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National Projects related to Structural Life Sciences in Japan and US

2002

2003 | 2004 | 2005

2006 | 2007 | 2008 | 2009

2010 | 2011 2012 2013

03.04 <] Human genome
project

ENCODE (pilot) ENCODE (production)

03.09

07.09 <@07.10 Data Coordination Center

12.09

Genome Network Cell Innovation

€04.04  |Information Platform 09.03 @ 09.04 Information 14.03
Platform
05.07
PSI* (phase 1) PSI (phase Il) PSI: Biology
00.06 05.09 < 07.04 PsI Nature Structural 10.06 10.07

P3K (Protein 3000)

02.04

Biology Knowledgebase

e  PSI: Protein Structure Initiative (US)
e TPRP: Targeted Proteins Research Program
e DDI_SLS: Platform for Drug Discovery, Informatics and Structural Life Science 4

TPRP

07.03 @ 07.04 |nformation Platform
07.10 http://www.tanpaku.org/

PDIS_SLS

12.03 12.04 Information
Platform




¥ & £ SRl (Structural Life Science) ¥ v447)

‘t Structural Life Science
7th International Conference on
«#  Structural Genomics
i (1csG2013-5LS) 3 N
=

B ) Sapporo, JAPAN o
29th July - 1st August 2013 |, g

Scientific Program and Satellite Workshops
*Structural biology and drug development

*Protein expression, purification, crystallography, NMR, and EMgL ¥ '

4
*Hybrid methods and structural analysis of membrane progéins ;'
and functional complexes &

C hes to function,
and drug discovery

*Impact of structural genomics on medical research
and industrial applications

(16562013 Secretariat]
Laboratory of Biomolecular Science and
Center for Research and Education on Drug Discovery,
Faculty of Pharmaceutical Sciences,
Hokkaido University
Tel: +81-(0)11-706-3764, Fax: +81-(0)11-706-4986
Email: icsg2013@ml. hokudai.ac.jp
URL: http://www.c-linkage.co.jp/IC5G2013/
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€« C ff [ www.genecards.org

GeneCards

uman Gene C

Search the GeneCards human gene database News and Views
Search by | keyword(s) + | for Search Advanced Search About V3 Search Version 3.10
28 Apr 2013
Affiliated Sites Explore GeneCards

New Features

Super Pathways
e About GeneCards®: GeneCards is a searchable, integrated, database of human genes that provides concise B g
1\‘{1]3( ard genomic related information, on all known and predicted human genes. more... P.rotem N
The Human Malady Compendium LifeMap summaries| ~_
GeneCards Suite Extract ion for many genes at once: - (EERESALACAR) Hotgenes Disease genes = MOre... ] —9
View S s In our pipeline: —_— -
iew Sample Gene PathCards jJT:l |J —_
i s mesnu
TGEB1 (___Aiases ;n Drugs Genome view )(__Pathways __)(__Publications
transforming growth (__Databases Expression ] Interactions__)(__Paralogs__)(__Summaries
factor. b%tga 1 (__Disorders_)(_Extemalsearch )(__IP/Patents__)(___Procucts _)(__Transcripts )
! Domains _)(__ Functon __)(__ Onhologs__)(___ Proteins __)(___ Varants__)
View Random Gene
— s
RO T—— Site M
Category Protein-coding VWF e
Go | 3.10.106 12 Aug 2013
GIFtS Group | High & GIFTS: 73)

" Previous site
von Willebrand factor -

Statistics Cﬂg_ry Number of Genes* Example Genes
Total GeneCards genes 113522 'SOD1, ERBB2, IGF1R, YI’ 3, AKT1, EGFR, KDR, FGFR1 FGFRCI FGFR2, MET, FLT1, FLT4, PDGFRA, BTK,
HGNC Approved genes 34080
RNA genes 70992
Hotgenes top 500 Pseudogenes 17265 MMP23A, M GUCY1B2, FMOSP, TAAR3
Disease genes 6548 Geneticloci 761 NA
Gene Custers 146 PCDHA®, PIRC, PIRC10, PIRC100
ncategorized 2473 TRBC1, TRBV12.3, C200rfS7, HRES1, C180rf12

