Sediment, Marine Complete
Geooz23 |/halassiosira . pseudonana EUKARYOTIC|Genome-Isolate [Marine Complete
CCMP 1335 P
Gc00227 |Photobacterium profundum SS9 BACTERIAL |Genome-Isolate |Marine Complete
Haloarcula marismortui .
Gc00231 ATCC 43049 ARCHAEAL |Genome-Isolate |Marine Complete
. . S Marine,
Gc00236 |Idiomarina loihiensis L2TR BACTERIAL |Genome-Isolate Complete
Hydrothermal vent
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22
. . . Sequencing
Number Organism Domain Type Habitat status
Gc00237 |Geobacillus kaustophilus HTA426 |BACTERIAL |Genome-Isolate SD(ZZI?EZ;I Marine Complete
Candidatus Pelagibacter ubique .
Gc00279 SAR1L HTCC1062 BACTERIAL |Genome-Isolate |Marine Complete
Gc00289 :;ec'igosa/feromonas haloplanktis BACTERIAL |Genome-Isolate |Marine, Coastal Complete
Gc00290 | Prochlorococcus marinus NATL2A |BACTERIAL |Genome-Isolate |Marine Complete
Gc00304 :/L\g;rgiococcus ocean C-107, ATCC BACTERIAL |Genome-Isolate |Marine Complete
Gc00306 |Pelobacter carbinolicus DSM 2380 |[BACTERIAL |Genome-Isolate Sludge, Marine Complete
Fresh water
Gc00311 | Prochlorococcus sp. CC9902 BACTERIAL |Genome-Isolate |Marine, Coastal Complete
Gc00313 | Prochlorococcus sp. CC9605 BACTERIAL |Genome-Isolate |Marine Complete
Gc00316 | Thiomicrospira crunogena XCL-2 BACTERIAL |Genome-Isolate |Marine, Deep sea Complete
Gc00317 Prochlorococcus marinus BACTERIAL |Genome-Isolate |Marine Complete
MIT 9312
Gc00328 Sulfurimonas denitrificans BACTERIAL |Genome-Isolate |Mud, Marine Complete
DSM 1251
Gc00339 |Erythrobacter litoralis HTCC2594 BACTERIAL |Genome-Isolate |Marine Complete
Gc00354  |Jannaschia sp. CCS1 BACTERIAL |Genome-Isolate |[Marine Complete
Gc00369  |Shewanella denitrificans OS217 BACTERIAL |Genome-Isolate |Marine Complete
Gc00384 | Sphingopyxis alaskensis RB2256 BACTERIAL |Genome-Isolate |Marine Complete
Gc00386 |Ruegeria sp. TM1040 BACTERIAL |Genome-Isolate |Marine Complete
Trichodesmium erythraeum .
Gc00398 BACTERIAL |Genome-Isolate |Marine Complete
IMS101
Gc00411 |Alcanivorax borkumensis SK2 BACTERIAL |Genome-Isolate |Marine Complete
Gc00415 |Shewanella sp. MR-7 BACTERIAL |Genome-Isolate |Marine Complete
Gc00416 | Prochlorococcus sp. CC9311 BACTERIAL |Genome-Isolate |Marine Complete
Gc00421 |Shewanella sp. MR-4 BACTERIAL |Genome-Isolate |Marine Complete
Shewanella  frigidimarina .
Gc00426 NCIMB 400 BACTERIAL |Genome-Isolate |Marine Complete
Gc00428 :/L-/é/illzomonas neptunium ATCC BACTERIAL |Genome-Isolate |Marine Complete
Gc00457 |Gramella forsetii KT0803 BACTERIAL |Genome-Isolate |Marine Complete
Gc00458 |Magnetococcus sp. MC-1 BACTERIAL |Genome-Isolate |Marine Complete
Gc00467 | Pelobacter propionicus DSM 2379 |BACTERIAL |Genome-Isolate |Marine, Fresh water Complete
Genome-Uncult Marine,
Gc00468 |Candidatus Ruthia magnifica Cm |BACTERIAL ured Hydrothermal vent, Complete
Host, Endosymbiont
Gc00478 | Psychromonas ingrahamii 37 BACTERIAL |Genome-Isolate |Marine, Deep sea Complete
Sediment, Marine,
Gc00483 | Shewanella sp. W3-18-1 BACTERIAL |Genome-Isolate Deep sea Complete

97




SHM= BT 28 A
. . . Sequencing
Number Organism Domain Type Habitat status
Gc00493  |Cenarchaeum symbiosum A ARCHAEAL Sreer:jome—Uncult Marine, Host, Coastal Complete
Gc00496 | Prochlorococcus  marinus MIT 9515/ BACTERIAL |Genome-Isolate |Surface water, Marine Complete
Gc00497 | Prochlorococcus marinus AS9601 |BACTERIAL |Genome-Isolate |Marine Complete
Gc00498 | Prochlorococcus marinus MIT 9303|BACTERIAL |Genome-Isolate |Marine Complete
Gc00499 |Prochlorococcus marinus NATLIA |BACTERIAL |Genome-Isolate |Marine Complete
Gc00500 |Hyperthermus butylicus DSM 5456 |ARCHAEAL |Genome-Isolate |Marine Complete
Gc00504 | Marinobacter aquaeolei VT8 BACTERIAL |Genome-Isolate |Marine Complete
Gc00511 ;?;;hy/othermus marinus £1, DSM ARCHAEAL |Genome-Isolate |Marine Complete
Methanoculleus marisnigri JRI, .
Gc00512 DSM 1498 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00513 | Shewanella baltica OS155 BACTERIAL |Genome-Isolate |Marine Complete
Gc00523 | Prochlorococcus marinus MIT 9301|BACTERIAL |Genome-Isolate |Marine Complete
. Marine,
Gc00524 | Shewanella loihica PV-4 BACTERIAL |Genome-Isolate Complete
Hydrothermal vent
Gc00539 |Salinispora tropica CNB-440 BACTERIAL |Genome-Isolate |Marine Complete
Gc00565 | Synechococcus sp. RCC307 BACTERIAL |Genome-Isolate |Marine Complete
Gc00566 | Prochlorococcus sp. WH 7803 BACTERIAL |Genome-Isolate |Marine Complete
Gc00575 |Roseiflexus sp. RS-1 BACTERIAL |Genome-Isolate |Marine, Hot spring Complete
Gc00576 |Psychrobacter sp. PRwf-1 BACTERIAL |Genome-Isolate Soil, Marine, . Complete
Permafrost sediment
Gc00582 | Thermosijpho melanesiensis BI429 |BACTERIAL |Genome-Isolate Marine, Complete
Hydrothermal vent
Gc00588 | Methanococcus vannielii SB ARCHAEAL |Genome-Isolate |Mud, Marine Complete
Gc00589 |Methanococcus aeolicus Nankai-3 |ARCHAEAL |Genome-Isolate [Sediment, Marine Complete
Gc00591 | Methanococcus maripaludis C7 ARCHAEAL |Genome-Isolate |Sediment, Marine Complete
Gc00592 | Ostreococcus lucimarinus CCE9901 |EUKARYOTIC|Genome-Isolate |Marine, Deep sea Complete
Gc00612 |Marinomonas sp. MWYL1 BACTERIAL |Genome-Isolate |Marine Complete
Gc00614  |Shewanella baltica OS185 BACTERIAL |Genome-Isolate |Marine Complete
Gc00619 |MNitratiruptor sp. SB155-2 BACTERIAL |Genome-Isolate Marine, Deep sea Complete
Hydrothermal vent
Gc00620 |Sulfurovum sp. NBC37-1 BACTERIAL |Genome-Isolate Marine, Deep sea Complete
Hydrothermal vent
Ignicoccus  hospitalis KIN4/[, DSM Marine,
Gc00636 18386 ARCHAEAL |Genome-Isolate Hydrothermal vent Complete
Vibrio  harveyi BB120, ATCC .
Gc00637 BAA-1116 BACTERIAL |Genome-Isolate |Marine Complete
Gc00646 |Shewanella sediminis HAW-EB3 BACTERIAL |Genome-Isolate |Sediment, Marine Complete
Roseiflexus castenholzii HLOS, . .
Gc00650 DSM 13941 BACTERIAL |Genome-Isolate |Marine, Hot spring Complete
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Gc00651  |Prochlorococcus marinus MIT 9215|BACTERIAL |Genome-Isolate |Marine Complete
Gc00657  |Arcobacter butzleri RM4018 BACTERIAL |Genome-Isolate Marine, Host, Complete
Fresh water
Gc00667  |Acaryochloris marina MBIC11017 |BACTERIAL |Genome-Isolate |Marine Complete
Gc00673  |Salinispora arenicola CNS-205 BACTERIAL |Genome-Isolate Sediment, Marine, Complete
Fresh water
Gc00679 |Prochlorococcus marinus MIT 9211|BACTERIAL |Genome-Isolate |Marine Complete
Gc00681 |Shewanella baltica OS195 BACTERIAL |Genome-Isolate |Marine Complete
Gc00684 | Petrotoga mobilis SJ95 BACTERIAL |Genome-Isolate |Oil fields, Marine Complete
Gc00720 |Shewanella halifaxensis HAW-EB4 |BACTERIAL |Genome-Isolate |Sediment, Marine Complete
Gc00745 Shewanella - woodyi MS32, ATCC BACTERIAL |Genome-Isolate |Marine Complete
51908
Gc00746 |Synechococcus sp. PCC 7002 BACTERIAL |Genome-Isolate |Mud, Marine Complete
Gc00769 |Kocuria rhizophila DC2201 BACTERIAL |Genome-Isolate |Marine, Host Complete
Gc00799 5/70351‘r/d/um botulinum B Eklund BACTERIAL |Genome-Isolate |Marine, Food Complete
Gc00816 |Chlorobium phaeobacteroides BS1 |BACTERIAL |Genome-Isolate |Marine Complete
Gc00834 ;e[;/_old/ctyon phaeoclathratiforme BACTERIAL |Genome-Isolate |Marine, Fresh water Complete
Alteromonas macleodii Deep .
Gc00846 ecotype, DSM 17117 BACTERIAL |Genome-Isolate |Marine, Deep sea Complete
Gc00884  |Shewanella piezotolerans WP3 BACTERIAL |Genome-Isolate SDZZISEQ;’ Marine, Complete
Gc00902 |Shewanella baltica OS223 BACTERIAL |Genome-Isolate |Marine Complete
Gc00938  |Persephonella marina EX-H1 BACTERIAL |Genome-Isolate |Marine Complete
Gc00939 | Caulobacter crescentus NAI00O BACTERIAL |Genome-Isolate |Soil, Marine, Fresh water Complete
Gc00960 |Branchiostoma floridae S238N-H82|EUKARYOTIC|Genome-Isolate |Marine Complete
Gc00980 |Rhodococcus erythropolis PR4 BACTERIAL |Genome-Isolate |Marine Complete
Gc00983 | Clostridium  botulinum A2 Kyoto-F |BACTERIAL |Genome-Isolate [Marine, Food Complete
Gc01042 5)0/1‘504C7occu5 sedentarius 541, DSM BACTERIAL |Genome-Isolate |Skin microflora, Marine Complete
Gc01064 |Hirschia baltica ATCC 49814 BACTERIAL |Genome-Isolate |Marine Complete
Gc01097 Kangielia _ koreensis SW-125 DSM BACTERIAL |Genome-Isolate |Marine Complete
16069
Gc01098 |Methanocaldococcus fervens AG86 |ARCHAEAL |Genome-Isolate |Marine, Deep sea Complete
Gc01113 |Robiginitalea biformata HTCC2501 |BACTERIAL |Genome-Isolate |Marine Complete
Methanocaldococcus vulcanius M7, .
Gc01124 DSM 12094 ARCHAEAL |Genome-Isolate |Marine, Deep sea Complete
Haliangium ochraceum SMP-2, .
Gc01135 DSM 14365 BACTERIAL |Genome-Isolate |Sand, Marine, Coastal Complete
Gc01137 | Vibrio sp. Ex25 BACTERIAL |Genome-Isolate |Marine Complete
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status

Gc01147 Z’;jothe’m“s marinus R-10, DSM|gp TeRIAL  |Genome-Isolate |Hot spring, Marine Complete
Archaeoglobus profundus AvIl8 R Marine, Deep sea

Gc01188 DSM 5631 ARCHAEAL |Genome-Isolate Hydrothermal vent Complete

Gc01212 | Methanocaldococcus sp. FS406-22 |ARCHAEAL |Genome-Isolate Marine, Deep sea Complete

Hydrothermal vent
Gc01221 |Aciduliprofundum boonei T469 ARCHAEAL |Genome-Isolate Marine, Deep sea Complete
Hydrothermal vent

Gc01239 |Nitrosococcus  halophilus Nc4 BACTERIAL |Genome-Isolate |Marine Complete
Denitrovibrio  acetiphilus N2460, .

Gc01249 DSM 12809 BACTERIAL |Genome-Isolate |Marine, Fresh water Complete
Candidatus  Puniceispirillum Genome-Uncult .

Gc01254 marinum IMCC1322 BACTERIAL ured Marine Complete

Gc01256 Coraliomargarita - akajimensis DSM BACTERIAL |Genome-Isolate |Marine Complete
45221

Gc01319 |Nitrosococcus watsoni C-113 BACTERIAL |Genome-Isolate |Marine Complete
Planctomyces  limnophilus Mu 290, .

Gc01328 DSM 3776 BACTERIAL |Genome-Isolate |Marine, Fresh water Complete

Gc01338 |Croceibacter atlanticus HTCC2559 |BACTERIAL |Genome-Isolate |Marine Complete

Gc01344 | Methanocaldococcus infernus ME |ARCHAEAL |Genome-Isolate |Marine, Deep sea Complete
Sulfurimonas  autotrophica OK10, . .

Gc01373 DSM 16294 BACTERIAL |Genome-Isolate |Sediment, Marine Complete

Gc01376 Zgg;chaeta thermophila DSM BACTERIAL |Genome-Isolate |Hot spring, Marine Complete

Gc01378 ;e;r;gmonas balearica PAT, DSM BACTERIAL |Genome-Isolate |Fresh water, Marine Complete

Gc01400 |Marinobacter adhaerens HP15 BACTERIAL |Genome-Isolate |Marine Complete
llyobacter polytropus CuHBul, R .

