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Guiding Principles of the
PineRefSeq Project

EMPOWERMENT. Our goal is to develop the technologies, platforms and
bioinformatics infrastructures to rapidly and inexpensively sequence large
and complex genomes of coniferous forest trees. This will allow the forestry
community to begin sequencing the many genomes of economic and
ecological importance without a dependence on centralized genome centers.

ADAPTIVE. We recognize the sequencing technologies are developing rapidly
and that we must have the expertise and flexibility to rapidly adopt new
approaches into our overall sequencing strategy.

COMPARATIVE. We recognize the power of comparative genomics
approaches in assembling and annotating genome sequences and will use
this approach throughout the project.

Open Access. Unrestricted and rapid release of data.
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Loblolly pine (Pinus taeda), n=12
Genome size: 24,000 Mb
Genotype to sequence: 20-1010
Mapping population: 6-1030x8-1070 and
20-1010x11-1060 (1000 F1 progeny)

Euses

Douglas fir (Pseudotsuga menziesii), n=13

Genome size: 18,700 Mb
Genotype to sequence: 412-2

Mapping populaton:412-2x013-1 (500 F1 progeny)
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Sugar pine (Pinus lambertiana), n=12
Genome size: 33,500 Mb
Genotype to sequence: 6000
Mapping population: 5038x5500 (1300 F1 progeny)

Norway spruce (Picea abies), n = 12
Genome size: 18,200 Mb

Spruce Genome Project
http://iwww.upsc.se/Networks/Networks/sprucegenome.htmi
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PineRefSec
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UC Davis mm
-Libraries: short/long inserts
-Sequencing
= GAIIX {overlapping reads)
= HiSeq (125 bp reads)

WGS (1N & 2N) -Data curation and fosmid assembly

/—— Sequencing -\
\-_ =

w ENDVANA UNIVERSITY in

IU-TAMU-UC Davis
~Multiple tissues/conditions
-Library development

Fcoans
Manﬂand-lHU Genome Assembly Group
-Assembler development (MSR-CA)

-Sequencing (Roche 454/Illumina)
-Assembly -Assembly
=WGS §
=Fosmid Transcrlptome
=Meta
Assembly
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o Datahase Dendrome

. J Annotation UC Davis pavss

N Fosmid Clunmg Genetic Ma S ‘ ¢ vt -Data organlzahcn and distribution
CHORI BAC/PAC P UC Davis-W3U -Ontology Development (PO&TO)
- 37 kb clones UCDavis L5040 -Functional Annotation -Community Annotation (GenSAS)
- >2X coverage -SNP calls from scaffolds ‘Cﬂmpai_'al.'ive genomics -Web Services (SSWAP)
- Pool size = 500 and genetic mapping -Anchoring to existing genetic maps -Analysis Pipeline Integration (iPlant)
- diTags to order scaffolds -Integration of genome and

- lllumina library construction

transcriptome resources
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