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- Proteomics (22 /\JH)

- Metabolomics ({XEEWY)
- Glycomics (HESH{TAN)

- Epigenomics (& / L fEEH)
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/¥ KEGG: Kyoto Encyclops x ¥ M) £9IE8/T= (518 X ) G KEGG-Google #F  x §

€ - C @ https://www.google.co.jp/webhp?sourceid=chrome-instant&ion=1&espv=2&ie=UT
(3 RNAseq (J news (1] Journals (] R & programing (] #ist¥ (] Web tools (] Rice DB (7] Data base (] 1831135 |
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KEGG: Kyoto Encyclopedia of Genes and Genome
www.genome.jp/kegg/ v CDN—TFERT
KEGG is a database resource for understanding high-level functions a he
biological system, such as the cell, the organism and the ecosystem,
level information, especially large-scale molecular datasets generated ...

KEGG Pathway KEGG GENES D Google C”KEGG”Z & &
Map01100 - Search Pathway - The KEGG GENES datavase 1or
KEGG2 - Gene - Brite - Module prokaryotic genomes was ...

Kyoto Encyclopedia of Gene... KEGG Database

KEGG 28 F L NILDIERN SH KEGG Database. KEGG (Kyoto
fA. BiF. IO AT AEVSTES Encyclopedia of Genes and ...
iR ..

KEGG2 KEGG Mapper

Category, Entry Point, Search & Search&Color Pathway - Search
Compute, DBGET Search ... Pathway - Reconstruct Pathway

genome.jp NS METEE »
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f KEGG: Kyoto Encyclope x ¥ 44 https://www.agr.nago, X

¥ KEGG: Kyoto Encyclops x § %

(] o) o

€« C [ www.genome.jp/kegag/
CJ RNAseq (] news (] Journals (CJ R & programing (] %izt¥ (] Web tools (] Rice DB (O] Data base (] #8#1T#8 (] Others (] Hobbies

KEGG Home
Release notes
Current statistics
Plea from KEGG

KEGG Database
KEGG overview
Searching KEGG
KEGG mapping
Color codes

KEGG Objects
Pathway maps
Brite hierarchies

KEGG Software
KegTools
KEGG API
KGML

KEGG FTP
Subscription
GenomeNet
DBGET/LinkDB
Feedback

Kanehisa Labs

KEGG v/

KEGG: Kyoto Encyclopedia of Genes and Genomes

@ %oy

‘| Search | Help

» Japanese

KEGG is a database resource for understanding high-level functions and utilities of
the biological system, such as the cell, the organism and the ecosystem, from
molecular-level information, especially large-scale molecular datasets generated
by genome sequencing and other high-throughput experimental technologies (See
Release notes for new and updated features).

New articles

e KEGG as a reference resource for gene and protein annotation
e BlastKOALA and GhostKOALA: KEGG tools for functional characterization of
genome and metagenome sequences

& Main entry point to the KEGG web service

KEGG2

KEGG Table of Contents Update notes

&' Data-oriented entry points

KEGG PATHW
KEGG BRITE
KEGG MODULE
KEGG ORTHOL
KEGG GENOME
KEGG GENES
KEGG COMPOUI
KEGG REACTION
KEGG DISEASE
KEGG DRUG
KEGG MEDICUS

pathway maps [Pathway list]

JE functional hierarchies [Brite list]
odules [Module list | Statistics]
roups [KO system | Annotation]
es [KEGG organisms]

“KEGG PATHWAY”Z41)w%

Biochemical reactions |Reaction modules]
Human diseases [Cancer | Pathogen]

Drugs [ATC drug classification]

Health information resource [Drug labels search]

KEGG
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(® KEGG PATHWAY Datab x \ 4§ https://www.agr.nago, x ¥ G SRFAR/((ADZ— x ¥ [ www.fbs.osaka-u.acjp x |\

€& > C [ www.genome.jp/kegg/pathway.html Q&g =
(] RNAseq (] news (CJJournals (J R &programing (] %5t (O] Web tools (] Rice DB (] Data base (] #&#)Ti% (7] Others (C] Hobbies »

-~

KEGG PATHWAY Database

Wiring diagrams of molecular interactions, reactions, and relations

KEGG2 PATHWAY BRITE MODULE KO GENOME GENES LIGAND DISEASE DRUG DBGET

Select prefix Enter keywords

:map } Organism [plant hormone \? p

[ New pathway date history ]

Pathway Maps

u ” —_— — LKL
KEGG PATHWAY is a collection of manually drawn pathway Plant hormone jéj? ) I‘*ﬁ%
molecular interaction and reaction networks for:

1. Metabolism
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[3 Pathway Search Result x

L C' | [H www.kegg.jp/kegg-bin/search_pathway_text?map=map&keyword=plant+hormone&mode=1&viewImage=true
CJ RNAseq (] news (] Journals (CJ R &programing (] $i5t% (J Web tools (J Rice DB (T Data base (] #8#)T#5 (J Others (] Hobbies @ Introduction to P---