Gc01413 DSM 2926 BACTERIAL |Genome-Isolate |Marine Complete

Gc01429 gj/(;vgularcu/a bermudensis HTCC BACTERIAL |Genome-Isolate |Marine Complete

Gc01430 |Maribacter sp. HTCC2170 BACTERIAL |Genome-Isolate |Coastal, Fresh water, Marine|Complete

Gc01475 Zoosmd/um cf. saccharolyticum BACTERIAL |Genome-Isolate |Marine, Food Complete
Oceanithermus  profundus 506, Marine, Deep sea

Gc01553 DSM 14977 BACTERIAL |Genome-Isolate Hydrothermal vent Complete

Gc01563 | Pseudoalteromonas sp. SM9913  |BACTERIAL |Genome-Isolate |Coastal, Marine Complete

Gc01575 ZZZ furnissi 2510/74, NCTC BACTERIAL |Genome-Isolate |Marine, Fresh water Complete
Thermococcus  barophilus MP, Marine, Deep sea

Gc01576 DSM 11836 ARCHAEAL |Genome-Isolate Hydrothermal vent Complete
Thermovibrio  ammonificans HB-1, Fresh water, Deep sea,

Gc01577 DSM 15698 BACTERIAL |Genome-Isolate Hydrothermal vent, Marine Complete
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Desulfobulbus  propionicus 1pr3, Sediment, Marine,
Gc01599 DSM 2032 BACTERIAL |Genome-Isolate Fresh water Complete
Gc01661 |Shewanella baltica OS678 BACTERIAL |Genome-Isolate |Marine Complete
Gc01664 |Spirochaeta sp. Buddy BACTERIAL |Genome-Isolate |Hot spring, Marine Complete
Syntrophobotulus  glycolicus .
Gc01670 FIGIYR, DSM 8271 BACTERIAL |Genome-Isolate |Fresh water, Sludge, Marine |Complete
Desulfurobacterium
Gc01671 |thermolithotrophum BSA, DSM BACTERIAL |Genome-Isolate |Marine Complete
11699
Gc01673 pedobacter  saltans Stey 113, DSM BACTERIAL |Genome-Isolate |Marine Complete
12145
Planctomyces  brasiliensis IFAM .
Gc01674 1448 DSM 5305 BACTERIAL |Genome-Isolate |Fresh water, Marine Complete
Gi00344 Magnetospirillum magnetotacticum BACTERIAL |Genome-Isolate Sediment, Marine, Draft
MS-1 Fresh water
Gi00498  |Pyrolobus  fumarii ARCHAEAL |Genome-Isolate Marine, Deep sea, Complete
Hydrothermal vent
Gi00831 |Idiomarina baltica OS145 BACTERIAL |Genome-Isolate |Marine Draft
Gi00832 |Agreia sp. PHSC20C1 BACTERIAL |Genome-Isolate |Marine Draft
Gi00834  |Bacillus sp. NRRL B-14911 BACTERIAL |Genome-Isolate |Marine Draft
. Blastopirellula marina SH 106T, .
Gi00835 DSM 3645 BACTERIAL |Genome-Isolate |Surface water,, Marine Draft
. Candidatus  Pelagibacter ubique .
Gi00836 SARLI HTCCI002 BACTERIAL |Genome-Isolate |Marine Draft
Gi00837  |Dokdonia donghaensis MED134 BACTERIAL |Genome-Isolate |Marine Draft
Gi00841  |Erythrobacter sp. NAPI BACTERIAL |Genome-Isolate [Surface water, Marine Draft
. Leeuwenhoekiella blandensis .
Gi00843 MED217 BACTERIAL |Genome-Isolate |Marine Draft
Gi00844 | Fulvimarina pelagi HTCC2506 BACTERIAL |Genome-Isolate |Marine Draft
Gi00845 | Gloeothece sp PCC 6909 BACTERIAL |Genome-Isolate |Marine
Gi00846  |Janibacter sp. HTCC2649 BACTERIAL |Genome-Isolate |Marine Draft
Gi00847 |Lentisphaera araneosa HTCC2155 |BACTERIAL |Genome-Isolate |Marine, Coastal Draft
Gi00849 |Lyngbya sp. CCY 8106 BACTERIAL |Genome-Isolate salt marsh, Marine, Draft
Ingoya. sp. Fresh water
GIi00850 |Loktanella vestfoldensis SKA53 BACTERIAL |Genome-Isolate |Marine Draft
Gi00851  |Marinobacter sp. FO2 BACTERIAL |Genome-Isolate |Marine
Gi00852  |Marinomonas sp. MED121 BACTERIAL |Genome-Isolate |Marine Draft
Gi00853  |Microscilla marina ATCC 23134 BACTERIAL |Genome-Isolate |Marine Draft
Gi00854  |Moritella sp. PE36 BACTERIAL |Genome-Isolate |Deep sea, Marine Draft
. . Surface water, Soil, Marine,
Gi00855  |Nitrobacter sp. Nb-311A BACTERIAL |Genome-Isolate Draft
Fresh water
Gi00856 | Nitrococcus mobilis Nb-231 BACTERIAL |Genome-Isolate [Surface water, Marine Draft
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Gi00857 | Nitrosococcus oceani AFC27 BACTERIAL |Genome-Isolate |Surface water, Marine Complete
Gi00858  |Nijtrosomonas sp 17 BACTERIAL |Genome-Isolate |Marine
Gi00859  |Nitrospira marina Nb-295 BACTERIAL |Genome-Isolate |Surface water, Marine
Gi00860  |Nitrospina gracilis Nb-211 BACTERIAL |Genome-Isolate |Surface water, Marine
Gi00861 |Nodularia spumigena CCY9414 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00862 |Oceanicola batsensis HTCC2597  |BACTERIAL |Genome-Isolate |Marine Draft
Gi00863  |Oceanicola granulosus HTCC2516 |BACTERIAL |Genome-Isolate |[Marine Draft
Gi00864  |Oceanicaulis alexandrii HTCC2633 |BACTERIAL |Genome-Isolate |Marine Draft
Gi00865 Bermanella marisrubri RED65 BACTERIAL |Genome-Isolate |Red Sea, Marine Draft
Gi00866  |Neptuniibacter caesariensis MED92|BACTERIAL |Genome-Isolate |Marine Draft
Gi00867 |Oligobacter sp SKA48 BACTERIAL |Genome-Isolate |Marine
Gi00869 | Photobacterium profundum 3TCK |BACTERIAL |Genome-Isolate |Marine Draft
Gi00870 |Photobacterium sp. SKA34 BACTERIAL |Genome-Isolate |Marine Complete
Gi00871  |Polaribacter irgensii 23-P BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00877 Psychrofiexus . torquis ATCC BACTERIAL |Genome-Isolate |Marine Draft

700755
Gi00878  |Psychromonas sp. CNPT3 BACTERIAL |Genome-Isolate |Deep sea, Marine Draft
Gi00879  |Reinekea sp. MED297 BACTERIAL |Genome-Isolate |Marine Draft
Gi00881 |Roseobacter sp. MED193 BACTERIAL |Genome-Isolate |Marine Draft
Gi00882  |Pelagibaca bermudensis HTCC2601 |BACTERIAL |Genome-Isolate |Marine Complete
Gi00883  |Roseovarius sp. 217 BACTERIAL |Genome-Isolate |Marine, Fresh water Draft
Gi00884  |Roseovarius nubinhibens ISM BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00885  |Shewanella benthica KT99, PT99 |BACTERIAL |Genome-Isolate |Marine, Deep sea Draft
Gi00886  |Sphingomonas sp. SKA58 BACTERIAL |Genome-Isolate |Marine Draft
Gi00888  |Sulffitobacter sp. FE-36 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00889  |Sulffitobacter sp. NAS-14.1 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00890  |Synechococcus sp. WH7805 BACTERIAL |Genome-Isolate |Marine Draft
Gi00891  |Synechococcus sp. WH5701 BACTERIAL |Genome-Isolate |Marine Draft
Gi00892  |Synechococcus sp. RS9917 BACTERIAL |Genome-Isolate |Marine, Fresh water Draft
Gi00893  |Synechococcus sp. RS9916 BACTERIAL |Genome-Isolate |Red Sea, Marine Draft
Gi00894  |Synechococcus sp MITS9220 BACTERIAL |Genome-Isolate |Marine
Gi00895  |Synechococcus sp. BL107 BACTERIAL |Genome-Isolate |Marine Draft
Gi00896  |Polaribacter sp. MED152 BACTERIAL |Genome-Isolate |Marine Draft
Gi00897 | Trichodesmium thiebautii II-3 BACTERIAL |Genome-Isolate |Surface water, Marine
Gi00898 | Flavobacteria sp. BBFL7 BACTERIAL |Genome-Isolate |Marine Draft
Gi00899 Zﬁgggfj‘fe’ alkallphilus BACTERIAL |Genome-Isolate |Marine Complete
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Gi00901  |Rhodobacterales sp. HTCC2083 BACTERIAL |Genome-Isolate |Marine, Coastal Draft
Gi00902 s,AfrZ?CCgZ?;;m proteobacterium BACTERIAL |Genome-Isolate |[Marine, Coastal Draft
Gi00903 ﬁfr ’:;’CCQZ';Z;" proteobacterium g, TeRiAL  |Genome-Isolate |Marine, Coastal Draft
Gi00905  |Congregibacter litoralis KT71 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00906  |Mariprofundus ferrooxydans PV-I |BACTERIAL |Genome-Isolate |[Marine Draft
Gi00907 ézgr;;gjr;onas manganoxydans BACTERIAL |Genome-Isolate |Marine Complete
Gi00908 |Vibrio alginolyticus 12G01 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00909  |Photobacterium angustum S14 BACTERIAL |Genome-Isolate |Surface water, Marine Complete
Gi00910 | Vibrio campbellii AND4 BACTERIAL |Genome-Isolate |Marine Draft
Gi00911 |Vibrio splendidus 12B01 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi00912 |Vibrio sp. MED222 BACTERIAL |Genome-Isolate |Marine Draft
Gi00913 ZZ@?&%ZZZ”? frigidum Ace-2 ARCHAEAL |Genome-Isolate |Marine
Gi01129 | Vibrio harveyi ATCC BAA-1116 BACTERIAL |Genome-Isolate |Marine
Gi01148 |Crocosphaera watsonii WHO002  |BACTERIAL |Genome-Isolate |Marine
Gi01149  |Planctomyces maris DSM 8797 BACTERIAL |Genome-Isolate |Marine, Coastal Draft
Gi01152  |Vibrio cholerae RC385 BACTERIAL |Genome-Isolate |Marine, Fresh water Draft
Gi01399 |Acaryochloris sp CCMEE 5410 BACTERIAL |Genome-Isolate |Marine
Gi01400 |Alcanivorax sp. DG88I1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01401 Candidatus Arcobacter sulfidicus |BACTERIAL |Genome-Isolate |Sediment, Marine
Gi01402  |Bacifllus sp. B14905 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi01403  |Bacillus sp. SG-1 BACTERIAL |Genome-Isolate |Sediment, Marine Draft
Gi01404 |Beggiatoa sp. Orange Guaymas  |BACTERIAL |Genome-Isolate Marine,

Hydrothermal vent
Gi01405 |Brevundimonas sp. BAL3 BACTERIAL |Genome-Isolate |Marine Draft
Gi01406 gi;so?;cgf;ach/um pacificurn IM, BACTERIAL |Genome-Isolate |Marine Draft
Gi01407  |Caminibacter mediatianticus TB-2 |BACTERIAL |Genome-Isolate [Marine Draft
Gi01408 |Carnobacterium sp. AT7 BACTERIAL |Genome-Isolate |Marine Draft
Gi01409 |Cyanobium sp. PCC 7001 BACTERIAL |Genome-Isolate |Marine Complete
Gi01410 |Cyanothece sp. CCY 0110 BACTERIAL |Genome-Isolate |Marine Draft
Gi01411 |Dehalobium chlorocoercia DF-1 BACTERIAL |Genome-Isolate |Marine
Gi01412  |Erythrobacter sp, SD-21 BACTERIAL |Genome-Isolate |Sediment, Marine Draft
Gi01413  |Vibrio shilonii AK1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01414 |Algoriphagus sp. PRI BACTERIAL |Genome-Isolate |Marine Complete
Gi01415 |Hoeflea phototrophica DFL-43 BACTERIAL |Genome-Isolate |Marine Draft
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Gi01417 |Kordia algicida OT-1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01418 |Limnobacter sp. MEDIO5 BACTERIAL |Genome-Isolate [Surface water, Marine Draft

. L. . . Marine, Deep sea,
Gi01419 |Marinitoga piezophila KA3 BACTERIAL |Genome-Isolate Hydrothermal vent Draft
Gi01420 |Marinobacter algicola DG893 BACTERIAL |Genome-Isolate |[Marine, Host Draft
Gi01421 |Marinobacter sp. ELB17 BACTERIAL |Genome-Isolate |Marine Draft

. Methylophaga thiooxydans .
Gi01422 DMS010 BACTERIAL |Genome-Isolate |Marine Draft
Gi01423 /legraoco/eus chthonoplastes PCC BACTERIAL |Genome-Isolate |Salt marsh, Marine Draft
Gi01424  |Flavobacteriales sp. ALC-1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01425 Verrucomicrobiales sp. DG1235 BACTERIAL |Genome-Isolate |Marine Draft
Gi01426 |Campylobacterales sp. GD 1 BACTERIAL |Genome-Isolate |[Marine Draft

. Marine gamma proteobacterium .
Gi01427 sp. HTCC2080 BACTERIAL |Genome-Isolate |Marine, Coastal Draft

. gamma  proteobacterium sp. . Surface water, Marine, Fresh
Gi01429 HTCC5015 BACTERIAL |Genome-Isolate water Draft
Gi01431 Vibrionales sp. SWAT-3 BACTERIAL |Genome-Isolate |Marine Draft
Gi01432  |Pseudoalteromonas sp. TW-7 BACTERIAL |Genome-Isolate |Marine Draft
Gi01433  |Methylophilales sp. HTCC2181 BACTERIAL |Genome-Isolate |Marine, Fresh water, Coastal|Complete
Gi01434  |Rhodobacterales sp. HTCC2150 BACTERIAL |Genome-Isolate il;r::tcj water, Marine, Complete
Gi01435 |Nisaea sp. BAL199 BACTERIAL |Genome-Isolate |Marine Draft
Gi01437 |Rhodoferax sp BAL47 BACTERIAL |Genome-Isolate |Marine
Gi01438 |Ulvibacter sp. SCB49 BACTERIAL |Genome-Isolate |[Marine, Fresh water Draft
Gi01439 |Pedobacter sp. BAL39 BACTERIAL |Genome-Isolate |Marine Draft
Gi01440 |Oceanibulbus indolifex HEL-45 BACTERIAL |Genome-Isolate |Marine Draft
Gi01442 |Octadecabacter antarcticus 238 BACTERIAL |Genome-Isolate |[Marine, Fresh water Draft
Gi01443  |Rhodobacterales sp. HTCC2255 BACTERIAL |Genome-Isolate |[Marine, Coastal Draft
Gi01444  |Plesiocystis pacifica SIR-1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01445 | Prochlorococcus marinus MIT9202 |BACTERIAL |Genome-Isolate |Marine Draft
Gi01446 |Pyrodictium abyssi DSM 6158 ARCHAEAL |Genome-Isolate Il\D/I:erlpnes,eaHydrothermal vent,
Gi01447  |Aciduliprofundum boonei T469 ARCHAEAL |Genome-Isolate II\D/I:;'IF;\eS,eaHydrothermal vent, Draft
Gi01449 |Roseobacter sp. AzwK-3b BACTERIAL |Genome-Isolate |Marine Draft
Gi01450 |Sulffitobacter sp. GAII01 BACTERIAL |Genome-Isolate |Marine, Coastal Draft
Gi01451 |Phaeobacter gallaeciensis 2.10 BACTERIAL |Genome-Isolate |Marine Draft
Gi01452 |Roseobacter litoralis Och 149 BACTERIAL |Genome-Isolate |[Marine Draft
Gi01453  |Roseobacter sp. SIO67 BACTERIAL |Genome-Isolate |Marine
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Gi01454 |Loktanella sp. CCS2 BACTERIAL |Genome-Isolate |Marine, Coastal Draft
Gi01455 |Roseobacter sp. SK209-2-6 BACTERIAL |Genome-Isolate |Marine Draft
Gi01457  |Roseovarius sp. TM1035 BACTERIAL |Genome-Isolate |Marine Draft
Gi01458 |Sagittula stellata £-37 BACTERIAL |Genome-Isolate |Marine, Coastal Draft
Gi01459 |Labrenzia alexandrii DFL-11 BACTERIAL |Genome-Isolate |Marine Draft
Gi01460 |Labrenzia aggregata IAM 12614 |BACTERIAL |Genome-Isolate |Marine Draft
Gi01l461 |Stenotrophomonas sp. SKAI4 BACTERIAL |Genome-Isolate |Marine Draft
Gi01462 |Synechococcus sp. PCC 7335 BACTERIAL |Genome-Isolate |Marine Draft
Gi01463  |Synechococcus sp. M11.1 BACTERIAL |Genome-Isolate |Marine, Deep sea
Gi01464 |Synechococcus sp. M16.17 BACTERIAL |Genome-Isolate |Marine
Gi01465 Thermococcus sp. AM4 ARCHAEAL |Genome-Isolate II\D/I:;res,eaHydrothermal vent, Draft
Gi01642 |Vibrio harveyi HYO1 BACTERIAL |Genome-Isolate |Marine, Fresh water Draft
Gi01643  |Vibrio sp. Ex25 BACTERIAL |Genome-Isolate I;/Irzgrte\;val-tl:;jrothermal vent, Draft
Gi01685 |Vibrio parahaemolyticus 16 BACTERIAL |Genome-Isolate |Marine Draft
Gi01686 |Phaeobacter gallaeciensis BS107 |BACTERIAL |Genome-Isolate |Marine Draft
Gi01687 |Calothrix sp. SCO1 BACTERIAL |Genome-Isolate |Marine
Gi01692 Pseudovibrio sp. JEO62 BACTERIAL |Genome-Isolate |Marine, Host Draft
Gi01693 | Thioploca araucae Tha-CCL BACTERIAL |Genome-Isolate |Marine
Gi01694  |Rhodobacterales sp. Y4I BACTERIAL |Genome-Isolate |Marine, Coastal Draft
GI01890 |Beggiatoa sp. PS BACTERIAL |Genome-Isolate a?‘jj'gf;‘; m“gla“r\‘gnt Draft
Gi01918 g;;j’/datus Pelagibacter sp. HICC BACTERIAL |Genome-Isolate |Marine Draft
Gi01978 g;’_’%zgl‘j’; Ovobacter propellens o TeRIAL  |Genome-Isolate [Sediment, Marine
Gi01983  |Nautella italica R11 BACTERIAL |Genome-Isolate |Marine Draft
Gi01989  |Thioturbo danicus Td Nivabl BACTERIAL |Genome-Isolate |Marine
Gi01991 | Thiovulum majus Tm_Nivab2 BACTERIAL |Genome-Isolate |Marine
Gi02045  |Methanotorris igneus Kol5 ARCHAEAL |Genome-Isolate |Submarine, Marine Complete
Gi02293  |Beggiatoa sp. SS BACTERIAL |Genome-Isolate a%‘:zteﬁ; m“gf“’:/‘znt Draft
Gi02451 |beta proteobacterium sp KB13 BACTERIAL |Genome-Isolate |Surface water, Marine Draft
Gi02464 | Thecamonas trahens ATCC 50062 |EUKARYOTIC|Genome-Isolate |Marine, Fresh water Complete
Giozagy | antarctica RE-8 DSV | gaCTERIAL | Genome-Tsolate |Marine Antarctic
Gi02561 | 7Thermaerobacter sp. Y412MC57  |BACTERIAL |Genome-Isolate |Marine
Gi02578 |Myxococcus  fulvus HW-1 BACTERIAL |Genome-Isolate |Marine
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Gio2eoa | A€romicrobium - marinum DSM g\ creRiAL  |Genome-Tsolate [0St Marine, Draft
15272 Human oral microflora
. Archaeoglobus veneficus SNP6, .
Gi02910 DSM 11195 ARCHAEAL |Genome-Isolate |Marine, Deep sea Complete
. . . Marine, Hydrothermal vent,
Gi02912 |Caldithrix abyssi LF13, DSM 13497 |BACTERIAL |Genome-Isolate Deep sea In progress
. Flexistipes  sinusarabici MASI0, .
Gi02915 DSM 4947 BACTERIAL |Genome-Isolate |Marine In progress
. Methanolacinia paynteri G-2000, Sediment Marine Fresh
Gi02919 DSM 2545 ARCHAEAL |Genome-Isolate water
Gi02933 Palaeococcus  ferrophilus DSM ARCHAEAL |Genome-Isolate Marine Hydrothermal vent
13482 Deep sea
Gi02934  |Pyrolobus fumarii DSM 11204  |ARCHAEAL |Genome-Isolate g':gg‘iegydmtherma' Vet 1y orogress
. Propionigenium modestum Succz, . Mud Marine Human saliva
Gi02935 DSM 2376 BACTERIAL |Genome-Isolate Fresh water
Gi02940 ‘2;};%/0/013“ azoricus FC6, DSM ARCHAEAL |Genome-Isolate |[Marine Hot spring
. Thermodesulfatator indicus CIR Marine Hydrothermal vent
Gi02944 29812 DSM 15286 BACTERIAL |Genome-Isolate Deep sea In progress
. Vulcanithermus mediatlanticus TR, Marine Hydrothermal vent
Gi02951 DSM 14978 BACTERIAL |Genome-Isolate Deep sea In progress
Gi02953  |Silicibacter  sp. TrichCH4B BACTERIAL |Genome-Isolate |Marine Draft
. Silicibacter lacuscaerulensis .
Gi02954 771157 BACTERIAL |Genome-Isolate |Marine Draft
Gi02956  |Prochlorococcus sp. UH18301 BACTERIAL |Genome-Isolate |Marine In progress
Gi02957 Gamma . proteobacterium sp. BACTERIAL |Genome-Isolate |Sediment Marine Draft
NOR5-3
Gio2gsg | Gamma  proteobacterium sp. BACTERIAL |Genome-Isolate |Surface water Marine Draft
NOR5-1B
Gi02959 Marine gamma proteobacterium BACTERIAL |Genome-Isolate |Marine Draft
sp. HTCC2148
Gi02960 | itreicella sp. SE45 BACTERIAL |Genome-Isolate |Marine Draft
Gi02961  |Synechococcus sp. UW69 BACTERIAL |Genome-Isolate |Marine
Gi02962  |Synechococcus sp. WH 8109 BACTERIAL |Genome-Isolate |Marine Draft
Gi02964 | Thalassiobium sp. R2A62 BACTERIAL |Genome-Isolate |Marine Draft
Gi03040 JH;’LZ?‘? maritima MHZ, DSM BACTERIAL |Genome-Isolate |Marine Complete
Gioa1g7 | Alteromonas  macleodii ATCC BACTERIAL |Genome-Isolate [Marine Draft
27126
Gi03236 Clostridium - botulinum £1 BoNT £ BACTERIAL |Genome-Isolate |Marine Food
Beluga
Gi03249 |CGycloclasticus  pugetii PS-1 BACTERIAL |Genome-Isolate |Sediment Marine
Gi03564  |Ahrensia sp. RZA130 BACTERIAL |Genome-Isolate |Marine Complete