* Ciick on the numbers to get 1o the statistics page, and search the genes within this category
The GeneCards human gene database gene index: 1356 ABCDEFGHIJKLMNOPQRSTUVWXYZ
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GeneCardsDT7—42hT3)—IET—295DFK
| FEBAEDBENE =

€« C f [ www.genecards.org wo@E =

Biaraulvarsbisia)

( ;Cn(\t/ ards ¥ WEIZMANN TITUTE OF SCIENCE
i\

The Human Gen: mpendium Free for academic non-profit institutions. ALL other users need a commerdial license from
| Home GeneCards Guide H Suite Terms and Conditions H AboutUs User Feedback Mirror sites
Search the GeneCards human gene database News and Views
Search by | keyword(s) s)for [ | [search| Advanced Search About V3 Search Version 3.10
Affiliated Sites Explore GeneCards 20 AP 2013

New Features

Super Pathways

‘\\a]a( ard About GeneCards®: GeneCards is a searchable, integrated, database of human genes that provides concise Protein Ny

genomic related information, on all known and predicted human genes. more.

LifeMap summaries

Aliases Paralogs ' —43

Summaries Genomic Variants 737_':‘\')—

Genome views Disorders/Diseases
Proteins Publications

Protein Domains/Families External Searches

Function Genome Databases showing the gene
Pathways & Interaction Other Databases showing the gene
Drugs & Compounds Specialized Databases showing the gene
Trasncipts Intellectual Property for the gene
Expression Products

Orthologs

Total GeneCards genes. Proten-coding SO0 ERPDS LT T00 AR TL Baly RP POV R IO COT T LUV LLT4, POOFRA, BTK

CXCRA, AKT2, ALPL, AP CDH,
HONC Approved genes. CXCR4, AKT2. ALPL, APP, AR, ATM, CDCA2, CDH1, CDK2, CDK4
RNA genes ALDHIL1-AS2, GCO1M000019, GCOTMO00081, GCOTMO00145

Hotgenes top 500 Pseudogenes 17265 MMP23A, PRKY, GUCY1B2, FMOSP, TAARY
Disease genes 6548 Gen 761 NA
Gene Clusters 146

* Click on the numbers to get to the statistics page, and search the genes within this category
The GeneCards human gene database gene index:

-y = — L [JCEsA
BIEETILEYAS E—MLFER
N
J
Ge“ecardSO)'lﬁ )
GeneCards Sections Data CEZRSER. ESBETAIZ = 5 TOBBLA—FADULY.)
[Atiases 1HGNC, 2Entrez Gene, 3UniProtKB/Swiss-Prot, 4UniProtKB/TrEMBL, 5OMIM, 6GeneLoc, 7Ensembl,8DME, SmiRBase, and/or 10fRNAdb
Isummaries [Entrez Gene, Tocris Bioscience, Wikipedia's Gene Wiki, PharmGKB, UniProtkB/Swiss-Prot, and/or UniProtKB/TrEMBL
|enome views. (GeneLoc and/or HGNC, and/or Entrez Gene (NCBI build 37), and/or miRBase, Genomic Views according to UCSC (hg19) and Ensembl (release 69), Regulatory elements and Epigenetics data according to

|QIAGEN, SABiosciences, and/or SwitchGear Genormics

{1UniProlkB, HORDE, neXtProt. Enser, anlor Reactome, Modifcatin ses acoordlng 1o 2PhosphoSitePlus, Specific Peptides from DME, Protein expression images according to data from SPIRE MOPED and

IProteins [PaxDb, RefSeq according to NCBI, PDB Proteins from EMD Milipore, R&D Systems, GenScript, Enzo Life Sciences, OriGene, Novus Biologicals,
ISino Biological, ProSpec, andior Uscn, Blochomen Assays by Eno Willpore, R&D Systems, OriGene, GenScrpt, Cell Signaling Technology, Enzo Life Sclences, andior Uscn, Ontologies according oG

