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Stanford LANL Finishing Statistics Finishing Check List/Standards
Finishing N
R&D, Finishing,
Informatics
= 23:3:? Qv";(m 62 ; YT 3:2 it standard +All low quality areas (<Q30) reviewed and re sequenced.
Finishng %5 Dual phase compete, Finsh phase underiy : : PP +Final error rate < 0.2 per 10 Kb.
!:I'BD:::;CS mi:m i7 EE:Z:IEZ Zi?ﬁiflf&iﬁéi’iifﬂ?jii;“ e wlcrvbml Finishin _p_s1'e S +No single .clone covempge (minfrr}um qf 2X depth everyvyhere)
Mapping, R&D Aty DA o ek iy onshcton *Manually inspected and quantified single stranded regions.
Grand Towal 0 >QD -> dratft assembly ~Checked all high quality d_lscrepanaes,
+Final sequence has no strings of xxxx anywhere
I >Repeat resolution (automated and manual) +All repeats verified (paired ends and PCR if necessary).
>Primer walk +Check ends of final contigs (chromosomes, plasmids)
LLNL *Final Assembly QC
Informatics, archaea 16 »>More repeat resolution
I Finishing, Mapping ::;‘zr““mmema‘s lig »Assembled genome -> closed
:;;ab"m‘ ; »Polishing (quality improvement) -> polished
- ORNL g‘:‘dmm 2;; »>Assembly QA (Stanford) -> FINISHED
PNNL Mouse genetics,
Proteomics Annotation
The U.S. Department of Energy (DOE) established the Microbial Genome Gen0| Project
and GTL programs to determine the complete genome sequence of a . . n .
number of microbes that may be useful to DOE in carrying out its MlcrOI InIShII‘Ig
missions (which include research of new energy sources, sequester
. . . P In February 2004, the JGI launched
excess atmospheric carbon affecting global climate, and to clean up (LIS Finist Grouns the Community Sequencing Program
contaminated environments). Another program was established to study | = e " uroup (CsP).
hard-to-culture individual microbes and microbial communities. They are Genome > repeat —— repeat / | 2004:
very difficult to study but play critical roles in the Earth's ecology. Sequence 859 resolution fescliiion | | 24 proposals accepted
JGI is a leader in performing sequences to support these programs. . - : \ 10 microbial projects
Another important specialization of the JGI is the recently started ;a’l':i‘f‘;l . ;a’l':i‘f‘;z — . ‘ \ | i
Community Sequencing Program Quality control (automated) (automated) 1 2005:
(http://www.jgi.doe.gov/CSP/index.html). . ~ | | 135applications;
All of the above projects include sequence and detailed analysis of 5 Manual 50 — microbes
the genomes of the different representatives of the microbial world. A I Y | . y (OB |
. " N X . inishing -+ Annotation Publications | http://www.jgi.doe.gov/CSP/
completely sequenced, high quality genome is a perfect starting point for
the genome annotation (http://img.jgi.doe.gov/v1l.1/main.cgi), 2
microarrayes, knockout experiments etc. Despite the fact that drafted :
genome contains a sufficiently large amount of information to be usable, The Prol th Re eats
a completed and polished one is overall a better product especially if it p
will be used to analyze previously unknown and difficult-to-cultivate
microbes; for the comparative analysis of the clinical isolates or for the
creation of microbial strains overproducing different proteins and amino 0 Repeats can make assembly ambiguous, with several possible layouts being
acids. Knowledge of the completely finished genome will allow scientists equally likely ) o
to modify specific regions of the genome and therefore to affect the e ko ey
expression of the gene being studied. The study of the potential usage of answer QDed F— ReleaseDatato (oo
microorganisms as new energy sources requires a complete knowledge (Rl G&"g;')‘e " P oRNLIGY) | B CDI[Isbora!bor e
of the genomes sequence as well. A x B x C (6 montts emberao)
Thus in order to be able to realize these and many other studies, it J
is necessary to close most (if not all) of the genomes being sequenced at === Pl — B . [—— Annotation
JGI. To this date JGI has accumulated a significant amount of experience A x Finishing group fautomaticand mendly

closing the microbial genomes. During the last two years the combined
efforts of three groups (LANL, LLNL and PGF) allowed to finish 45
microbial projects. Our goal is to fulfill the needs of all of the projects
undertaken by JGI and complete no less than 50 genomes per year.

-

Final Public Release via NCBI and IMG
(finished genome)

.

An average sequencing read is ~650-700 bp. When in arepeat it is

ble to tell which copy it belongs t
impossible to tellwhich copy it belongs to (Poster: “Integrated Microbial Genomes (IMG): New Data and Functionality in Version
1.2, Victor M. Markowitz, Frank Korzeniewskiet.al)

“inished Genomes: 44 Draft Genomes: 128
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