106




I
. . . Sequencing
Number Organism Domain Type Habitat status
. marine gamma proteobacterium . .
Gi03565 BBIAT? BACTERIAL |Genome-Isolate |Marine
Gi03566 |Alteromonas sp. EZ55 BACTERIAL |Genome-Isolate |Marine
Gi03567 |Gloeothece sp. PCC 6909/1 BACTERIAL |Genome-Isolate |Marine In progress
Gi03568 |Loktanella sp. SE62 BACTERIAL |Genome-Isolate |Marine In progress
Gi03569  |Nautifia lithotrophica 525 BACTERIAL |Genome-Isolate |Marine
Gi03570 |Alteromonas sp. BG20 BACTERIAL |Genome-Isolate |Marine
Gi03571  |Gammaproteobacteria sp. HIMB30 |BACTERIAL |Genome-Isolate |Marine In progress
Gi03572  |Gammaproteobacteria sp. HIMB55 |BACTERIAL |Genome-Isolate |Marine
Gi03573  |Alphaproteobacteria sp. HIMB37  |BACTERIAL |Genome-Isolate |Marine
Gi03574  |Pseudoalteromonas sp. Tw-2 BACTERIAL |Genome-Isolate |Marine Coastal In progress
Gi03575 gj:gdoa/teromonas flavipulchra BACTERIAL |Genome-Isolate |Marine Coastal In progress
Gi03576 5;:;/2/0a/teromonas Juteoviolacea BACTERIAL |Genome-Isolate |Coastal Marine In progress
Gi03577  |Roseibium  sp. TrichSKD4 BACTERIAL |Genome-Isolate |Marine Host Complete
Gi03578 |Roseobacter sp. RZA57 BACTERIAL |Genome-Isolate |Marine Host In progress
. Alphaproteobacteria sp. SAR11 . .
Gi03579 HIMB64 BACTERIAL |Genome-Isolate |Marine Host
Gio3sgo | APhaproteobactenia sp. SARIL g, c1epial  |Genome-Isolate |Marine Host
HIMB5
. Alphaproteobacteria sp. SAR11 . .
Gi03581 HIMB5S BACTERIAL |Genome-Isolate |Marine Host
Gi03582  |Rickettsiales sp. HIMB114 BACTERIAL |Genome-Isolate |Marine Host Draft
. Alphaproteobacteria sp. SAR11 .
Gi03583 HIMBIO BACTERIAL |Genome-Isolate |Marine Host
Gi03584  |Sulfurospirillum sp. Am-N BACTERIAL |Genome-Isolate |Marine Host In progress
Gi03585  |Synechococcus sp. CBO205 BACTERIAL |Genome-Isolate |Marine Host In progress
Gi03586  |Synechococcus sp. CB0O101 BACTERIAL |Genome-Isolate |Marine Host
Gi03587  |Synechococcus sp. RCC1020 BACTERIAL |Genome-Isolate |Marine Host
Gi03588  |Synechococcus sp. UWI BACTERIAL |Genome-Isolate |Marine Host
Gi03589  |Synechococcus sp. UW92 BACTERIAL |Genome-Isolate |Marine Host
Gi03590 |Synechococcus sp. UW9I0 BACTERIAL |Genome-Isolate |Marine Host
Gi03591  |Thalassospira sp. TrichSKD10 BACTERIAL |Genome-Isolate |Marine Host
Gi03593  |Thauera aromatica 3CB2 BACTERIAL |Genome-Isolate |Marine Host
Gi03615 |Rhodobacteraceae bacterum KBZ2 |BACTERIAL |Genome-Isolate |[Marine Host
Gi03735  |Rhodobacteraceae sp. KLH11 BACTERIAL |Genome-Isolate |Marine Host Draft
Gi03918  |Aciduliprofundum sp. MAROS ARCHAEAL |Genome-Isolate Il\D/I:erguese:ydrothermal vent In progress
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Marine Hydrothermal vent

Gi03919  |Aciduliprofundum boonei 1 ARCHAEAL |Genome-Isolate Deep sea In progress
Gi03957 Z@/;;Chaez‘a thermophila DM BACTERIAL |Genome-Isolate |Hot spring Marine In progress
. Aequorivita antarctica SW49, DSM . Awaiting

Gi03971 14231 BACTERIAL |Genome-Isolate |Marine DNA
Gi03974 Aquilexum  balticum BA160, DSM BACTERIAL |Genome-Isolate |Marine Complete

16537

. Echinicola vietnamensis KMM .
Gi04016 6221 DSM 17526 BACTERIAL |Genome-Isolate |Marine Draft

Flexibacter litoralis Fx [1, DSM

Gi04020 6794 BACTERIAL |Genome-Isolate |Marine In progress
Gi04036 |Clostridium  botulinum D 1873 BACTERIAL |Genome-Isolate |Marine Food Draft
Gi04086 |Donghaeana dokdonensis DSW-6 |BACTERIAL |Genome-Isolate |[Marine Complete

Gi04087 |Chondromyces crocatus KYC2823 |BACTERIAL |Genome-Isolate |Marine

Gi04169 |Vibrio sp. HV10 BACTERIAL |Genome-Isolate |Marine Host

Gi04179 /gi“L/{/L/IOJZZfS sublithincola Q55€9-3 BACTERIAL |Genome-Isolate |Marine In progress
Gi04266 |Vibrio sp. MV-1 BACTERIAL |Genome-Isolate |Marine Host

Gi04281 |Spirochaeta sp. Grapes BACTERIAL |Genome-Isolate |Marine Hot spring In progress
Gi04373  |Dermocarpa sp. 0006 BACTERIAL |Genome-Isolate |Marine

Gi04374  |Synechococcus sp. Eumi4 BACTERIAL |Genome-Isolate |Marine

Gi04375  |Sulfitobacter sp. GAI-109 BACTERIAL |Genome-Isolate |Surface water Marine

Gi04376 |Rhodobacterales sp HTCC2177 BACTERIAL |Genome-Isolate |Marine

Gi04377 jar/?g’;jﬁ_ gj;e”’m/a CNH643 |BACTERIAL |Genome-Isolate fvz‘zier;’e”t Marine Fresh

Gi04591  |Rivularia sp. PCC 7116 BACTERIAL |Genome-Isolate |Marine In progress
Gi04619 g(;//t//bjgc;i; actiniarum KMM 6136, BACTERIAL |Genome-Isolate |Marine In progress
Gi05080 |Pseudoalteromonas tunicata D2  |BACTERIAL |Genome-Isolate |Marine Complete
Gi05260 |Vibrio harveyi 1DA3 BACTERIAL |Genome-Isolate |Marine Draft
Gi05261 |Vibrio alginolyticus 408 BACTERIAL |Genome-Isolate |Marine Draft
Gi05262 |Vibrio alginolyticus VM573 BACTERIAL |Genome-Isolate |Marine Draft
Gi05309 |Vibrio alginolyticus VMZ223 BACTERIAL |Genome-Isolate |Marine Draft
Gi05310 |Vibrio alginolyticus MB-451 BACTERIAL |Genome-Isolate |Marine Draft

. Photobacterium damselae .
Gi05311 damselae CIP 102761 BACTERIAL |Genome-Isolate |Marine Draft

Gi05312 |Vibrio orientalis CIP 102891 BACTERIAL |Genome-Isolate |Marine Draft
Gi05313  |Vibrio sp. RC586 BACTERIAL |Genome-Isolate |Marine Draft
Gi05314  |Vibrio coralliilyticus ATCC BAA-450\BACTERIAL |Genome-Isolate |Marine Draft
Gi05315 | Vibrio metschnikovii CIP 69.14 BACTERIAL |Genome-Isolate |Marine Draft
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Gi05316  |Vibrio furnissii CIP 102972 BACTERIAL |Genome-Isolate |Marine Draft
Gi05317 |Vibrio sp. RC341 BACTERIAL |Genome-Isolate |Marine Draft
Gi05318 | Vibrio cholerae CT 5369-93 BACTERIAL |Genome-Isolate |Marine Draft
Gi05319 | Vibrio cholerae INDRE 91/1 BACTERIAL |Genome-Isolate |Marine Draft
Gi05321 |Grimontia hollisae CIP 101886 BACTERIAL |Genome-Isolate |Marine Draft
Gi05327 | Vibrio splendidus M2 BACTERIAL |Genome-Isolate |Surface water Marine Complete
Gi05328 |Vibrio cholerae G4222 BACTERIAL |Genome-Isolate |Marine Draft
Gi05329  |Mariprofundus ferrooxydans M34 |BACTERIAL |Genome-Isolate |[Marine gv’l/laAiting
Gi05343  |Mariprofundus sp. GSB2 BACTERIAL |Genome-Isolate |Marine gmaAiting
Gi05346 |Shewanella baltica OS183 BACTERIAL |Genome-Isolate |Marine Complete
Gi05350 g;a'nilﬂ;;;/:us hydrothermalis T1, BACTERIAL |Genome-Isolate |Marine Complete
Gi05372 |Labrenzia sp. DG1229 BACTERIAL |Genome-Isolate |Marine Draft
Gi05401  |Phaeobacter sp. LSS9 BACTERIAL |Genome-Isolate |Marine In progress
Gi05412 |Halomonas sp. HTNK1 BACTERIAL |Genome-Isolate |Marine In progress
Gi05567 | Vibrio cholerae RC27 BACTERIAL |Genome-Isolate |Marine Draft
Gi05578 gfgf‘;/;bacteraceae bacterium sp. BACTERIAL |Genome-Isolate |Marine In progress
Gi0S604 | Psychrobacter sp. 1501 BACTERIAL |Genome-Isolate i/loa”ri:srma frost sediment |1 ogress
Gi05636  |Clostridium  botulinum HALLAH BACTERIAL [Genome-Isolate |Marine Food In progress
Gi05704  |Arcobacter butzleri JV22 BACTERIAL |Genome-Isolate |Marine Host Fresh water Targeted
Gi05853  |Vibrio navarrensis 08-2462 BACTERIAL |Genome-Isolate |Marine Draft
Gi05972  |Shewanella baltica BA175 BACTERIAL |Genome-Isolate |Marine Complete
Gi05973  |Shewanella baltica OS625 BACTERIAL |Genome-Isolate |Marine In progress
Gi05974  |Shewanella baltica OS117 BACTERIAL |Genome-Isolate |Marine In progress
Gi06192 Z.js;//c;oo‘z/temmonas haloplanktis BACTERIAL |Genome-Isolate |Marine Coastal In progress
Gi06359 |alpha proteobacterium sp. HIMB59|BACTERIAL |Genome-Isolate [Marine Host In progress
Gi06476 |Thermus oshimai JL-2 BACTERIAL |Genome-Isolate |Marine Draft
Gi06544  |Alteromonas sp. BBZATZ BACTERIAL |Genome-Isolate |Coastal Marine In progress
Gi06645 | Vibrio mimicus SX-4 BACTERIAL |Genome-Isolate |Marine In progress
Gi06671 ngééia;ﬁ% ‘Z;fh;WBJ o0 BACTERIAL Sferzjome'ur‘c“'t Marine Draft
Gi06674 |Citreicella sp. 357 BACTERIAL |Genome-Isolate |Marine In progress
Gi07103  |Amastigomonas  sp. EUKARYOTIC|Genome-Isolate |Marine Fresh water In progress
Gi07264 |Marine achaeal group 1 BG20 ARCHAEAL |Genome-Isolate |[Marine Coastal In progress
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Gioy27  |€/a proteobacterium sp. BACTERIAL |Genome-Isolate |Marine In progress
anaconda
Gi07279  |Marine achaeal group 1 BD31 ARCHAEAL |Genome-Isolate |[Marine Coastal In progress
. Desulfonema magnum Montpellier, .
Gi07280 DSM 2077 BACTERIAL |Genome-Isolate |Marine In progress
. Desulfosarcina  variabilis )
Gi07281 Montpellier, DSM 2060 BACTERIAL |Genome-Isolate |Marine In progress
. Desulfonema  limicola Jadebusen, .
Gi07282 DSM 2076 BACTERIAL |Genome-Isolate |Marine In progress
Gi07283 alpha _ proteobacterium sp. HIMB59 BACTERIAL |Genome-Isolate |Marine Host In progress
HIMB5
Gi07317 | Vibrio tubiashii NCIMB 1337 BACTERIAL |Genome-Isolate |Marine Surface water In progress
. gamma proteobacterium sp. . Surface water Marine
Gi07543 IMCC2047 BACTERIAL |Genome-Isolate Fresh water In progress
Gi07559  |Marinomonas sp. IVIA-Po-181 BACTERIAL |Genome-Isolate |Marine Complete
Gi07566 |Salinispora pacifica CNT-148 BACTERIAL |Genome-Isolate Sediment Marine Fresh Awaiting
water DNA
GIO7567 | Salinispora arenicola CNS-991  |BACTERIAL |Genome-Isolate |>cSiment Marine Fresh —|Awaiting
water DNA
Gi07570  |Salinispora pacifica CNS-960 BACTERIAL |Genome-Isolate Sediment Marine Fresh Awaiting
water DNA
Gi07571  |Salinispora pacifica CNT-138 BACTERIAL |Genome-Isolate |>cdiment Marine Fresh —|Awaiting
water DNA
Gi07574  |Salinispora pacifica CNS-863 BACTERIAL |Genome-Isolate Sediment Marine Fresh Awaiting
water DNA
Gi07575  |Salinispora  pacifica CNT-150 BACTERIAL |Genome-Isolate |>cdiment Marine Fresh —|Awaiting
water DNA
Gi07576  |Salinispora pacifica CNT-133 BACTERIAL |Genome-Isolate sediment Marine Fresh Awaiting
water DNA
Gi07593  |Desulfosarcina sp. BuS5 BACTERIAL |Genome-Isolate |Marine ’S",\ﬂt'”g
Gi07619 |Listonella anguillarum 775 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi07620 |Listonella anguillarum VIB 4 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi07621 |Listonella anguillarum M3 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi07658 Marinomonas - mediterranea BACTERIAL |Genome-Isolate |Marine Complete
MMB-1
. gamma proteobacterium sp. . Surface water Marine
Gi07674 IMCC3088 BACTERIAL |Genome-Isolate Fresh water In progress
. Rhodothermus marinus . )
Gi07712 SGO.5IP17-171 BACTERIAL |Genome-Isolate |Marine Hot spring In progress
Gi07797 |Thauera selenatis AX BACTERIAL |Genome-Isolate |Marine Host In progress
Gi08206 | Vibrio coralliilyticus P1 BACTERIAL |Genome-Isolate |Marine In progress
. Rhodothermus marinus . .
Gi08211 SGO.5IP17-172 BACTERIAL |Genome-Isolate |Hot spring Marine Complete
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Gi08340 |Alteromonas sp. SN2 BACTERIAL |Genome-Isolate |Marine In progress
Gi08433  |Sulfurimonas sp. GDI1 BACTERIAL |Genome-Isolate |Mud Marine In progress
Gi08434  |Alcanivorax dieselolei B5 BACTERIAL |Genome-Isolate |Marine In progress
Gi08488 |Lebetimonas sp. JSO85 BACTERIAL |Genome-Isolate II\D/I:erEese}-alydrothermal vent Draft
Gi08565 beta proteobacterium sp. BACTERIAL |Genome-Isolate |Surface water Marine In progress