(Ontology Consortium 01 Mar 2013 and Entrez Gene, Antibodies by EMD Millpore, R&D Systems, GenScript, Cell Signaling Technology. OriGene, Novus Biologicals, Thermo Fisher Scientific, Abcam, andlor Usen

[Protein Domains/Families InterPro, ProtoNet, UniProtKB, and/or BLOCKS, Sets of similar genes according to GeneDecks

1UniProtkB, Genatias, LifeMap Discovery™, IUBMB, andlor 2DME, Human phenotypes from GenomeRNAJ, Animal models from MGI Mar 06 2013, inGenious Targeting Laboratory, bound targets from

e unction [SABiosciences, miRNA Gene Targets from miRTarBase, shRNA from OriGene, Sirion Biotech, RNAI from EMD Millpore, SiRNAS from OriGene, QIAGEN, microRNA from QIAGEN, Gene Editing from DNA2.0,
Sirion Biotech, Clones from EMD Milipore, OriGene, SwitchGear Genomics, GenScript, Sino Biological, DNA2.0, and Vector BioLabs, Cell Lines from GenScript, LifeMap BioReagents, Sirion Biotech, In Situ

[Hybridization Assays from Advanced Cell Diagnostics, Ontologies according to Gene Ontology Consortium 01 Mar 2013 via Entrez Gene.)

[EWD Wilore, R&D Systerms, Cel Signaling Technology, KEGG, PharmGKB, BioSyslerns, Reaciorme. Tocrs Blosience, GeneGo (Thomson Reuters), QIAGEN, andlor UniProtk, Ses o simir genes according
[Pathways & Interactions lto GeneDecks, Interaction Networks according to , andlor STRING, | 1o 1UniProtk, 2MINT, 312D, and/or 4STRING, with links to IntAct and Ensembl, Ontologies according to
|Gene Ontology Consortium 01 Mar 2013 via Entrez Gene

[UniProtk8, Enzo Life Sciences, EMD Millpore, Tocris Bioscience HMDB, BitterDB, and/or Novoseek, and Drugs according to DrugBank, Enzo Life Sciences, andior PharmGKB, with drugs/clinical trialsinews
[Drugs & Compounds
search links to CenterWatch

Secondary siucures accoding Lo (RNA, GenBank/EMBLIDDB, Accessions acording to Unigene (Buid 235 Homo sapins; Mar 10 2013) r Genank, RefSeq accoring o Entrez Gene, DOTS (tersion 10)
Irasncipts land/or AceView, transcript ids from Ensembl with links to UCSC, exon structure from GeneLoc, altemative splicing isoforms according to ASD andior ECgene, RNAI Products from EMD Millipore, SIRNAS fro

(OriGene, QIAGEN, ShRNA from OriGene, Sirion Biotech, microRNA from QIAGEN, Tagged/untagged cDNA clones from OriGene, SwitchGear Genomics, GenScript, DNAZ.0, Vector BioLabs, Primers from
(OriGene, SABiosciences, andior QIAGEN )

IRNA expression data according to H-InvDB, NONCODE, miRBase, and RNAdb, Expression images according to data from BioGPS, liumina Human BodyMap, and CGAP SAGE, Sets of similar genes according to
[Expression (GeneDecks, in vivo and in vitro expression data from LifeMap Discovery™, plus additional links to Genevestigator, and/or SOURCE, and/or BioGPS, andlor UniProtkB, PCR Arrays from SABiosciences, Primers
[from OriGene, SABiosciences, andlor QIAGEN, In Situ Hybridization Assays from Advanced Cell Diagnostics

lortnologs (Orthologs according to 1,2HomoloGene (2older version, for species notin inewer version), JeuGenes, 4SGD , SMGI Mar 06 2013, with possible further links to Flybase and/or WormBase, and/or 6Ensembl pan
o9 taxonomic compara , Gene Trees according to Ensembl and TreeFam

[Paralogs [Paralogs according to 1HomoloGene, 2Ensembl, and 3SIMAP, Pseudogenes according to 4Pseudogene.org Build 68

