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Abstract

Genomes of fungi relevant to energy and environment are in focus of the Fungal _
Genomic Program at the US Department of Energy Joint Genome Institute (JGI). Sym bionts Plant Pathogens
One of its projects, the Genomics Encyclopedia of Fungi, targets fungi related to
plant health (symbionts, pathogens, and biocontrol agents) and biorefinery
processes (cellulose degradation, sugar fermentation, industrial hosts) by means of
genome seduencing and analysis. New chapters of the Encyclopedia can be
opened with user proposals to the JGI Community Sequencing Program (CSP).
Another JGI project, the 1000 fungal genomes, explores fungal diversity on
genome level at scale and is open for users to nominate new species for
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This project aims to provide genomic information for every family of fungi. The list below includes sequenced fungal genomes, those in progress, and selected nominations.
You can log in and nominate new species for genome sequencing in the families with no (green) or only one (yellow) reference genome if you can provide DMA/RNA samples for their sequencing (see JGI User Guidelines).
B Ascomycota @ Arthonlomecetes If you know additional fungal species being sequenced somewhere but not reflected on this list, please register these projects in GOLD (use Add to GOLD link) or let us know.
. g *Dnm'demwﬂes Phylum name Subphylum name Class name Order name Family name j
B Basidiomycota £ Eurotiomycetes v phy GOLD Projects
Elﬁhsm Ascomycota Pezizomycotina Arthoniomycetes Arthoniales Arthoniaceas Mone seguenced Add to GOLD
H ncertae 15
m Blastocladiomycota
Pezizomycotina JLaboulbeniomycetes
Leca mytetes Ascomycota Pezizomycotina Arthoniomycetes Arthoniales Chrysothricaceas Mone seguenced Add to GOLD
B Chytridiomycota Leotiomycetes
LbChII'IDIWfCEtES Ascomycota Pezizomycotina Arthoniomycetes Arthoniales Roccellaceas Mone seguenced in Add to GOLD .
Orbiliomycetes .
H Glomeromycota Pezizomcet o . _ _ Steﬂp 2: Nominate
A Zizomycetes Ascomycota Pezizomycotina Arthoniomycetes Incertae sedis Melaspileaceae Mone sequenced Add to GOLD
*Sordariomycetes 1
. T Saccharomycotina new speclies
. Mlcros porldla Sucl:.:lronw:etes Mone sequenced Add to GOLD p
" N Neo omycetes Ascomycota Pezizomycotina Dothideomycetes Acrospermales Acrospermaceae =
. . Taphﬂnomycoﬂna Pneumocvmdlomv:etes ACToSpermum Compressum CBS KMAW
Neoca I | Ima St' gO myc Ota Schizosaccharomycetes * Oomyces carneoalbus Manfred Binder CHS KNAW
Taphrinomycetes
U n kn own Usﬁhsinumcan‘na l Exobas|diomycetes Ascomycota Pezizomycotina Dothideomycetes Botryosphaeriales Bagniziellaceae Mone seguenced Add to GOLD
1 Ustlaginomycetes )
Asifkoiﬂlbowtmi Ascomycota Pezizomycotina Dothideomycetes Botryosphaeriales Botryosphaeriaceas aplosporeln .I'LII'IICD.lﬁ Whole Genome targeted
Zygo myc ota Mﬂmlhmﬂu Botrvosphaeria dothidea Whole Genome Complete
Puccinl o Classiculomycetes Phvllosticta citricarpa CBS 127455
uccinlomycotina Cryptomycocolacomycetes Ascomycota Pezizomycotina Dothideomycetes Botryosphaeriales Guignardiaceas -
B Cystobasidiomycetes FEEER)
- S— Microbot etes
Sequencing 1000 fungal genomes " Wtomeete Wik G o
Pucciniomycetes Ascomycota Pezizommycotina Dothideomycetes Botryosphaeriales Phyllostictaceas Add to GOLD
fro M aCross th e F un g al Tree Of Llfe I *Agaricomycetes * Guignardia bidweli Manfred Binder CBS KNAW
N . Dacrymycetes
Wi | I rovi d e refe re n CeS for researc h Agancm'ﬂ:ﬂﬂﬂa Trem|m.'(ﬂg; Saccharata proteae Whole Genome targeted
p wallem-onwteus Ascomycota Pezizommycotina Dothideomycetes Botryosphaeriales Saccharataceas -H-:minate A EELT
. . . Entorrhizomycetes -
| _ b Glomeromycetas _ ) _ . . —
O n p ant l I I IC ro e I nte ractl O n S En phthoromycotina Ascomycota Pezizomycaotina Dothideomycetes Capnodiales Antennularigllaceas Mone seguenced Add to GOLD
and environmental metagenomics Morserslomcotns — T e
. H H As t: Pezi ti Drathid t C dial Asteri
Earl‘f Dl\'em Mucoromycotina comycota ezizomycoting othideomycetes apnodiales erinaceas e EELT)
i omycofina
Spatofora et al., CSP12. Lineages O e i Potchaston i ncle Ganome argees Step 3: Prepare DNA
Blastocladiomycetes Ascomycota Pezizomycotina Dothideomycetes Capnodiales Capnodiaceas Add to GOLD
hICh'ﬂﬂ:!::‘Wt:;ES * Capnodium salicinum Manfred Binder CBS KNAW an d R NA S a.m p | es
Monoblepharidomycetes [
Coccedinium bartschii Whole Genome targeted
Ascomycota Pezizommycotina Dothideomycetes Capnodiales Coccodiniaceas AR EELT

The work conducted by the U.S. Department of Energy Joint Genome Institute is supported by the Office of Science of the U.S. Department of Energy under Contract No. DE-AC02-05CH11231.



http://jgi.doe.gov/fungi
http://philip9876.wordpress.com/2007/10/02/india-to-replace-10-per-cent-transport-fuels-with-biofuels-in-10-years/biofuel/

	Slide Number 1