IMCC9480 prog
Gi08566 beta  proteobacterium sp. BACTERIAL |Genome-Isolate |Surface water Marine In progress
IMCC1989 prog
Gi08594  |Crocosphaera watsonii WHO003 BACTERIAL |Genome-Isolate |Marine In progress
. Candlidatus  Pelagibacter sp )

Gi08738 IMCCI063 BACTERIAL |Genome-Isolate |Marine In progress
Gi09007  |Alcanivorax sp. sk2-jrc BACTERIAL |Genome-Isolate |Marine In progress
Gi09039  |Algoriphagus sp. PRI BACTERIAL |Genome-Isolate |Marine Complete
Gi09057  |Listonella anguillarum RV22 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi09135  |Marinitoga piezophila KA3 BACTERIAL |Genome-Isolate Il\D/I:erL)nesegydrothermal vent In progress
Gi09138  |Rhodopirellula  baltica WH47 BACTERIAL |Genome-Isolate |Marine In progress
Gi09150 |Rhodopirellula  baltica SH28 BACTERIAL |Genome-Isolate |Marine In progress
Gi09151  |Rhodopirellula  baltica SWK14 BACTERIAL |Genome-Isolate |Marine In progress

GmO00002 Marine microbial communities MICROBIAL [Metagenome Surface water Marine Complete
from Sargasso Sea

Sediment archaeal anaerobic
GmO00005 |methane oxidation (AOM) MICROBIAL |Metagenome Sediment Deep sea Marine|Complete
communities from Eel River Basin

Marine Bacterioplankton

GmO0006 communities from Antarctic

MICROBIAL [(Metagenome Marine Antarctic Complete

Gm00018 Marine  microbial communities MICROBIAL |Metagenome Marine Coastal Complete
from Monterey Bay

Marine microbial communities
GmO00020 |from Nova Scotia coast surface MICROBIAL [Metagenome Marine
waters

Marine microbial community from

GmO00031 Georgetown SC saltmarsh estuary MICROBIAL [Metagenome Marine
GmO00032 Marine oligotrophic communities MICROBIAL [Metagenome Marine
from Northwestern Sargasso Sea
Sediment Beggiatoa community . .
Gm00034 MICROBIAL |Metagenome Sediment Marine Coastal Complete

from marine coastal samples

Marine microbial communities
GmO00050 |from Near-Shore Anoxic Basin of |MICROBIAL |Metagenome Marine Complete
Saanich Inlet of Vancouver

Gmooos3 |Mare viral communities from |\ y-ppia|  Metagenome  |Marine
Chesapeake Bay
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Gmooose |FVA  viral communities from MICROBIAL |Metagenome  |Marine Complete
coastal marine samples

Marine microbial communities .
GmO00057 from North Atlantic deep water MICROBIAL [Metagenome Marine Deep sea Complete

Gmoooeo |V@rine viral communities from |\ uepopial | Metagenome  |Marine Complete
Arctic Ocean environments

Marine viroplankton communities

Gm00072 from surface and estuarine waters

MICROBIAL [Metagenome Marine

Marine microbial communities .
GmO00080 from Global Ocean Sampling (GOS) MICROBIAL [Metagenome Surface water Marine Complete

GmO0087 |Porites compressa holobiont MICROBIAL [Metagenome Marine Complete

Gm00092 Ma.r/ﬁe" anaerobic ammoniuim MICROBIAL |Metagenome Deep sea Marine
oxidizing (@anammox) community

Marine  phototrophic

Gm00099 | . . .
picoeukaryotic community

MICROBIAL [Metagenome Marine

Gmoo1o1 |Marne microbial communities |\ -papia|  (Metagenome  |Marine
from planktonic and surface waters

Marine microbial communities .
GmO00104 from English Channel site 14 MICROBIAL [Metagenome Marine Complete

GmO00105 |Marine viral communities MICROBIAL [Metagenome Marine

GmO00112 Marine microbial communities MICROBIAL [Metagenome Marine Hydrothermal vent
from deep sea hydrothermal vents

Marine cyanobacterial communities

GmO00117 from coastal water

MICROBIAL [Metagenome Marine Coastal

Marine viral communities from . .
GmO00120 deep-sea hydrothermal vents MICROBIAL [Metagenome Marine Hot spring

Gm00124 Marine P/ankz‘og communities MICROBIAL [Metagenome Marine Complete
from deep Mediterranean sea

Marine Bacterioplankton

GmO0127 communities from Sapelo Island

MICROBIAL |Metagenome Marine Coastal Complete

Marine microbial communities .
GmO00132 from a Coastal Norwegian FHord MICROBIAL [Metagenome Marine Complete

GmO00137 Marine . viral communities from MICROBIAL |Metagenome Marine Complete
Tampa Bay

GmO00139 |Marine Roseobacter communities |MICROBIAL |[Metagenome Marine

GmO00145 |Marine microbial communities MICROBIAL [Metagenome Marine Complete

Marine picoplanktonic community
GmO0176 |from Hawaii Ocean Times Series MICROBIAL
Station 2 (HOT/ALOHA)

Metatranscripto

Marine Complete
me

Marine microbial communities
GmO00180 |from the Hawaiian Ocean MICROBIAL |Metagenome Marine Complete
Time-Series (HOT)

Dinoflagellate-associated  bacterial
GmO00187 |community from marine MICROBIAL [Metagenome Marine Complete
environments
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Marine  planktonic microbial

GmO00196 |community from Bermuda Time MICROBIAL [Metagenome Marine In progress
Series BATS Station
Marine microbial communities . Awaiting

GmO00205 from Subarctic Pacific Ocean MICROBIAL [Metagenome Marine DNA
Marine viral communities from .

Gm00228 . L MICROBIAL [Metagenome Marine In progress
oceanic oxygen minimum zone
Marine microbial communities

Gm00242 |from the Lost City Hydrotherma/  |MICROBIAL |Metagenome MarineHot spring Complete
Field
Marine viral communities from .

Gm00244 . . MICROBIAL |Metagenome Marine In progress
various locatfons
viral communities from mesophillic .

GmO00245 L MICROBIAL [Metagenome Marine In progress
anaerobic digester
Marine prochlorococcus

Gm00266 surrounding m/€rob/a/ communities MICROBIAL |Metagenome Marine Complete
from the Hawaiian Ocean
Time-Series (HOT)

GmO00277 Marine - microbial communities MICROBIAL [Metagenome Marine In progress
from the Californian Coast 9 prog
Marine microbial communities .

GmO00289 . MICROBIAL [(Metagenome Marine In progress
from Australia
Marine microbial communities .

Gm00290 MICROBIAL |Metagenome Marine In progress
from Southern Ocean
Candidatus Pelagibacter ubique ’ .

Gr00105 SAR1I HTCC8051 BACTERIAL [Resequencing |Marine In progress
Candidatus  Pelagibacter ubique . .

Gr00106 SAR1I HTCCI565 BACTERIAL |Resequencing |Marine In progress
Candidatus Pelagibacter ubique ’ .

Gr00107 SAR1I HTCCI013 BACTERIAL [Resequencing |Marine In progress
Candidatus  Pelagibacter ubique . .

Gr00108 SARII HTCCI022 BACTERIAL |Resequencing |Marine In progress
Candidatus Pelagibacter-like SAR11 ’ .

Gr00115 HIMBO83 BACTERIAL [Resequencing |Marine In progress
Candlidatus  Pelagibacter-like SAR11 . .

Gr00164 HIMBIA0 BACTERIAL [Resequencing |Marine In progress
Candidatus Pelagibacter-like SAR11 ’ .

Gr00165 HTCC8051 BACTERIAL [Resequencing |Marine In progress
Candidatus  Pelagibacter-like SAR11 . .

Gr00166 HTCCI013 BACTERIAL [Resequencing |Marine In progress
Candidatus Pelagibacter-like SAR11 ’ .

Gr00167 HTCC9022 BACTERIAL [Resequencing |Marine In progress
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Deep sea
Number Organism Domain Type Habitat Sequencing
status
Gc00053 | Pyrococcus  abyssi GE5 ARCHAEAL |Genome-Isolate |Deep sea Marine Complete
. . Sediment Marine Deep
Gc00237 |Geobacillus kaustophilus HTA426  |BACTERIAL |Genome-Isolate <ea Complete
Gc00316 | Thiomicrospira crunogena XCL-2 BACTERIAL  |Genome-Isolate |Marine Deep sea Complete
Gc00478 | Psychromonas ingrahamii 37 BACTERIAL  |Genome-Isolate |Marine Deep sea Complete
Gc00483 | Shewanella sp. W3-18-1 BACTERIAL  |Genome-Isolate S:S'me”t Marine Deep |0 mplete
Gc00592 | Ostreococcus  lucimarinus CCE9901 |EUKARYOTIC |Genome-Isolate |Marine Deep sea Complete
Gc00619 |Nitratiruptor sp. SB155-2 BACTERIAL  |Genome-Isolate | 1211N€ Hydrothermal Complete
vent Deep sea
Gc00620 |Sulfurovum sp. NBC37-1 BACTERIAL  |Genome-Isolate Marine Hydrothermal Complete
vent Deep sea
Alteromonas macleodii Deep .
Gc00846 ecotype, DSM 17117 BACTERIAL  |Genome-Isolate |Marine Deep sea Complete
Gc00884 | Shewanella piezotolerans WP3 BACTERIAL  |Genome-Isolate :::hment Marine Deep Complete
Gc01098 | Methanocaldococcus fervens AGE86 |ARCHAEAL  |Genome-Isolate |Marine Deep sea Complete
Methanocaldococcus  vulcanius M7, .
Gc01124 DSM 12094 ARCHAEAL  |Genome-Isolate |Marine Deep sea Complete
Archaeoglobus  profundus AvIl8 Marine Hydrothermal
Gc01188 DSM 5631 ARCHAEAL  |Genome-Isolate vent Deep sea Complete
Marine Hydrothermal
Gc01212 | Methanocaldococcus sp. FS406-22 |ARCHAEAL |Genome-Isolate Complete
vent Deep sea
o . Marine Hydrothermal
Gc01221 |Aciduliprofundum boonei 7469 ARCHAEAL  |Genome-Isolate Complete
vent Deep sea
Gc01265 |Zunongwangia profunda SM-A87 |BACTERIAL |Genome-Isolate |Sediment Deep sea Complete
Gc01344 | Methanocaldococcus infernus ME |ARCHAEAL  |Genome-Isolate |Marine Deep sea Complete
Thermosediminibacter oceani . .
Gc01361 JW/IW-1228P, DSM 16646 BACTERIAL |Genome-Isolate |Deep sea Soil Sediment [Complete
Oceanithermus  profundus 506, Marine Hydrothermal
Gc01553 DSM 14977 BACTERIAL  |Genome-Isolate vent Deep sea Complete
Ge01576 Thermococcus barophilus MP, DSM ARCHAEAL  |Genome-Isolate Marine Hydrothermal Complete
11836 vent Deep sea
Thermovibrio  ammonificans HB-1, Marine Hydrothermal
Gc01577 DSM 15698 BACTERIAL  |Genome-Isolate vent Freshwater Deep sea Complete
Ge00215 |Riftia pachyptila EUKARYOTIC [EST SH;drOtherma' vent Deep
Gi00498 | Pyrolobus  fumarii ARCHAEAL  |Genome-Isolate Marine Hydrothermal Complete
vent Deep sea
Gi00733 | Colwellia sp MT41 BACTERIAL  |Genome-Isolate |Fresh water Deep sea
Gi00854 | Moritella sp. PE36 BACTERIAL  |Genome-Isolate |Deep sea Marine Draft
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Gi00878 | Psychromonas sp. CNPT3 BACTERIAL |Genome-Isolate |Deep sea Marine Draft
Gi00885 | Shewanella benthica K799, PT99 BACTERIAL  |Genome-Isolate |Marine Deep sea Draft
Gi01416 |Hydrogenivirga sp. 128-5-Ri-1 BACTERIAL  |Genome-Isolate || Ydrothermal vent Fresh |,
water Deep sea
Gi01419 |Marinitoga piezophila KA3 BACTERIAL  |Genome-Isolate Marine Hydrothermal Draft
vent Deep sea
Gi01446 |Pyrodictium abyssi DSM 6158 ARCHAEAL | Genome-Isolate |Marine Hydrothermal
vent Deep sea
Gi01447 |Aciduliprofundum boonei T469 ARCHAEAL  |Genome-Isolate Marine Hydrothermal Draft
vent Deep sea
Gi01463 |Synechococcus sp. M11.1 BACTERIAL  |Genome-Isolate |Marine Deep sea
Gi01465 | Thermococcus sp. AMA4 ARCHAEAL | Genome-Isolate |Marine Hydrothermal Draft
vent Deep sea
Gi02044 Methanothermococcus okinawensis ARCHAEAL  |Genome-Isolate Fresh water Deep sea Complete
IH1 Hydrothermal vent
. Archaeoglobus veneficus SNP6, .
Gi02910 DSM 11195 ARCHAEAL  |Genome-Isolate [Marine Deep sea Complete
. L . Marine Hydrothermal
Gi02912 |Caldithrix abyssi LF13, DSM 13497 |BACTERIAL |Genome-Isolate In progress
vent Deep sea
Gi02933 Palaeococcus  ferrophilus DSM ARCHAEAL  |Genome-Isolate Marine Hydrothermal
13482 vent Deep sea
. . Marine Hydrothermal
Gi02934 | Pyrolobus fumarii DSM 11204 ARCHAEAL  |Genome-Isolate In progress
vent Deep sea
. Thermodesulfatator indicus CIR Marine Hydrothermal
Gi02944 29812 DSM 15286 BACTERIAL  |Genome-Isolate vent Deep sea In progress
. Vulcanithermus mediatlanticus TR, Marine Hydrothermal
Gi02951 DSM 14978 BACTERIAL  |Genome-Isolate vent Deep sea In progress
Gi03918 | Aciduliprofundum sp. MAROS ARCHAEAL  |Genome-Isolate Marine Hydrothermal In progress
vent Deep sea
Gi03919 | Aciduljprofundum boonei 1 ARCHAEAL  |Genome-Isolate Marine Hydrothermal In progress
vent Deep sea
Gi08488 | Lebetimonas sp. JS085 BACTERIAL  |Genome-Isolate | 1211n¢ Hydrothermal Draft
vent Deep sea
Gi09135 |Marinitoga piezophila KA3 BACTERIAL  |Genome-Isolate Marine Hydrothermal In progress
vent Deep sea
Sediment archaeal anaerobic Sediment Deep  sea
GmO0005 | methane oxidation (AOM) MICROBIAL |Metagenome ) P Complete
.. . . Marine
communities from Eel River Basin
GmOQ0057 Marine microbial communities from MICROBIAL |Metagenome  |Marine Deep sea Complete
North Atlantic deep water 9 P P
GmO00092 Mqr/ﬁg anaerobic ammonium MICROBIAL |Metagenome Deep sea Marine
oxidizing (anammox) community
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Methanocaldococcus jannaschii Marine
Gc00004 DSM 2661 ARCHAEAL |(Genome-Isolate Hydrothermal vent Complete
Archaeoglobus  fulgidus VC-16, .
Gc00011 DSM 4304 ARCHAEAL |Genome-Isolate |Marine Complete
. .. Marine
Gc00014 | Pyrococcus  horikoshii OT3 ARCHAEAL |(Genome-Isolate Complete
Hydrothermal vent
. Genome-Isolate |Coastal Marine
Gc00022 |Aeropyrum  pernix K1 ARCHAEAL Hydrothermal vent Complete
Gc00042 | Thermoplasma  volcanium GSS1 ARCHAEAL |(Genome-Isolate Solfataric field, Marine Complete
Hydrothermal vent
Gc00053 |Pyrococcus  abyssi GES ARCHAEAL |Genome-Isolate [Deep sea Marine Complete
Gc00075 |Pyrobaculum  aerophilum IM2 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00078 |Pyrococcus  furiosus DSM 3638 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00080 | Methanopyrus  kandleri AV19 ARCHAEAL |Genome-Isolate |Marine Complete
Gc00084 | Methanosarcina acetivorans CZA  |ARCHAEAL |Genome-Isolate Oil fields Marine Complete
Hydrothermal vent
. . Marine
Gc00162 | Nanoarchaecum equitans Kin4-M  |ARCHAEAL |Genome-Isolate Complete
Hydrothermal vent
Gc00231 Haloarcula marismortui ATCC ARCHAEAL |Genome-Isolate |Marine Complete
43049
Gc00493 | Cenarchaeum  symbiosum A ARCHAEAL iznome-UncuItu Marine Host Coastal Complete
Gc00500 | Hyperthermus  butylicus DSM 5456 |ARCHAEAL |Genome-Isolate |Marine Complete
Gc00511 ;f;;hy/othermus marinus Fl, DSM ARCHAEAL |Genome-Isolate |Marine Complete
Methanoculleus marisnigri JR1, .
Gc00512 DSM 1498 ARCHAEAL |Genome-Isolate [Marine Complete
Gc00588 | Methanococcus  vannielii SB ARCHAEAL |Genome-Isolate [Mud Marine Complete
Gc00589 | Methanococcus — aeolicus Nankai-3 |ARCHAEAL |Genome-Isolate |Sediment Marine Complete
Gc00591 | Methanococcus maripaludis C7 ARCHAEAL [Genome-Isolate [Sediment Marine Complete
Ignicoccus  hospitalis KIN4/[ DSM Marine
Gc00636 18386 ARCHAEAL |Genome-Isolate Hydrothermal vent Complete
Gc01098 | Methanocaldococcus  fervens AG86 |ARCHAEAL |Genome-Isolate |Marine Deep sea Complete
Methanocaldococcus  vulcanius M7, .
Gc01124 DSM 12094 ARCHAEAL |Genome-Isolate |Marine Deep sea Complete
Archaeoglobus  profundus AvlS, Marine Hydrothermal vent
Gc01188 DSM 5631 ARCHAEAL |(Genome-Isolate Deep sea Complete
Gc01212 | Methanocaldococcus sp. FS406-22 |ARCHAEAL |Genome-Isolate Il\D/I:erlpnesela-Wdrothermal vent Complete
Gc01221 |Aciduliprofundum  boonei T469 ARCHAEAL |Genome-Isolate Marine Hydrothermal  vent Complete