[SNPs/Variants according to the 1NCBI SNP Database, 2Ensembl, 3PupaSUITE, UniProtkB, and DNA2.0, Linkage Disequilibrium by HapMap, Structural Variations(CNVs/inDels/inversions) from the Database of
|Genomic Variants (Genomic Variants, Mutations from the Human Gene Mutation Database (HGMD) and the Locus Specific Mutation Databases (LSDB), Blood group antigen gene mutations by BGMUT, Resequencing Primers from
IQIAGEN, Cancer Mutation PCR Arrays and Assays and Copy Number PCR Arrays from SABiosciences

[Disorders/Diseases in which this Gene is Involved, According to MalaCards, OMIM, UniProtKB, the University of Copenhagen DISEASES database, Novoseek, Genatlas, GeneTests, GAD, HUGE Navigator, and/or TGDB.
[Publications in PubMed. Associations of this gene to artcles via 1Entrez Gene, 2UniProtKB/Swiss-Prot, 3HGNC, 4GAD, 5PharmGKB, 6HMDB, 7DrugBank, 8UniProtkBITEEMBL, 9 Novoseek, and/or 10{RNAGb)
[External Searches in PubMed, OMIM, and NCBI Bookshelf

[Genome Databases showing the gene |According to Entrez Gene, HGNC, AceView, euGenes, Ensembl, miRBase, ECgene, Kegg, and/or H-InvDB

[other Databases showing the gene |According to HUGE

lspecialized Databases shoing the gens According to PhamGKB, ATLAS, HORDE, IMGT, LEIDEN, UniProfKB/Swiss-Pro, andior UniProlKB TIEMBL,

Intellectual Property for the gene [Patent information from GenelP, Licensable technologies from WIS Yeda, Salk, Tuts, IP news from LifeMap Sciences, Inc.

|Antibodies, recombinant proteins, and assays from EMD Milipore, R&D Systems, OriGene, QIAGEN, GenScript, Cell Signaling Technology, SABIosciences, Novus Biologicals, Sino Biological, Enzo Life Sciences,

|abcam, ProSpec, Uscn, Thermo Fisher Scientifc, Gene Editing from DNA2.0 and Sirion Biotech, Clones from EMD Milipore, OriGene, GenScript, Sino Biological, DNA2.0, SwitchGear Genormics, Vector BioLabs,

[Products (Cell lines from GenScript, LifeMap BioReagents, and Sirion Biotech, PCR Arrays from SABiosciences, Drugs and/or compounds from EMD Milipore, Tocris Bioscience, and/or Enzo Life Sciences, In Situ
[Hybridization Assays from

|Advanced Cell Diagnostics, Animal models from inGenious Targeting Laboratory
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Proteolytic system: proteasome (Keiji Tanaka)

besubunit(31-D7)
. 208 ossembly gincr)

195 assembly (Vecs1) o

- 0

';;;i’ TPRP: TP Atlas of 35 research subjects one by one

TP Atlas HOME
»|
Outine || Investigator || Proteins | Structures || Downioad
2 reload
Symool Synonym Stuct. | PressR
= 208 proteolytic core particles(CP)
POMP C130rf12, UMP1
PSMG1 C21LRP, DSCR2,
Psmg1 Dscr2
PSMG3 CT7orf48, PAC3 '.
PSMG4 CBorf86, PACA
PUP2 DOAS ‘
»
»
= 195 regulatory particles(RP)
e » 7
NAs2 7
NASE
RPN14 » 174

Corole <) XEZEZI] TP Atlas is liconsed under Creative Commons licenses.
Symbol Synonym Wiki FullName Organism Entrez  UniProt GNP Struct. PDB ~ Struct. P3K  Struct. TPRP TP Article ~ PPI_GNP PCI
POMP C130rf12, ... Proteasome maturation protein Homo sapi. ~ o publles O
PSMG1 C21LRP, D... DSCR2 Proteasome assembly chaperone 1 Homo sapi.. Broc N
Psmg1 Dscr2 Proteasome assembly chaperone 1 Mus musculus. pares publed
PSMG3 CTori4s, P.. Proteasome assembly chaperone 3 Homo sapi.. ook} o » publed [26i |
PSMG4 Csorigs, P Proteasome assembly chaperone 4 Homo sapi. ok} o
PUP2 DOAS Proteasome component PUP2 Saccharom. ot} PDBR4 » publed

oo+ » publied
o » Publed
HSM3 DNA mismatch repair protein HSM3 Saccharom.. s » publies
NAS2 Probable 26S proteasome regulatory subunit p27 Saccharom. L
NASA Pranahia 268 nmiaszama mauiatan suhind 128 Sacchamm = pnRi> MW R

