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2UYKPLTIKA YOVIOLWMOTLKN O€ TEcoepa eidbn Apxaiwv

JUykpLon yovibuwpatwyv Thermococcus kodakarensis, Pyrococcus abyssi, Pyrococcus
horokoshii, Pyrococcus furiosus.

Characteristic T. kodakarensis P. abyssi P. horikoshii P. furiosus
Genome size (bp) 2088737 1765 118 1738 505 1908 256
G+C (mole %) 52.0 447 419 40.8
Coding sequences 2306 1784 2065 2 065

OL SLadbopEC TTou apPATNPOUVTAL ELVOL XOPOKTNPLOTLKEC YL SLohOPETIKA YEVN
* G+C neplexopevo
e AplBuoc aAAnAouxlwv mou Kwdlkormotlouv yovidia



2UYKPLTIKA YOVIOLWMOTLKN O€ TEcoepa €ibn Apxaiwyv
MeAETn opoAoywyv TtepLOXwV- Synteny

1
P. abyssi 1,765,118

P. horikoshii 1,738,505

P.furosus 1,908,256

~,T~, ‘__

T. kodakarensis s 2,088,737

*  AladopEC OTO TEPLEXOUEVO TWV MPWTEIVWV avApeoa ota U0 YN

*  MeyaAn avakotavour yovidiwv avapeoa ota £6n touv Pyrococcus

* Avaotpodn oto P. abyssi ko P. horikoshii

* EAM\ewpn ouvexoucg meploxng tou T.kodakarensis e opoAoyia oto Pyrococcus
- &ev amotelel anotéAdsopa opl{OVTLOC HETAPOPAC



2 UYKPLTLKN Yoviblwpatikn-Synteny

http://autograph.genouest.org/
https://github.com/mijsull/Easyfig/wiki/Installation
http://archaea.u-psud.fr/SyntTax/
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* [lowa elvat n puAoyevetikn B€on;
- Xpnion 16S rRNA aAAnAouyLlwyv
- AA\o rRNA yovidia,

- rpoB yovidila

* [lolég eival oL LeETOBOALKEC AELTOUPYIEC;

- Autotpodoc/ Etepotpodocg

- OQwtoouvBeTikog/XnpetoouvBetkog (m.x. 12H,S + 6CO, - C.H,,0, + 6H,0 + 125)
= MNnyec Alwtou;

- Alaomnaon GAAwWV cUVBETWVY OUCLWV K.Q.

The ISME Journal
httpsy//dol.org/10.1038/541396-018-0092-2
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Cultivation and genomics of the first freshwater SAR11 (LD12)
isolate

Michael W. Henson (' - V. Celeste Lanclos (' « Brant C. Faircloth'? - J. Cameron Thrash'
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Fig. 1 Phylogeny and morphology of LSUCC0530. a Phylogenetic
position of LSUCCO0530 within the SARI11 clade using a concatena-
tion of 83 single-copy marker genes and 23,356 amino acid positions.
The tree was inferred using RAXML with 100 bootstrap runs. Values
at the nodes indicate 100% bootstrap support unless otherwise noted.
The tree was rooted on HIMBS9. Subclades are indicated on the right,
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and LD12 microclusters are indicated a—c. Asterisk—we have inclu-
ded AAA028-CO7 in microcluster a, even though it was excluded
previously [18]. b Scanning electron micrograph of LSUCC0530 cells
at x35,000 magnification. Scale bar represents 0.5 pm. ¢ Transmission
electron micrograph of a LSUCCO0530 cell thin section. Scale bar

represents 0.5 pm Henson et al. 2017
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Welcome to MiGA

Explore the Microbial Genomes Atlas for select species.
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NCBI Prok RefSeq

Query the NCBI Genome database Query the collection of reference

(Prokaryotes) with your own genomes in the NCBI RefSeq
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Henson et al. 2017
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Fig. 3 Meabobc reconstmaaion of LSUCCO530. Salxd boxes indicate
mcovered genes, dashed boxes mdicate masiing genes. Cokor shading
distn g shes major membobc sub-sysems, which are also labeled m
hald text. ABC transpoters am demcted with carcles indicating sab-
umts. Symporters and anSporters are depacted with ovals. Two com-
panent sysems are depacted with brge and small mctangles. The G4
TRAP tonsporer = depicted separately. Majer sabsystems are

Rranched-chaln L aming ackds

calored for emsier adentficason. Muktiple mrows mdicate all genes
resent m 2 gven pathway. Numbers dentify genes accarding to the
key in Tahle S1. Question marks ndicate 2 single mxsng gene m an
atherwise complete mathway (eg, PRPP - >His). Light blue fill
mdicates genes wih no SARI] atolbgs oxade of e
1DI12 sabchde

Henson et al. 2017