Deep sea
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Gc01344 | Methanocaldococcus  infernus ME |ARCHAEAL |Genome-Isolate [Marine Deep sea Complete

Gc01576 Thermococcus  barophilus MP, DSM ARCHAEAL |Genome-Isolate Marine Hydrothermal vent Complete
11836 Deep sea

Gi00498 |Pyrolobus  fumarii ARCHAEAL |(Genome-Isolate Il\D/I:erlpnesela-Wdrothermal vent Complete

Gi02044 Methanothermococcus okinawensis ARCHAEAL |Genome-Isolate Fresh water Deep sea Complete
H1 Hydrothermal vent

Gi02045 |Methanotorris igneus Kol5 ARCHAEAL |Genome-Isolate |Submarine Marine Complete

. Archaeoglobus  veneficus SNPE, .

Gi02910 DSM 11195 ARCHAEAL |Genome-Isolate [Marine Deep sea Complete
Thermococcus kodakaraensis KOD1 |ARCHAEAL |Genome-Isolate Complete
Thermococcus onnurineus NA1 ARCHAEAL |Genome-Isolate Complete

Gi01447 |Aciduliprofundum boonei T469 ARCHAEAL |(Genome-Isolate Il\D/I:erlpnesela-Wdrothermal vent Draft

Gi01465 |Thermococcus sp. AM4 ARCHAEAL |(Genome-Isolate Marine Hydrothermal  vent Draft

Deep sea
Gi02934 |Pyrolobus fumarii DSM 11204 ARCHAEAL |Genome-Isolate Il\D/I:erlpnesela-Wdrothermal vent In progress
. L Deep sea Marine
Gi03918 |Aciduliprofundum sp. MAROS ARCHAEAL |(Genome-Isolate Hydrothermal vent In progress
Gi03919 |Aciduliprofundum boonei 1 ARCHAEAL |(Genome-Isolate Il\D/I:erlpnesela-Wdrothermal vent In progress
Gi07264 |Marine achaeal group 1 BG20 ARCHAEAL |Genome-Isolate |Marine Coastal In progress
Gi07279 |Marine achaeal group 1 BD31 ARCHAEAL |Genome-Isolate |Marine Coastal In progress
. Methanogenium  frigidum Ace-2 .

Gi00913 (=SMCCA59W) ARCHAEAL |Genome-Isolate |Marine

Gi01446 |Pyrodictium abyssi DSM 6158 ARCHAEAL |Genome-Isolate II\D/I:erEeseaHydrothermal vent
. Methanolacinia paynteri G-2000, Sediment Marine

Gi02919 DSM 2545 ARCHAEAL |Genome-Isolate Frosh water

Gi02933 Palaeococcus  ferrophilus DSM ARCHAEAL |Genome-Isolate Marine Hydrothermal vent
13482 Deep sea

Gi02940 .;;);%/o/obus azoricus FC6, DSM ARCHAEAL |Genome-Isolate [Marine Hot spring
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. Aequorivita antarctica SW49, DSM E . Awaiting
Gi03971 14231 BACTERIAL |Genome-Isolate |Marine DNA
. . . Awaiting
Gi05329 |Mariprofundus ferrooxydans M34 |BACTERIAL |Genome-Isolate [Marine DNA
. . . Awaiting
Gi05343 |Mariprofundus sp. GSB2 BACTERIAL |Genome-Isolate |Marine DNA
. - o Sediment Marine Awaiting
Gi07566 |Salinispora pacifica CNT-148 BACTERIAL |Genome-Isolate Fresh  water DNA
Gi07567 |Salinispora arenicola CNS-991 BACTERIAL |Genome-Isolate Sediment Marine Awaiting
Fresh water DNA
. - L Sediment Marine Awaiting
Gi07570 |Salinispora pacifica CNS-960 BACTERIAL |Genome-Isolate Fresh  water DNA
. . . Sediment Marine Awaiting
Gi07571 |Salinispora pacifica CNT-138 BACTERIAL |Genome-Isolate Fresh water DNA
. . . Sediment Marine Awaiting
Gi07574 |Salinispora pacifica CNS-863 BACTERIAL |Genome-Isolate Fresh  water DNA
. L. . Sediment Marine Awaiting
Gi07575 |Salinispora  pacifica CNT-150 BACTERIAL |Genome-Isolate Fresh water DNA
. . . Sediment Marine Awaiting
Gi07576 |Salinispora pacifica CNT-133 BACTERIAL |Genome-Isolate Fresh  water DNA
Gi07593 |Desulfosarcina sp. BuS5 BACTERIAL |Genome-Isolate |Marine ngvitlng
Gc00013 |Aquifex aeolicus VF5 BACTERIAL |Genome-Isolate |Marine Hot spring Complete
Gc00023 | Thermotoga maritima MSB8 BACTERIAL |Genome-Isolate |Marine Complete
Gc00056 | Caulobacter crescentus CB15 BACTERIAL |Genome-Isolate |SoilMarine Fresh water Complete
Gc00141 |Rhodopirellula  baltica SH 1 BACTERIAL |Genome-Isolate [Marine Complete
Prochlorococcus marinus marinus .
Gc00149 CCMP1375 BACTERIAL |Genome-Isolate |Marine Complete
Gc00150 | Prochlorococcus  sp. WH8102 BACTERIAL |Genome-Isolate |Marine Complete
Gc00151 | Prochlorococcus  marinus MIT 9313 |BACTERIAL |Genome-Isolate |Marine Complete
Prochlorococcus  marinus pastoris .
Gc00152 CCMP1986 BACTERIAL |Genome-Isolate |Marine Complete
Gc00207 | Desulfotalea psychrophila LSv54 BACTERIAL |Genome-Isolate |Sediment Marine Complete
Gc00227 | Photobacterium  profundum SS9 BACTERIAL |Genome-Isolate |Marine Complete
Gc00236 |Idiomarina loihiensis L2TR BACTERIAL |Genome-Isolate |Marine Hydrothermal vent |Complete
Gc00237 | Geobacillus  kaustophilus HTA426  |BACTERIAL |Genome-Isolate |Sediment Marine Deep sea |Complete
Candidatus Pelagibacter ubique .
Gc00279 SARII HTCCI062 BACTERIAL |Genome-Isolate |Marine Complete
Gc00289 Pseudoalteromonas . haloplanktis BACTERIAL |Genome-Isolate |Marine Coastal Complete
TAC125
Gc00290 | Prochlorococcus  marinus NATLZA  |BACTERIAL |Genome-Isolate |Marine Complete
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Gc00304 /JV;ZZ;OCOCCUS oceani =107, ATCC BACTERIAL |Genome-Isolate |Marine Complete
Gc00306 | Pelobacter carbinolicus DSM 2380 |BACTERIAL |Genome-Isolate |Sludge Marine Fresh water |Complete
Gc00311 | Prochlorococcus  sp. CC9902 BACTERIAL |Genome-Isolate |Marine Coastal Complete
Gc00313 | Prochlorococcus  sp. CC9605 BACTERIAL |Genome-Isolate [Marine Complete
Gc00316 | Thiomicrospira crunogena XCL-2 BACTERIAL |Genome-Isolate [Marine Deep sea Complete
Gc00317 | Prochlorococcus  marinus MIT 9312 |BACTERIAL |Genome-Isolate [Marine Complete
Gc00328 jg/;‘zljr/'monas denitrificans DSM BACTERIAL |Genome-Isolate |Mud Marine Complete
Gc00339 | Erythrobacter  litoralis HTCC2594 BACTERIAL |Genome-Isolate [Marine Complete
Gc00354 |Jannaschia sp. CCS1 BACTERIAL |Genome-Isolate [Marine Complete
Gc00369 |Shewanella denitrificans OS217 BACTERIAL |Genome-Isolate [Marine Complete
Gc00384 | Sphingopyxis  alaskensis RB2256 BACTERIAL |Genome-Isolate [Marine Complete
Gc00386 |Ruegeria sp. TM1040 BACTERIAL |Genome-Isolate |Marine Complete
Gc00398 | Trichodesmium  erythraeum IMS101 |BACTERIAL |Genome-Isolate |Marine Complete
Gc00411 |Alcanivorax borkumensis SK2 BACTERIAL |Genome-Isolate [Marine Complete
Gc00415 | Shewanella sp. MR-7 BACTERIAL |Genome-Isolate [Marine Complete
Gc00416 | Prochlorococcus  sp. CC9311 BACTERIAL |Genome-Isolate [Marine Complete
Gc00421 | Shewanella sp. MR-4 BACTERIAL |Genome-Isolate [Marine Complete
Gc00426 z’ggwane//a frigidimarina NCIMEB BACTERIAL |Genome-Isolate |Marine Complete
Gc00428 7;5;;”70”35 neptunium ATCC BACTERIAL |Genome-Isolate |Marine Complete
Gc00457 |Gramella  forsetii KT0803 BACTERIAL |Genome-Isolate |Marine Complete
Gc00458 | Magnetococcus  sp. MC-1 BACTERIAL |Genome-Isolate |Marine Complete
Gc00467 | Pelobacter propionicus DSM 2379 |BACTERIAL |Genome-Isolate |Marine Fresh water Complete
Gc00468 | Candidatus Ruthia magnifica Cm  |BACTERIAL rGeznome—UncuItu mjginznggf;ﬂggmal vent Complete
Gc00478 | Psychromonas  ingrahamii 37 BACTERIAL |Genome-Isolate |Marine Deep sea Complete
Gc00483 |Shewanella sp. W3-18-1 BACTERIAL |Genome-Isolate |Sediment Marine Deep sea |Complete
Gc00496 | Prochlorococcus  marinus MIT 9515 |BACTERIAL |Genome-Isolate |Surface water Marine Complete
Gc00497 | Prochlorococcus  marinus AS9601  |BACTERIAL |Genome-Isolate [Marine Complete
Gc00498 | Prochlorococcus  marinus MIT 9303 |BACTERIAL |Genome-Isolate [Marine Complete
Gc00499 | Prochlorococcus  marinus NATLIA |BACTERIAL |Genome-Isolate [Marine Complete
Gc00504 | Marinobacter aquaeolei VI8 BACTERIAL |Genome-Isolate |Marine Complete
Gc00513 |Shewanella baltica OS155 BACTERIAL |Genome-Isolate |Marine Complete
Gc00523 | Prochlorococcus  marinus MIT 9301 |BACTERIAL |Genome-Isolate [Marine Complete
Gc00524 | Shewanella loihica PV-4 BACTERIAL |Genome-Isolate |[Marine Hydrothermal vent |Complete
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Gc00539 |Salinispora  tropica CNB-440 BACTERIAL |Genome-Isolate [Marine Complete
Gc00565 |Synechococcus  sp. RCC307 BACTERIAL |Genome-Isolate [Marine Complete
Gc00566 | Prochlorococcus  sp. WH 7803 BACTERIAL |Genome-Isolate [Marine Complete
Gc00575 |Roseiflexus  sp. RS-1 BACTERIAL |Genome-Isolate |Marine Hot spring Complete
Soil Permafrost sediment

Gc00576 | Psychrobacter sp. PRwf-1 BACTERIAL |Genome-Isolate Marine Complete
Gc00582 | Thermosipho melanesiensis BI429 |BACTERIAL |Genome-Isolate |Marine Hydrothermal vent |Complete
Gc00612 | Marinomonas sp. MWYL1 BACTERIAL |Genome-Isolate [Marine Complete
Gc00614 | Shewanella baltica OS185 BACTERIAL |Genome-Isolate [Marine Complete
Gc00619 |Nitratiruptor sp. SB155-2 BACTERIAL |Genome-Isolate Il\D/I:ergwese:!ydrothermal vent Complete
Gc00620 | Sulfurovum  sp. NBC37-1 BACTERIAL |Genome-Isolate 'I‘D/':;g‘ie:ydmtherma' vent | complete