.5?’ TPRP: PRotein Experimental Information Management System

PREIMS helps you find a protocol from a list or search by key word(s)/protocol ID

Protocol List
375 records

Protocal ID Protocol Name. Category Hstory Autnor Last updat
PO02AAMO00021S  Plasmid_construction_of_rSHPS-1 PeR Input_by_JSato_on_2008... Nagata_A_otal 20100901
Gos' To_constuct_a_plasmid_by_lgating_PCR_producis

e olgonucieoice vodu Tospecivel.

‘Sransteraso (GST) PGEX4T-1

PO02AAAOO08S9  Constructon_of_M13_phage_dsplay_br... PCR Input_by_JSato_on_2011... Sanao_Tabata_ot_al 2010121

(Gosi To_constnuct_combinatorial_rary

7

cribed previousy [12] To ntoduce random mutasons a rsidues 1, 3.4, 6 and 7, whie rtaiing Tyr2 and ihe 5'prmor wih randomized.

e hoszod os
(CATGCCATGGCCNNKTACNNKNNKCAANNKNNKGGAGGCTCGAGCGTAAG-3 (the Neol site is ur mmnad)znames-or\mv 54 cﬂAchrDGAGCcYC!‘AhM)mm:\u s underiinea), Flow < | Protocol
v i [Protocol ID [P004AAA0000107
POZAMAOOOG08  RTPOR_of GonalTP! por Input_By_J Sato_on 2009... Yoko_Sawano_etsl 20100901 [Protocol Name [Expression of_SecOF_P4_domain
GoaiTo_perforn RTPCR
Dosenon An alluot of 1 g o toial R mplas n a singe-sep [category [Expression
% ATATCGTGGCAGCTC Y ana 5 TTAMCOATCTTGTIACAGTCOGTGG 5. 2 °Cfor 2 i, fok EoningS Z
s of ampifcston B4 o305, 6 o 30, T2 459 an by oo TG b 0 A o [History [nput_by_J.Sato_on_2011.06.30
[Author ffomoya_Tsukazaki_et al
Constuetion_of Exprossion Vetor_oft.. PCR Inputby_JSato_on_2008.. Yorko_Savano_stsl 201008101
dorm_PCR_and_consinctexrossion vect ffer_preparagon. SecDF._ P4 |Lastupdate  [2011/05/30
stiyans
sl roest (Goal ffo_express_membrane_protein
ffomoya Tsukazaki, Hiroyuki Mori, Yuka Echizen, R
@Protocol  CResult & Osamu Nureki, Structure and function of a mer
Category (Al :) [PDB ID frm
Keyword  [cell free search | @OR CAND PUBMEDID 21562494
Protocol ID Search UniProt ID [a5sKEE
Expression_by IPTG.. SecDF. P4 fThe plasmid encoding the P4 domain, Met-TtSect
Frotocobtist IBL21-codon Plus (DE3) RIL (Stratagene) cells, wh
b ption lus (DE3) RIL (¢ gene)
231 records 15NHA4CI, 0.4% 13C-glucose, 1 mM MgSO4, 2 m¢
fthe P4 domain was then induced with 1 mM IPTG
ProtocolID Protocol Name Category oy [far
Vector Induction of o ntiated by M wnen tn [Hozo File [PO04AAAC000107 xmi
1 8:20 h at 18 C. Bacier o b (50 M|'n~HCI H70), 160 md NaGl, 10 M KO,
2ha insonicaion buflr (50 mM TrisHC1 54 7.0, 190 m NaCl, 10 i e OOZRAEo00TOTE
[Attachment
[PO04AAA0000107 Expression_of_SecDF_P4_domain Expression Input_by_J.Sato_on_2011... Tomoya_Tsu File
Goal To_express_membrane_protein L