Vibrio  harveyi BB120, ATCC .
Gc00637 BAA-1116 BACTERIAL |Genome-Isolate [Marine Complete
Gc00646 | Shewanella sediminis HAW-EB3 BACTERIAL |Genome-Isolate [Sediment Marine Complete
Gc00650 fggj’lﬂex"s castenholzii HLO& DSM |gp 1eRiAL |Genome-Isolate |Marine Hot spring Complete
Gc00651 | Prochlorococcus  marinus MIT 9215 |BACTERIAL |Genome-Isolate |Marine Complete
Gc00657 |Arcobacter  butzleri RM4018 BACTERIAL |Genome-Isolate [Marine Host Fresh water Complete
Gc00667 |Acaryochloris  marina MBIC11017  |BACTERIAL |Genome-Isolate [Marine Complete
Gc00673 |Salinispora  arenicola CNS-205 BACTERIAL |Genome-Isolate Svea?gent Marine Fresh Complete
Gc00679 | Prochlorococcus  marinus MIT 9211 |BACTERIAL |Genome-Isolate |[Marine Complete
Gc00681 | Shewanella baltica OS195 BACTERIAL |Genome-Isolate [Marine Complete
Gc00684 | Petrotoga mobilis S/95 BACTERIAL |Genome-Isolate |Qil fields Marine Complete
Gc00720 | Shewanella halifaxensis HAW-£B4  |BACTERIAL |Genome-Isolate [Sediment Marine Complete
Gc00745 Shewanella  woodyi MS32, ATCC BACTERIAL |Genome-Isolate |Marine Complete

51908
Gc00746 | Synechococcus  sp. PCC 7002 BACTERIAL |Genome-Isolate [Mud Marine Complete
Gc00769 |Kocuria rhizophila DC2201 BACTERIAL |Genome-Isolate [Marine Host Complete
Gc00799 5/70;”/0,”/"7 botulinum B Eklund BACTERIAL |Genome-Isolate |[Marine Food Complete
Gc00816 | Chlorobium  phaeobacteroides BS1 |BACTERIAL |Genome-Isolate [Marine Complete
Gc00834 Zez//_o]d/czj/on phaeoclathratiforme BACTERIAL |Genome-Isolate |Marine Fresh water Complete

Alteromonas macleodii Deep .
Gc00846 ecotype, DSM 17117 BACTERIAL |Genome-Isolate |Marine Deep sea Complete
Gc00884 | Shewanella piezotolerans WP3 BACTERIAL |Genome-Isolate [Sediment Marine Deep sea |Complete
Gc00902 | Shewanella  baltica OS223 BACTERIAL |Genome-Isolate [Marine Complete
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Gc00938 | Persephonella marina EX-HI BACTERIAL |Genome-Isolate [Marine Complete
Gc00939 | Caulobacter crescentus NAI000 BACTERIAL |Genome-Isolate |[Soil Marine Fresh water Complete
Gc00980 | Rhodococcus  erythropolis PR4 BACTERIAL |Genome-Isolate [Marine Complete
Gc00983 | Clostridium  botulinum A2 Kyoto-F |BACTERIAL |Genome-Isolate |Marine Food Complete
Gc01042 ?0/;04670“[/5 sedentarius 541, DSM BACTERIAL |Genome-Isolate |Skin microflora Marine Complete
Gc01064 |Hirschia baltica ATCC 49814 BACTERIAL |Genome-Isolate [Marine Complete
Gc01097 Kangielia _ koreensis SW-125 DSM BACTERIAL |Genome-Isolate [Marine Complete
16069
Gc01113 |Robiginitalea biformata HTCC2501 |BACTERIAL |Genome-Isolate |Marine Complete
Haliangium ochraceum SMP-2, .
Gc01135 DSM 14365 BACTERIAL |Genome-Isolate |Sand Marine Coastal Complete
Gc01137 |Vibrio  sp. Ex25 BACTERIAL |Genome-Isolate |Marine Complete
Gc01147 §g§§’ot/7ermus marinus R-10, DSM BACTERIAL |Genome-Isolate |Hot spring Marine Complete
Gc01239 | Nitrosococcus  halophilus Nc4 BACTERIAL |Genome-Isolate [Marine Complete
Denitrovibrio — acetiphilus N2460, .
Gc01249 DSM 12809 BACTERIAL |Genome-Isolate |[Marine Fresh water Complete
Candidatus  Puniceispirillum Genome-Uncultu .
Gc01254 marinum IMCC1322 BACTERIAL red Marine Complete
Gc01256 Coraliomargarita - akgjimensis DSM BACTERIAL |Genome-Isolate [Marine Complete
45221
Gc01265 | Zunongwangia profunda SM-A87  |BACTERIAL |Genome-Isolate |Sediment Deep sea Complete
Gc01319 |Nitrosococcus  watsoni C-113 BACTERIAL |Genome-Isolate [Marine Complete
Planctomyces  limnophilus Mu 290, .
Gc01328 DSM 3776 BACTERIAL |Genome-Isolate |[Marine Fresh water Complete
Gc01338 | Croceibacter  atlanticus HTCC2559 |BACTERIAL |Genome-Isolate |Marine Complete
Gc01361 Thermosediminibacter OCCaM BACTERIAL |Genome-Isolate |[Deep sea Soil Sediment Complete
JW/IW-1228P, DSM 16646 P P
Sulfurimonas  autotrophica OK10, . .
Gc01373 DSM 16294 BACTERIAL |Genome-Isolate [Sediment Marine Complete
Gc01376 |Spirochaeta thermophila DSM 6192 |BACTERIAL |Genome-Isolate |Hot spring Marine Complete
Gc01378 ;e;r;gmonas balearica PAT, DM BACTERIAL |Genome-Isolate |Fresh water Marine Complete
Gc01400 | Marinobacter adhaerens HPI15 BACTERIAL |Genome-Isolate |Marine Complete
Gc01413 .;/);Zlgacter polytropus CutBul, DSM BACTERIAL |Genome-Isolate [Marine Complete
Gc01429 gzrolgf//arcu/a bermudensis HTCC BACTERIAL |Genome-Isolate [Marine Complete
Gc01430 | Maribacter sp. HTCC2170 BACTERIAL |Genome-Isolate |Coastal Fresh water Marine |Complete
Gc01475 | Clostridium  cf. saccharolyticum K10 |BACTERIAL |Genome-Isolate |Marine Food Complete
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Oceanithermus  profundus 506, Marine Hydrothermal vent
Gc01553 DSM 14977 BACTERIAL |Genome-Isolate Deep sea Complete
Gc01563 | Pseudoalteromonas  sp. SM9913 BACTERIAL |Genome-Isolate |Coastal Marine Complete
Gc01575 szr;; furnissii 2510/74, NCTC BACTERIAL |Genome-Isolate |Marine Fresh water Complete
Thermovibrio ammonificans HB-1, Marine Hydrothermal vent
Gc01577 DSM 15698 BACTERIAL |Genome-Isolate Fresh water Deep sea Complete
Desulfobulbus  propionicus 1pr3, Sediment Marine Fresh
Gc01599 DSM 2032 BACTERIAL |Genome-Isolate water Complete
Gc01661 | Shewanella baltica OS678 BACTERIAL |Genome-Isolate [Marine Complete
Gc01664 | Spirochaeta sp. Buddy BACTERIAL |Genome-Isolate |Hot spring Marine Complete
Gc01670 Syntrophobotulus - glycolicus FIGR BACTERIAL |Genome-Isolate |Fresh water Sludge Marine |Complete
DSM 8271
Desulfurobacterium
Gc01671 |thermolithotrophum BSA, DSM BACTERIAL |Genome-Isolate [Marine Complete
11699
Gc01673 Pedobacter  saltans Stey 113 DSM BACTERIAL |Genome-Isolate |Marine Complete
12145
Planctomyces  brasiliensis IFAM .
Gc01674 1448 DSM 5305 BACTERIAL |Genome-Isolate |Fresh water Marine Complete
Gi00857 |Nitrosococcus oceani AFC27 BACTERIAL |Genome-Isolate |Surface water Marine Complete
Gi00870 |Photobacterium sp. SKA34 BACTERIAL |Genome-Isolate [Marine Complete
Gi00882 |Pelagibaca bermudensis HTCC2601 |BACTERIAL |Genome-Isolate |Marine Complete
. Maritimibacter  alkaliphilus .
Gi00899 HTCC2654 BACTERIAL |Genome-Isolate |Marine Complete
. Aurantimonas manganoxydans R .
Gi00907 $185-941 BACTERIAL |Genome-Isolate |Marine Complete
Gi00909 |Photobacterium angustum S14 BACTERIAL |Genome-Isolate |Surface water Marine Complete
Gi01409 |Cyanobium sp. PCC 7001 BACTERIAL |Genome-Isolate |Marine Complete
Gi01414 |Algoriphagus sp. PRI BACTERIAL |Genome-Isolate |Marine Complete
. . Marine Fresh water Fresh
Gi01433 |Methylophilales sp. HTCC2181 BACTERIAL |Genome-Isolate Complete
water Coastal
Gi01434 |Rhodobacterales sp. HTCC2150  |BACTERIAL |Genome-Isolate f:‘;:;’f:l water Marine Complete
Gi03040 |Hijppea maritima MHZ, DSM 10411 |BACTERIAL |Genome-Isolate [Marine Complete
Gi03564 |Ahrensia sp. RZA130 BACTERIAL |Genome-Isolate |Marine Complete
Gi03577 |Roseibium  sp. TrichSKD4 BACTERIAL |Genome-Isolate |Marine Host Complete
Gi03974 Aguiflexum - balticum BA160, DSM BACTERIAL |Genome-Isolate |Marine Complete
16537
Gi04086 |Donghaeana dokdonensis DSW-6 |BACTERIAL |Genome-Isolate [Marine Complete
Gi05080 |Pseudoalteromonas tunicata D2 BACTERIAL |Genome-Isolate [Marine Complete
Gi05327 |Vibrio splendidus M2 BACTERIAL |Genome-Isolate |Surface water Marine Complete
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Gi05346 |Shewanella baltica OS183 BACTERIAL |Genome-Isolate [Marine Complete
. Marinithermus  hydrothermalis T1, .
Gi05350 DSM 14884 BACTERIAL |Genome-Isolate |Marine Complete
Gi05972 |Shewanella baltica BA175 BACTERIAL |Genome-Isolate |Marine Complete
Gi07559 |Marinomonas sp. IVIA-Po-181 BACTERIAL |Genome-Isolate [Marine Complete
Gi07658 |Marinomonas mediterranea MMB-1 |BACTERIAL |Genome-Isolate [Marine Complete
. Rhodothermus marinus . .
Gi08211 SG0.5/P17-172 BACTERIAL |Genome-Isolate |[Hot spring Marine Complete
Gi09039 |Algoriphagus sp. PRI BACTERIAL |Genome-Isolate |Marine Complete
Gi00344 Magnetospirillum magnetotacticum BACTERIAL |Genome-Isolate Sediment Marine Fresh Draft
MS-1 water
Gi00831 |Idiomarina baltica OS145 BACTERIAL |Genome-Isolate |Marine Draft
Gi00832 |Agreia sp. PHSC20CI BACTERIAL |Genome-Isolate |Marine Draft
Gi00834 |Bacillus sp. NRRL B-14911 BACTERIAL |Genome-Isolate |Marine Draft
. Blastopirellula marina SH 106T, .
Gi00835 DSM 3645 BACTERIAL |Genome-Isolate |Surface water Marine Draft
. Candlidatus  Pelagibacter ubique .
Gi00836 SARII HTCCI002 BACTERIAL |Genome-Isolate [Marine Draft
Gi00837 |Dokdonia donghaensis MED134 BACTERIAL |Genome-Isolate [Marine Draft
Gi00841 |Erythrobacter sp. NAPI BACTERIAL |Genome-Isolate |[Surface water Marine Draft
. Leeuwenhoekiella blandensis .
Gi00843 MED217 BACTERIAL |Genome-Isolate |Marine Draft
Gi00844 |Fulvimarina pelagi HTCC2506 BACTERIAL |Genome-Isolate |Marine Draft
Gi00846 |Janibacter sp. HTCC2649 BACTERIAL |Genome-Isolate [Marine Draft
Gi00847 |Lentisphaera araneosa HTCC2155 |BACTERIAL |Genome-Isolate |Marine Coastal Draft
GI00849 |Lyngbya sp. CCY 8106 BACTERIAL |Genome-Isolate fv‘jfef‘mh Marine Fresh |ppaft
Gi00850 |Loktanella vestfoldensis SKA53 BACTERIAL |Genome-Isolate |Marine Draft
Gi00852 |Marinomonas sp. MED121 BACTERIAL |Genome-Isolate [Marine Draft
Gi00853 |Microscilla marina ATCC 23134 BACTERIAL |Genome-Isolate [Marine Draft
Gi00854 |Moritella sp. PE36 BACTERIAL |Genome-Isolate |Deep sea Marine Draft
. . Surface water Soil Marine
Gi00855 |Nitrobacter sp. Nb-311A BACTERIAL |Genome-Isolate Draft
Fresh water

Gi00856 |Nitrococcus mobilis Nb-231 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi00861 |Nodularia spumigena CCY9414 BACTERIAL |Genome-Isolate |[Surface water Marine Draft
Gi00862 |Oceanicola batsensis HTCC2597 BACTERIAL |Genome-Isolate [Marine Draft
Gi00863 |Oceanicola granulosus HTCC2516 |BACTERIAL |Genome-Isolate |Marine Draft
Gi00864 |Oceanicaulis alexandrii HTCC2633 |BACTERIAL |Genome-Isolate |Marine Draft
Gi00865 |Bermanella marisrubri RED65 BACTERIAL |Genome-Isolate |Red Sea Marine Draft
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Gi00866 |Neptuniibacter caesariensis MED92 |BACTERIAL |Genome-Isolate [Marine Draft
Gi00869 |Photobacterium profundum 3TCK |BACTERIAL |Genome-Isolate [Marine Draft
Gi00871 |Polaribacter irgensii 23-P BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi00877 |Psychroflexus torquis ATCC 700755 |BACTERIAL |Genome-Isolate |Marine Draft
Gi00878 |Psychromonas sp. CNPT3 BACTERIAL |Genome-Isolate |Deep sea Marine Draft
Gi00879 |Reinekea sp. MED297 BACTERIAL |Genome-Isolate [Marine Draft
Gi00881 |Roseobacter sp. MED193 BACTERIAL |Genome-Isolate [Marine Draft
Gi00883 |Roseovarius sp. 217 BACTERIAL |Genome-Isolate [Marine Fresh water Draft
Gi00884 |Roseovarius nubinhibens ISM BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi00885 |Shewanella benthica K799, PT99 BACTERIAL |Genome-Isolate |Marine Deep sea Draft
Gi00886 |Sphingomonas sp. SKA58 BACTERIAL |Genome-Isolate |Marine Draft
Gi00888 |Suffitobacter sp. FE-36 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi00889 |Sulfitobacter sp. NAS-14.1 BACTERIAL |Genome-Isolate |[Surface water Marine Draft
Gi00890 |Synechococcus sp. WH7805 BACTERIAL |Genome-Isolate [Marine Draft
Gi00891 |Synechococcus sp. WH5701 BACTERIAL |Genome-Isolate |Marine Draft
Gi00892 |Synechococcus sp. RS9917 BACTERIAL |Genome-Isolate |Marine Fresh water Draft
Gi00893 |Synechococcus sp. RS9916 BACTERIAL |Genome-Isolate |Red Sea Marine Draft
Gi00895 |Synechococcus sp. BL107 BACTERIAL |Genome-Isolate [Marine Draft
Gi00896 |Polaribacter sp. MED152 BACTERIAL |Genome-Isolate [Marine Draft
Gi00898 |Flavobacteria sp. BBFL7 BACTERIAL |Genome-Isolate [Marine Draft
Gi00901 |Rhodobacterales sp. HTCC2083 BACTERIAL |Genome-Isolate |[Marine Coastal Draft
Gi00902 gﬁgg’zﬂamm‘a proteobacterium spgp teRiaL |Genome-Isolate |Marine Coastal Draft
Gi00903 AH//;Cr-/g;]4gamma proteobacterium sp. BACTERIAL |Genome-Isolate |Marine Coastal Draft
Gi00905 |Congregibacter litoralis KT71 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi00906 |Mariprofundus ferrooxydans PV-1 |BACTERIAL |Genome-Isolate |Marine Draft
Gi00908 | Vibrio alginolyticus 12G01 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi00910 |Vibrio campbelli AND4 BACTERIAL |Genome-Isolate [Marine Draft
Gi00911 |Vibrio splendidus 12B01 BACTERIAL |Genome-Isolate |[Surface water Marine Draft
Gi00912 |Vibrio sp. MED222 BACTERIAL |Genome-Isolate [Marine Draft
Gi01149 |Planctomyces maris DSM 8797 BACTERIAL |Genome-Isolate |Marine Coastal Draft
Gi01152 |Vibrio cholerae RC385 BACTERIAL |Genome-Isolate |Marine Fresh water Draft
Gi01400 |Alcanivorax sp. DG881 BACTERIAL |Genome-Isolate [Marine Draft
Gi01402 |Bacillus sp. B14905 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi01403 |Bacillus sp. SG-1 BACTERIAL |Genome-Isolate [Sediment Marine Draft
Gi01405 |Brevundimonas sp. BAL3 BACTERIAL |Genome-Isolate [Marine Draft
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Gi01406 [C)‘Zgo?;cggachmm pacificum JM BACTERIAL |Genome-Isolate |Marine Draft
Gi01407 |Caminibacter medjatlanticus TB-2 |BACTERIAL |Genome-Isolate |Marine Draft
Gi01408 |Carnobacterium sp. AT7 BACTERIAL |Genome-Isolate |Marine Draft
Gi01410 |Cyanothece sp. CCY 0110 BACTERIAL |Genome-Isolate [Marine Draft
Gi01412 |Erythrobacter sp, SD-21 BACTERIAL |Genome-Isolate |Sediment Marine Draft
Gi01413 |Vibrio shilonii AK1 BACTERIAL |Genome-Isolate [Marine Draft
Gi01415 |Hoeflea phototrophica DFL-43 BACTERIAL |Genome-Isolate [Marine Draft
Gi01416 |Hydrogenivirga sp. 128-5-R1-1 BACTERIAL |Genome-Isolate | Ydrothermal vent Draft
Fresh water Deep sea
Gi01417 |Kordia algicida OT-1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01418 |Limnobacter sp. MEDI105 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi01419 |Marinitoga piezophila KA3 BACTERIAL |Genome-Isolate II\D/I::F:]eseEydrothermal vent Draft
Gi01420 |Marinobacter algicola DG893 BACTERIAL |Genome-Isolate [Marine Host Draft
Gi01421 |Marinobacter sp. ELB17 BACTERIAL |Genome-Isolate |Marine Draft
Gi01422 |Methylophaga thiooxydans DMSO10|BACTERIAL |Genome-Isolate |Marine Draft
Gi01423 /;44/;20[0/6’&5 chthonoplastes PCC BACTERIAL |Genome-Isolate |Salt marsh Marine Draft
Gi01424 |Flavobacteriales sp. ALC-1 BACTERIAL |Genome-Isolate [Marine Draft
Gi01425 | Verrucomicrobiales sp. DG1235 BACTERIAL |Genome-Isolate [Marine Draft
Gi01426 |Campylobacterales sp. GD 1 BACTERIAL |Genome-Isolate [Marine Draft
Gi01427 gﬁggog-g"mm" proteobacterium sp.|gp TeRAL |Genome-Isolate |Marine Coastal Draft
Gio1429 |997Ma proteobacterum sp. BACTERIAL |Genome-Isolate Surfgce water Draft
HICC5015 Marine Fresh water
Gi01431 |Vibrionales sp. SWAT-3 BACTERIAL |Genome-Isolate [Marine Draft
Gi01432 |Pseudoalteromonas sp. TW-7 BACTERIAL |Genome-Isolate |Marine Draft
Gi01435 |Nisaea sp. BAL199 BACTERIAL |Genome-Isolate |Marine Draft
Gi01438 |Ulvibacter sp. SCB49 BACTERIAL |Genome-Isolate |[Marine Fresh water Draft
Gi01439 |Pedobacter sp. BAL39 BACTERIAL |Genome-Isolate [Marine Draft
Gi01440 |Oceanibulbus indolifex HEL-45 BACTERIAL |Genome-Isolate |Marine Draft
Gi01442 |Octadecabacter antarcticus 238 BACTERIAL |Genome-Isolate |Marine Fresh water Draft
Gi01443 |Rhodobacterales sp. HTCC2255 BACTERIAL |Genome-Isolate |Marine Coastal Draft
Gi01444 |Plesiocystis pacifica SIR-1 BACTERIAL |Genome-Isolate |Marine Draft
Gi01445 |Prochlorococcus  marinus MIT9202 |BACTERIAL |Genome-Isolate [Marine Draft
Gi01449 |Roseobacter sp. AzwK-3b BACTERIAL |Genome-Isolate [Marine Draft
Gi01450 |Sulfitobacter sp. GAI101 BACTERIAL |Genome-Isolate |[Marine Coastal Draft
Gi01451 |Phaeobacter gallaeciensis 2.10 BACTERIAL |Genome-Isolate |Marine Draft
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Gi01452 |Roseobacter litoralis Och 149 BACTERIAL |Genome-Isolate |Marine Draft
Gi01454 |Loktanella sp. CCS2 BACTERIAL |Genome-Isolate |[Marine Coastal Draft
Gi01455 |Roseobacter sp. SK209-2-6 BACTERIAL |Genome-Isolate [Marine Draft
Gi01457 |Roseovarius sp. TM1035 BACTERIAL |Genome-Isolate |Marine Draft
Gi01458 |Sagittula stellata E-37 BACTERIAL |Genome-Isolate |Marine Coastal Draft
Gi01459 |Labrenzia alexandrii DFL-11 BACTERIAL |Genome-Isolate [Marine Draft
Gi01460 |Labrenzia aggregata IAM 12614 BACTERIAL |Genome-Isolate [Marine Draft
Gi01461 |Stenotrophomonas sp. SKA14 BACTERIAL |Genome-Isolate [Marine Draft
Gi01462 |Synechococcus sp. PCC 7335 BACTERIAL |Genome-Isolate |Marine Draft
Gi01642 |Vibrio harveyi HYOI BACTERIAL |Genome-Isolate |Marine Fresh water Draft
Gi01643 |Vibrio sp. Ex25 BACTERIAL |Genome-Isolate I;ArzguwewaHtitzrirothermal vent Draft
Gi01685 |Vibrio parahaemolyticus 16 BACTERIAL |Genome-Isolate [Marine Draft
Gi01686 |Phaeobacter gallaeciensis BS107 BACTERIAL |Genome-Isolate |Marine Draft
Gi01692 |Pseudovibrio sp. JEO62 BACTERIAL |Genome-Isolate |Marine Host Draft
Gi01694 |Rhodobacterales sp. Y4l BACTERIAL |Genome-Isolate |Marine Coastal Draft
Gi01890 |Beggiatoa sp. PS BACTERIAL |Genome-Isolate Sediment Marine Draft
Hydrothermal vent
Gio1918 | St Pelagibacter sp. HTCC |ACTERIAL |Genome-Isolate |Marine Draft
Gi01983 |Nautella italica R11 BACTERIAL |Genome-Isolate [Marine Draft
Gi02293 |Beggiatoa sp. SS BACTERIAL |Genome-Isolate Sediment Marine Draft
Hydrothermal vent
Gi02451 |beta proteobacterium sp KB13 BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi02604 Aeromicrobium marinum DSM BACTERIAL |Genome-Isolate Hgst Marine Human oral Draft
15272 microflora
Gi02953 |Silicibacter sp. TrichCH4B BACTERIAL |Genome-Isolate [Marine Draft
Gi02954 |Silicibacter lacuscaerulensis ITI-1157|BACTERIAL |Genome-Isolate |Marine Draft
Gi02957 /C\;/"O’Z’;":"; proteobacterium sp. BACTERIAL |Genome-Isolate |Sediment Marine Draft
Gi02958 f/aon;;n_igproteobacter/Um P BACTERIAL |Genome-Isolate |Surface water Marine Draft
Gi02959 g;cr_/gzel4gamma proteobacterium sp. BACTERIAL |Genome-Isolate [Marine Draft
Gi02960 |Citreicella sp. SE45 BACTERIAL |Genome-Isolate |Marine Draft
Gi02962 |Synechococcus sp. WH 8109 BACTERIAL |Genome-Isolate [Marine Draft
Gi02964 | Thalassiobium sp. R2A62 BACTERIAL |Genome-Isolate [Marine Draft
Gi03187 |Alteromonas macleodii ATCC 27126|BACTERIAL |Genome-Isolate |Marine Draft
Gi03582 |Rickettsiales sp. HIMBI114 BACTERIAL |Genome-Isolate |Marine Host Draft
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Gi03735 |Rhodobacteraceae sp. KLH11 BACTERIAL |Genome-Isolate [Marine Host Draft

. Echinicola vietnamensis KMM 6221, .
Gi04016 DSM 17526 BACTERIAL |Genome-Isolate |Marine Draft
Gi04036 |Clostridium  botulinum D 1873 BACTERIAL |Genome-Isolate |Marine Food Draft
Gi05260 |Vibrio harveyi 1DA3 BACTERIAL |Genome-Isolate [Marine Draft
Gi05261 |Vibrio alginolyticus 408 BACTERIAL |Genome-Isolate |Marine Draft
Gi05262 |Vibrio  alginolyticus VM573 BACTERIAL |Genome-Isolate |Marine Draft
Gi05309 |Vibrio  alginolyticus VMZ223 BACTERIAL |Genome-Isolate |Marine Draft
Gi05310 |Vibrio alginolyticus MB-451 BACTERIAL |Genome-Isolate |Marine Draft

. Photobacterium damselae damselae .
Gi05311 P 102761 BACTERIAL |Genome-Isolate |Marine Draft
Gi05312 |Vibrio orientalis CIP 102891 BACTERIAL |Genome-Isolate [Marine Draft
Gi05313 |Vibrio sp. RC586 BACTERIAL |Genome-Isolate [Marine Draft
Gi05314 |Vibrio coralliilyticus ATCC BAA-450 |BACTERIAL |Genome-Isolate |Marine Draft
Gi05315 |Vibrio metschnikovii CIP 69.14 BACTERIAL |Genome-Isolate |Marine Draft
Gi05316 |Vibrio furnissii CIP 102972 BACTERIAL |Genome-Isolate |Marine Draft
Gi05317 |Vibrio sp. RC341 BACTERIAL |Genome-Isolate |Marine Draft
Gi05318 |Vibrio cholerae CT 5369-93 BACTERIAL |Genome-Isolate [Marine Draft
Gi05319 |Vibrio cholerae INDRE 91/1 BACTERIAL |Genome-Isolate |Marine Draft
Gi05321 |Grimontia hollisae CIP 101886 BACTERIAL |Genome-Isolate |Marine Draft
Gi05328 |Vibrio cholerae G4222 BACTERIAL |Genome-Isolate |Marine Draft
Gi05372 |Labrenzia sp. DG1229 BACTERIAL |Genome-Isolate [Marine Draft
Gi05567 |Vibrio cholerae RC27 BACTERIAL |Genome-Isolate [Marine Draft
Gi05853 |Vibrio navarrensis 08-2462 BACTERIAL |Genome-Isolate [Marine Draft
Gi06476 |Thermus oshimai JL-2 BACTERIAL |Genome-Isolate |Marine Draft

. SARI116 cluster alpha Genome-Uncultu .
Gi06671 proteobacterium sp. HIMB100 BACTERIAL red Marine Draft
Gi08488 |Lebetimonas sp. JSO85 BACTERIAL |Genome-Isolate II\D/I:ergese:ydrothermal vent Draft

. L . Marine Hydrothermal vent
Gi02912 |Caldithrix abyssi LF13, DSM 13497 |BACTERIAL |Genome-Isolate Deep sea In progress
. Flexistipes  sinusarabici MASI0, .
Gi02915 DSM 4947 BACTERIAL |Genome-Isolate |Marine In progress
. Thermodesulfatator indicus CIR Marine Hydrothermal vent
Gi02944 29812 DSM 15286 BACTERIAL |Genome-Isolate Deep sea In progress
. Vulcanithermus mediatlanticus TR, Marine Hydrothermal vent
Gi02951 DSM 14978 BACTERIAL |Genome-Isolate Deep sea In progress
Gi02956 |Prochlorococcus sp. UH18301 BACTERIAL |Genome-Isolate |Marine In progress
Gi03567 |Gloeothece sp. PCC 6909/1 BACTERIAL |Genome-Isolate |Marine In progress
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Gi03568 |Loktanella sp. SE62 BACTERIAL |Genome-Isolate [Marine In progress
Gi03571 |Gammaproteobacteria sp. HIMB30 |BACTERIAL |Genome-Isolate [Marine In progress
Gi03574 |Pseudoalteromonas sp. Tw-2 BACTERIAL |Genome-Isolate |[Marine Coastal In progress
Gi03575 ;;:gdoa/teromonas flavipulchra BACTERIAL |Genome-Isolate |Marine Coastal In progress
Gi03576 g}c:-tzlg’oa/teromonas Juteoviolacea BACTERIAL |Genome-Isolate |Coastal Marine In progress
Gi03578 |Roseobacter sp. RZA57 BACTERIAL |Genome-Isolate |Marine Host In progress
Gi03584 |Sulfurospirillum sp. Am-N BACTERIAL |Genome-Isolate |Marine Host In progress
Gi03585 |Synechococcus sp. CBO205 BACTERIAL |Genome-Isolate [Host Marine In progress
Gi03957 |Spirochaeta thermophila DSM 6578 |BACTERIAL |Genome-Isolate |Hot spring Marine In progress
Gi04020 |Flexibacter litoralis Fx 11, DSM 6794|BACTERIAL |Genome-Isolate [Marine In progress
. Aequorivita sublithincola QSSC9-3, .
Gi04179 DSM 14238 BACTERIAL |Genome-Isolate [Marine In progress
Gi04281 |Spirochaeta sp. Grapes BACTERIAL |Genome-Isolate [Marine Hot spring In progress
Gi04591 |Rivularia sp. PCC 7116 BACTERIAL |Genome-Isolate [Marine In progress
. Pontibacter actiniarum KMM 6156, .
Gi04619 DSM 19842 BACTERIAL |Genome-Isolate [Marine In progress
Gi05401 |Phaeobacter sp. LSS9 BACTERIAL |Genome-Isolate |Marine In progress
Gi05412 |Halomonas sp. HTINK1 BACTERIAL |Genome-Isolate [Marine In progress
Gi05578 Rhodobacteraceae - bacterum sp- BACTERIAL |Genome-Isolate |Marine In progress
RCAZ23
Gi05604 | Psychrobacter sp. 1501 BACTERIAL |Genome-solate [vor' PeMarost sediment y, oo oqg
Gi05636 |Clostridium  botulinum HALLAH BACTERIAL |Genome-Isolate |[Marine Food In progress
Gi05973 |Shewanella baltica OS625 BACTERIAL |Genome-Isolate [Marine In progress
Gi05974 |Shewanella baltica OS117 BACTERIAL |Genome-Isolate |Marine In progress
. Pseudoalteromonas  haloplanktis .
Gi06192 ANT/505 BACTERIAL |Genome-Isolate [Marine Coastal In progress
Gi06359 |alpha proteobacterium sp. HIMB59 |BACTERIAL |Genome-Isolate |Marine Host In progress
Gi06544 |Alteromonas sp. BB2AT2 BACTERIAL |Genome-Isolate [Coastal Marine In progress
Gi06645 |Vibrio mimicus SX-4 BACTERIAL |Genome-Isolate |Marine In progress
Gi06674 |Citreicella sp. 357 BACTERIAL |Genome-Isolate |Marine In progress
Gi07278 delta  proteobacterium sp. BACTERIAL |Genome-Isolate |Marine In progress
anaconda
. Desulfonema magnum Montpellier, .
Gi07280 DSM 2077 BACTERIAL |Genome-Isolate [Marine In progress
. Desulfosarcina variabilis Montpellier, .
Gi07281 DSM 2060 BACTERIAL |Genome-Isolate |Marine In progress
Gi07282 |Desulfonema limicola Jadebusen, BACTERIAL |Genome-Isolate [Marine In progress
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Gi07283 alpha proteobacterium sp. HIMB59 BACTERIAL |Genome-Isolate [Marine Host In progress
HIMB5
Gi07317 |Vibrio tubiashii NCIMB 1337 BACTERIAL |Genome-Isolate |Marine Surface water In progress
. gamma proteobacterium sp. E Surface water Marine Fresh
Gi07543 IMCC2047 BACTERIAL |Genome-Isolate water In progress
Gi07619 |Listonella anguillarum 775 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi07620 |Listonella anguillarum VIB 4 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi07621 |Listonella anguillarum M3 BACTERIAL |Genome-Isolate |Marine Fish In progress
. gamma proteobacterium sp. E Surface water Marine Fresh
Gi07674 IMCC3088 BACTERIAL |Genome-Isolate water In progress
. Rhodothermus marinus . .
Gi07712 SG0.5/P17-171 BACTERIAL |Genome-Isolate [Marine Hot spring In progress
Gi07797 |Thauera selenatis AX BACTERIAL |Genome-Isolate |Marine Host In progress
Gi08206 |Vibrio coralliilyticus P1 BACTERIAL |Genome-Isolate [Marine In progress
Gi08340 |Al/teromonas sp. SN2 BACTERIAL |Genome-Isolate [Marine In progress
Gi08433 |Sulfurimonas sp. GDI BACTERIAL |Genome-Isolate |Mud Marine In progress
Gi08434 |Alcanivorax djeselolei B5 BACTERIAL |Genome-Isolate |Marine In progress
Gi08565 beta proteobacterium sp. BACTERIAL |Genome-Isolate |Surface water Marine In progress
IMCC9480 Preg
Gi08566 beta  proteobacterium sp. BACTERIAL |Genome-Isolate |Surface water Marine In progress
IMCC1989 prog
Gi08594 |Crocosphaera watsonii WH0003 BACTERIAL |Genome-Isolate |Marine In progress
. Candidatus Pelagibacter sp .
Gi08738 IMCCI063 BACTERIAL |Genome-Isolate |Marine In progress
Gi09007 |Alcanivorax sp. sk2-jrc BACTERIAL |Genome-Isolate |Marine In progress
Gi09057 |Listonella anguillarum RV22 BACTERIAL |Genome-Isolate |Marine Fish In progress
Gi09135 |Marinitoga piezophila KA3 BACTERIAL |Genome-Isolate Il\D/I:ergwese:!ydrothermal vent In progress
Gi09138 |Rhodopirellula  baltica WH47 BACTERIAL |Genome-Isolate [Marine In progress
Gi09150 |Rhodopirellula  baltica SH28 BACTERIAL |Genome-Isolate [Marine In progress
Gi09151 |Rhodopirellula  baltica SWK14 BACTERIAL |Genome-Isolate |Marine In progress
Candlidatus  Pelagibacter ubique . .
Gr00105 SAR1I HTCC8051 BACTERIAL [Resequencing Marine In progress
Candidatus  Pelagibacter ubique . .
Gr00106 SARII HTCC9565 BACTERIAL |Resequencing Marine In progress
Candlidatus  Pelagibacter ubique . .
Gr00107 SAR1I HTCCI013 BACTERIAL [Resequencing Marine In progress
Candidatus  Pelagibacter ubique . .
Gr00108 SARII HTCC9022 BACTERIAL |Resequencing Marine In progress
Gr00115 |Candidatus Pelagibacter-like SARI11 |BACTERIAL |Resequencing Marine In progress
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HIMBO83
Candidatus Pelagibacter-like SAR11 . .