Descrpilon:Tho plasmid encading the P4 domain, 559 (MW of TiSecDF469-559: 10.2 kDa), coned into the Neol and Pstl sios in pETZ
-based media, containing 7.49 g/l Na2HPO4, 3 g/l KH2PO4, 0 ‘Subprotocol
oM NgS04. 3 mal e, 4o oS04 T20. 40 ot a2, an 45 g KIS 20, soppomaniod win approprt anitioics Exoresaon o
P60t n T 4 7 4 i eperr [Subprotocol ID [S004AAA0016971
Subprotocol
POOAAAO000362  Experssion_of TnT Exprossion Input_by_J.Sato_on_2009... Kenji_Murak N:b” lcloning.._SecDF._P4
Goa To,nxpmﬁ,remmbmanl,?mtmnJused,Hlsﬁ-GS1 i)
. preceded by a 20-residue fragment (ELLSKNYHLENEVARLKKLY) of the GC Protein ID
ENEVARLKKLV) of the GCN4 leucine zipper and preceded by an N-terminal ext:
con sklom ToT) wars expvesseﬂ ne ool BLANOES) e or ‘ropomyosin, the the iniial met fGoal ffo_clone_gene_encoding_target_domain
binding, head-to-tail \TPase) (1). Although an _
fused Geisolin segment 1 with His-tag (His6-GS1 [History fnput_by_J.Sato_on 2011.05.30
protein via a inker of a tobacco etch virs (TE the bacierial using a Ni-column. To romove His6-G: -
TV protaoue 115 S2161 o 15 ot 25cegronst [Author ffomoya_Tsukazaki_et_al
[Lastupdate  [2011.05.30
P004AAA0000422 Expression_of_N-terminal_198-residue_p... Expression Input_by_J.Sato_on_2010... Masamichi_
a xprossi ffomoya Tsukazaki, Hiroyuki Mori, Yuka Echizen, R
e To PR proue s cove i e Nl 10 of KD e modiied o nclude a tobacco Reference oams ikl Sruchre an unction of a ot
(ENLYFQG) and His8 before the Myc tag and Hisé tag. used 9 .
2008), fThe plasmid encoding the P4 domain, Met-TtSect
[Peseription BLZTQ ~codon Plus (Dsga) RIL (Stratagene) cells
POO4AMO000540  Expression_of_proteins_with_N-terminal_. Ewﬂ\on Input_by_J.Sato_on_2010... Terakazu_Nc 9 g
ress_proteins_with_N-terminal_P4x3-tag_with_novel_affinity_peptide_taggin Profile of

Dcsnnpum ‘Coupling of P20.1 IgG to CNBr-actvated Sopharoso 4 Fast Flow u;s Healmumy o performed according to the protocol provided by the v

©Ontology

IDisplay Subprotocol Profile




eSOL(Solubility database of all E.coli proteins)i&, BHEROHBREARY V/(VHARRERNT, KEROLTOI Y/
VEERRIELBOREOEE VW (IBAR) EARREX EHLT—IN—ZTY,

bm—s RS » MEFL—ERE > ¥ovO—K » vy

|[BEmst

2012.05.02

© eSOLF—INR—ZADIY hY—D55, 788EDRKESY VU HICNT 2HF 2 v ROV ODREDFHRT—5H*
emaEnk L,

- HERRMBEEIBMENE Ule, &fc, AEOHIBDERROLIMERD E UL,

ZDF—HR—Z(eSOL) &, =4y h I VIR TOY S LRFHENBEEBRORNRKE L BRARENBHELD
HBRERY VW HARRERWT, KBEO2TOY /W EEZERILLROBEOEEV(TAR) L ANEORBRESR
EWBLTVET, T—IR—IADHBHREACLI—7'y NIV IIFARTOY 5 ARFTHENBOERT Sy M 74— LA
HERBL. BEFLELRIO—-VIDUW DA SES VIV HEORRERERRI T e TEET,