Gr00164 HIMBIA0 BACTERIAL |Resequencing Marine In progress
Candlidatus  Pelagibacter-like SAR11 . .

Gr00165 HTCC8051 BACTERIAL [Resequencing Marine In progress
Candidatus Pelagibacter-like SAR11 . .

Gr00166 HTCCI013 BACTERIAL |Resequencing Marine In progress
Candlidatus ~ Pelagibacter-like SAR11 . .

Gr00167 HTCCI027 BACTERIAL [Resequencing Marine In progress
Kocuria  palustris BACTERIAL |- incomplete

Gi05704 |Arcobacter butzleri V22 BACTERIAL |Genome-Isolate |Marine Host Fresh water Targeted

Gi00733 |Colwellia sp MT41 BACTERIAL |Genome-Isolate |Fresh water Deep sea

Gi00845 |Gloeothece sp PCC 6909 BACTERIAL |Genome-Isolate |Marine

Gi00851 |Marinobacter sp. FO2 BACTERIAL |Genome-Isolate [Marine

Gi00858 |Nitrosomonas sp 17 BACTERIAL |Genome-Isolate [Marine

Gi00859 |Nitrospira marina Nb-295 BACTERIAL |Genome-Isolate |[Surface water Marine

Gi00860 |Nitrospina gracilis Nb-211 BACTERIAL |Genome-Isolate |Surface water Marine

Gi00867 |Oligobacter sp SKA48 BACTERIAL |Genome-Isolate |Marine

Gi00894 |Synechococcus sp MITS9220 BACTERIAL |Genome-Isolate |Marine

Gi00897 | Trichodesmium  thiebautii II-3 BACTERIAL |Genome-Isolate |Surface water Marine

Gi01129 |Vibrio harveyi ATCC BAA-1116 BACTERIAL |Genome-Isolate |Marine

Gi01148 |Crocosphaera watsonii WHO002 BACTERIAL |Genome-Isolate |Marine

Gi01399 |Acaryochloris sp CCMEE 5410 BACTERIAL |Genome-Isolate |Marine

Gi01401 |Candlidatus Arcobacter sulfidicus BACTERIAL |Genome-Isolate |Sediment Marine

Gi01404 |Beggiatoa sp. Orange Guaymas BACTERIAL |Genome-Isolate |Marine Hydrothermal vent

Gi01411 |Dehalobium chlorocoercia DF-1 BACTERIAL |Genome-Isolate [Marine

Gi01437 |Rhodoferax sp BAL47 BACTERIAL |Genome-Isolate |Marine
Gi01453 |Roseobacter sp. SIO67 BACTERIAL |Genome-Isolate [Marine
Gi01463 |Synechococcus sp. M11.1 BACTERIAL |Genome-Isolate [Marine Deep sea
Gi01464 |Synechococcus sp. M16.17 BACTERIAL |Genome-Isolate |Marine
Gi01687 |Calothrix sp. SCOI BACTERIAL |Genome-Isolate |Marine
Gi01693 | Thioploca araucae Tha-CCL BACTERIAL |Genome-Isolate [Marine
Gi01978 g;’j%gfg; Ovobacter propellens BACTERIAL |Genome-Isolate |Sediment Marine
Gi01989 | Thioturbo danicus Td_Nivabl BACTERIAL |Genome-Isolate [Marine
Gi01991 | Thiovulum majus Tm_Nivab2 BACTERIAL |Genome-Isolate [Marine

Oleispira antarctica RB-8 DSM

Gi02491 14852

BACTERIAL |Genome-Isolate |Marine Antarctic

Gi02561 |T7hermaerobacter sp. Y412MC57 BACTERIAL |Genome-Isolate [Marine
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Gi02578 |Myxococcus  fulvus HW-1 BACTERIAL |Genome-Isolate |Marine
. Propionigenium modestum Succz, Mud Marine Human salivaF
Gi02935 DSM 2376 BACTERIAL |Genome-Isolate resh water
Gi02961 |Synechococcus sp. UW69 BACTERIAL |Genome-Isolate |Marine
Gi03236 Clostridium - botulinum 1 BoNT £ BACTERIAL |Genome-Isolate |Marine Food
Beluga
Gi03249 |Gycloclasticus  pugetii PS-1 BACTERIAL |Genome-Isolate |Sediment Marine
. marine gamma proteobacterium R .
Gi03565 BB2AT? BACTERIAL |Genome-Isolate [Marine
Gi03566 |Alteromonas sp. EZ55 BACTERIAL |Genome-Isolate [Marine
Gi03569 |Nautilia lithotrophica 525 BACTERIAL |Genome-Isolate [Marine
Gi03570 |Al/teromonas sp. BG20 BACTERIAL |Genome-Isolate [Marine
Gi03572 |Gammaproteobacteria sp. HIMB55 |BACTERIAL |Genome-Isolate |Marine
Gi03573 |Alphaproteobacteria sp. HIMB37 BACTERIAL |Genome-Isolate |Marine
. Alphaproteobacteria sp. SAR11 E .
Gi03579 HIMB64 BACTERIAL |Genome-Isolate |Marine Host
Gi3580 | Phaproteobacteria sp. SARLL g crepIaL | Genome-Isolate |Marine Host
HIMBS5
. Alphaproteobacteria sp. SAR11 E .
Gi03581 HIMB5S BACTERIAL |Genome-Isolate |Marine Host
. Alphaproteobacteria sp. SAR11 .
Gi03583 HIMBIO BACTERIAL |Genome-Isolate |Marine Host
Gi03586 |Synechococcus sp. CB0101 BACTERIAL |Genome-Isolate [Marine Host
Gi03587 |Synechococcus sp. RCC1020 BACTERIAL |Genome-Isolate |Marine Host
Gi03588 |Synechococcus sp. UW1 BACTERIAL |Genome-Isolate |Marine Host
Gi03589 |Synechococcus sp. UW92 BACTERIAL |Genome-Isolate |Marine Host
Gi03590 |Synechococcus sp. UW9I0 BACTERIAL |Genome-Isolate |Marine Host
Gi03591 | Thalassospira sp. TrichSKDI10 BACTERIAL |Genome-Isolate |Marine Host
Gi03593 |7hauera aromatica 3CB2 BACTERIAL |Genome-Isolate [Marine Host
Gi03615 |Rhodobacteraceae bacterum KB2  |BACTERIAL |Genome-Isolate |Marine Host
Gi04087 |Chondromyces crocatus KYC2823 |BACTERIAL |Genome-Isolate [Marine
Gi04169 |Vibrio sp. HVI10 BACTERIAL |Genome-Isolate [Marine Host
Gi04266 |Vibrio sp. MV-1 BACTERIAL |Genome-Isolate |Marine Host
Gi04373 |Dermocarpa sp. 0006 BACTERIAL |Genome-Isolate |Marine
Gi04374 |Synechococcus sp. Eumi4 BACTERIAL |Genome-Isolate [Marine
Gi04375 |Sulfitobacter sp. GAI-109 BACTERIAL |Genome-Isolate |[Surface water Marine
Gi04376 |Rhodobacterales sp HTCC2177 BACTERIAL |Genome-Isolate |Marine
. Salinispora arenicola CNH-643, Sediment Marine Fresh
Gi04377 ATCC BAA-917 BACTERIAL |Genome-Isolate water
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- Ciona intestinalis EUKARYOTIC |Genome-Isolate BathyaloftheGulfandestuary complete
Knownfromrockyshores
- Cyanidioschyzon merolae EUKARYOTIC |Genome-Isolate |Freshwater complete
- Debaryomyces hansenii EUKARYOTIC |Genome-Isolate |saltatlowtemperature complete
- Tetrahymena thermophila EUKARYOTIC |Genome-Isolate |Fresh water complete
- Tetraodon nigroviridis EUKARYOTIC |Genome-Isolate FreSh.water complete
Brackish water
- Ostreococcus  tauri EUKARYOTIC |Genome-Isolate |Marine complete
Gc00592 Ostreococcus Jucimarinus EUKARYOTIC |Genome-Isolate Marine, Complete
CCE9901 - RCC1l41 Deepsea P
Geoo223 | Thalassiosira pseudonana EUKARYOTIC |Genome-Isolate |Marine Complete
CCMP 1335
Gc00960 Branchiostoma floridae EUKARYOTIC |Genome-Isolate |Marine Complete
S238N-H82
Gi07103 |Amastigomonas s EUKARYOTIC |Genome-Isolate Marine, In progress
g P- Freshwater prog
. . Marine,
Gi02464 |Amastigomonas sp. ATCC 50062 |EUKARYOTIC |Genome-Isolate In progress
Freshwater
Ge00215 |Riftia pachyptila EUKARYOTIC |EST Hydrothermalvent, -
- Paralvinella  sulfincola EUKARYOTIC |- underses, incomplete

hot-watervent
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Gm00205 | Marine  microbial communities MICROBIAL |Metagenome |Marine Awaiting DNA
from Subarctic Pacific Ocean

Gm00002 Marine - microbial communities MICROBIAL |Metagenome |Surface water Marine Complete
from Sargasso Sea

Sediment archaeal anaerobic
GmO0005 | methane oxidation (AOM) MICROBIAL |[Metagenome
communities from Eel River Basin

Sediment Deep sea

. C let
Marine ompiete

Marine  Bacterioplankton

Gm00006 communities from Antarctic

MICROBIAL |Metagenome |Marine Antarctic Complete

GmO00018 Marine microbial communities MICROBIAL |[Metagenome |Marine Coastal Complete
from Monterey Bay

Sediment Beggiatoa community Sediment Marine

GmO00034 . MICROBIAL |Metagenome
from marine coastal samples Coastal

Complete

Marine microbial communities
GmO00050 | from Near-Shore Anoxic Basin of |MICROBIAL |Metagenome |Marine Complete
Saanich Inlet of Vancouver

GmO00056 RNA viral ;ommun/t/es from MICROBIAL |Metagenome |Marine Complete
coastal marine samples

Marine microbial communities .
GmO00057 from North Atlantic deep water MICROBIAL |Metagenome |Marine Deep sea Complete

GmO00060 Mar/.ne viral commun/t/es from MICROBIAL |Metagenome |Marine Complete
Arctic Ocean environments

Marine microbial communities .
GmO00080 from Global Ocean Sampling (GOS) MICROBIAL |Metagenome |Surface water Marine Complete

GmO0087 | Porites compressa holobiont MICROBIAL |Metagenome |Marine Complete

Marine microbial communities .
GmO00104 from English Channel site 14 MICROBIAL |Metagenome |Marine Complete

Gm00124 Marine P/f?n/(ton communities from MICROBIAL |Metagenome |Marine Complete
deep Mediterranean sea

Marine Bacterioplankton

Gm00127 communities from Sapelo Island

MICROBIAL |Metagenome |Marine Coastal Complete

Marine microbial communities .
GmO00132 from a Coastal Norwegian Hord MICROBIAL |Metagenome |Marine Complete

GmO00137 Marine . viral communities from MICROBIAL |Metagenome |Marine Complete
Tampa Bay

GmO00145 | Marine  microbial communities MICROBIAL |Metagenome |Marine Complete

Marine  picoplanktonic community
GmO00176 | from Hawaii Ocean Times Series MICROBIAL
Station 2 (HOT/ALOHA)

Marine microbial communities
GmO00180 | from the Hawaiian Ocean MICROBIAL |Metagenome |Marine Complete
Time-Series (HOT)

Dinoflagellate-associated  bacterial
GmO00187 | community from marine MICROBIAL |Metagenome |Marine Complete
environments

Metatranscript

Marine Complete
ome

Marine microbial communities

Gm00242 | from the Lost City Hydrothermal MICROBIAL |Metagenome |Marine Hot spring Complete
Field
GmO00266 | Marine prochlorococcus MICROBIAL |Metagenome |Marine Complete
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surrounding microbial communities
from the Hawailan Ocean
Time-Series (HOT)
Saline water microbial communities

GmO0058 |from Bras del Port saltern in Santa Metagenome |Marine solar slatern Complete
Pola Spain
Marine planktonic microbial

GmO00196 | community from Bermuda Time MICROBIAL |Metagenome |Marine In progress

Series BATS Station

Gm00228 Mannei viral Comqu/t/es from MICROBIAL |Metagenome |Marine In progress
oceanic oxygen minimum zone

Marine viral communities from

GmO00244 . . MICROBIAL |Metagenome |Marine In progress
various locations

GmO00245 viral Commgn/t/es from mesophillic MICROBIAL |Metagenome |Marine In progress
anaerobic digester
Marine microbial communities .

Gm00277 from the Californian Coast MICROBIAL |Metagenome |Marine In progress

GmO00289 Marine m/cr.ob/a/ communities MICROBIAL |Metagenome |Marine In progress
from Australia

GmO00290 Marine microbial communities MICROBIAL |Metagenome |Marine In progress
from Southern Ocean
Marlng microbial community from MICROBIAL |[Metagenome incomplete
San Diego solar salterns
Soil - Beggiatoa community from MICROBIAL |Metagenome incomplete

marine coastal sediments

Marine microbial communities
GmO00020 | from Nova Scotia coast surface MICROBIAL |Metagenome |Marine
waters

Marine microbial community from

Gm00031 Georgetown SC saltmarsh estuary

MICROBIAL |Metagenome |Marine

Marine oligotrophic communities

GmO0032 from Northwestern Sargasso Sea

MICROBIAL |Metagenome |Marine

GmO00053 Marine viral communities from MICROBIAL |Metagenome |Marine
Chesapeake Bay

Marine viroplankton communities

Gm00072 from surface and estuarine waters

MICROBIAL |Metagenome |Marine

Gm00092 Ma'r/{wja anaerobic ammonium MICROBIAL |[Metagenome |Deep sea Marine
oxidizing (anammox) community

Marine phototrophic picoeukaryotic

GmO00099 :
community

MICROBIAL |Metagenome |Marine

GmO00101 Marine m/cro{J/a/ communities MICROBIAL |Metagenome |Marine
from planktonic and surface waters

GmO00105 |Marine  viral communities MICROBIAL |Metagenome |Marine

Marine microbial communities Marine
GmO0112 from deep sea hydrothermal vents MICROBIAL - Metagenome Hydrothermal vent

Marine cyanobacterial communities

GmOO11/ from coastal water

MICROBIAL |[Metagenome |Marine Coastal

Marine viral communities from . .
GmO00120 deep-sea hydrothermal vents MICROBIAL |[Metagenome |Marine Hot spring

GmO00139 |Marine Roseobacter communities |MICROBIAL |Metagenome |Marine
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