KROFEREL TR, 9| RREBHUZERMAZRAZ/ A A YA LY AHRREARZE THESNLABEOSHET
DA TZY—THBASKAZATFV=—DT 7RI RHSPCRRIGIC & > TR MEFHHERMELET,
Ric, BEVCHEFHADS, BRERORRERY v/ HERRTHHPURE systemZBWTY VIV HEAREE
9, ik, —#E5R(Total) Lictk, DR 0LU(20000xG, 30%), LBEEEMRL %9 (Sup)e
T3 L THESNTotale SupZE ENENSDS-PAGETHREL., BRE NI VWU BRRUERLTLEEICHE > LBE(FIAR)E

) eSOL  solubility database of all £coliproteins

HELEY, UTEFIROERXHERLET,

ASKA 51731

BRRZESN
BRAF

PCR RIGT T
EBETFEBE Rea
tRNA

7=/
BNl e P S Pt IRNE—DFU
— L

20130922

FBETFOWH PURE system & @B IcEIRRIG ERBEABREOER

AUTOPHAGY DATABASE

TOP Overview New Refs Protein List Homologs Keyword Search Homology Search Original Analyses Help TPRP

<y List of gy-related p and 3D

Select an organism:
Saccharomyces cerevisiae (baker's yeast) |-
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Functien brucel pombe.
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| Drosophila melanogaster (fruit fly) Homo sapiens (human) Mus musculus (mouse) | (baker's yeast) |
Protista | Dictyostelium discoideum AX4 Leishmania major strain Friediin Trypanosoma brucei

Fungi Ashbya gossypii Ashbya gossypii ATCC 10895 Aspergillus fumigatus Aspergillus fumigatus Af293
Aspergillus nidulans Aspergillus nidulans FGSC A4 Aspergillus oryzae Candida albicans
Candida albicans SC5314 Candida glabrata Chaetomium globosum Chaetomium globosum CBS 148.51
Coccidioides immitis immitis RS C var. Ci
neoformans JEC21
Debaryomyces hansenii Debaryomyces hansenii CBS767 Gibberella zeae Kluyveromyces lactis
Laccaria bicolor Magnaporthe grisea Magnaporthe grisea 70-15 Neurospora crassa
Neurospora crassa OR74A Schizosaccharomyces pombe Ustilago maydis Ustilago maydis 521
Yarrowia lipolytica Yarrowia lipolytica CLIB122

Plantae Arabidopsis thaliana (thale cress) Oryza sativa (rice) patens (moss) Populus (black
Volvox carteri (volvox]

Aedes aeqypti (vellow fever mosquito) Anopheles gambiae (mosquito) Apis mellifera (honey bee) Bombyx mori (silkmoth)
Caenorhabditis elegans (nematode) Capitella (annelid worm) Ciona intestinalis (seq suirt) Daphnia pulex (waterflea, zooplankton)
Helobdella robusta (leech) Lottia gigantea (gastropod snail) Nematostella vectensis (sea anemone)

Branchiostoma floridae (lancelet) Danio rerio (zebrafish) Gallus gallus (chicken) aculeatus
Oryzias latipes (Japanese medaka) Takifugu rubripes (Japanese puffer fish) Tetraodon nigroviridis (green spotted puffer) Xenopus
tropicalis (western clawed frog)

Mammalia Bos taurus (cow) Canis familiaris (dog) Cavia porcellus (guinea pig) Dasypus novemcinctus (armadilio)
Echinops telfairi (lesser hedgehog tenrec) Erinaceus Felis catus (cat) Loxodonta africana (African
elephant)
Macaca mulatta (rhesus monkey) Microcebus murinus (lemur) Monodelphis domestica (opossum) Myotis lucifugus (bat)
Ochotona princeps (American pika) Ornithorhynchus anatinus (platypus) Oryctolagus cuniculus (European rabbit) Otolemur garnettii
la

Invertebrata

Chordata

(galago)
Rattus norvegicus (rat) Sorex araneus (shrewmouse) (squirrel) Tupaia belangeri (tree shrews)
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