Pathway Text Search

& https://www.agr.--

Number of entries in a page |20 ¥ | | Hide thumbnail

Items:1-70of 7

%

Entry Thumbnail Image Name Description Object Legend
(]
| P
- plant hormone ...504 (TCH4) K13946 (AUX1) PLANT HORMONE SIGNAL
mMap04075 - signal K14432 (ABF) map04075: Plant TRANSDUCTION ETR Ethylene
p - trgnsduction hormone signal transduction Auxin Gibberellin Abscisic acid
s map04120: Ubiquiti... Brassinosteroid Cy...
: “Plant hormone signal transduction” Mthumbnail imageZ@7')v%
¥ ) N T . . ...diphosphate), C00235) ...biosynthesis MEP/DOXP pathway
a501070 - = Blosynthesis of map01070: Biosynthesis of plant | BIOSYNTHESIS OF PLANT
P = R ﬁ ! s hormones map00905: HORMONES MEP/DOXP pathway
- ormone Brassinosteroid biosynthesi... Mevalonic acid path...
...s. In addition, pathogens can : ...ti1 Pti4 PtiS Pti6 Endosome ROS
X — Plant- . § ...ecretion system map04144: : AT
mMap04626 pathogen n:lanu.?ulate plant hormone Endocytosis map04626: Plant- Endocytosis DNA PLANT-
) ~ interaction 5|gna]|ng pathways to evade pathogen interaction PATHOGEN INTERACTION XopD
. . host immune respo... AtMyb30 DNA FDH KCS...
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[ Pathway Search Result x ¥ [ KEGG PATHWAY: Plant x Y [ KEGG PATHWAY:

C | [ www.kegg.jp/kegg-bin/highlight_pathway?scale=1
(CJ RNAseq (CJ news (] Journals (] R & programing (] $iEtF (] Web tools |

K[cc Plant hormone signal transduction - Reference pathway

[ Pathway menu | Organism menu | Pathway entry | User data mapplng]

Reference pathway v } Go ’ 100% ¥
 Cucumis sativus (cucumber) ~

Cucumis melo (muskmelon)

Ricinus communis (castor bean) TION

Jatropha curcas

Populus trichocarpa (black cottonwood)
Vitis vinifera (wine grape)

Solanum lycopersicum (tomato)
Solanum tuberosum (potato)

Beta vulgaris (sugar beet)

Oryza sativa japonica (Japanese rice) (RefSeq)
Oryza sativa japonica (Japanese rice) (RAPDB)
Oryza brachyantha (malo sina)
Brachypodium distachyon
Sorghum bicolor (sorghum)
Zea mays (maize)

Setaria italica (foxtail mille**

Phoenix dactylifera (date t “Rafarence pathwayuo)7°)l/9“|-7s/)(:l_h\g

Elaeis guineensis (African

Musa acuminata (wild Mal. ”Qryza sativa japonica (Japanese rice)(RAPDB)” &

Amborella trichopoda S:E ” ” I
BIRL.T007ETY7

Cytokinine

AL

GID2




ARDINV) 32

[3 Pathway Search Result x J [3 KEGG PATHWAY: Plant 4 https://www.agr.nago, x

€ > C |[H www.kegg.jp/kegg-bin/show_pathway?org_name=dosa&mapno=04075&mapscale=1.0&show_description=hide
CJ RNAseq (CJ news (] Journals (] R & programing (] %ist¥ (] Web tools (CJ Rice DB (] Data base (] #8#)X8 (CJ Others (O] Hobbies @ Introduction to P---

K[cc Plant hormone signal transduction - Oryza sativa japonica (Japanese rice) (RAPDB)

[ Pathway menu | Organism menu | Pathway entry | Download KGML | User data mapping ]
Oryza sativa japonica (Japanese rice) (RAPDB) ¥ | Go 100% ¥ \ l ]

IPLANT HORMONE SIGNAL TRANSDUCTION |

DNA/-
Typoptan ot - — —>-0——{ 1 F—=——+{ TR} e —+—{ &% —© g
Auxin |
| [saur]
— 5| Ubiquitin mediated
proteolysis
+p - DNA
Zeatin biosynthesis }— ——— >O—»] CREl |———{ AHP | O—»[abRR] ———» Celldivision
Cytokinine
GID2
+u
DNA

- e N ol — — —p Steragrowth
Diterpenoid biosynthesis 40 | GID1 © ™ futuced genmination
Gibberellin
Ubiguitin mediated
proteolysis

(Gt} —-o0— - SRS F IUSERDGIDIES v

Erdoplastoic reticulura (ER)
Cysteing and
——o Y
Ethglene CTR1 EEF12 /—)
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ttps://www.agr.nago, x § Y
€« C' | [ www.kegg.jp/dbget-bin/www_bget?dosa:0s05t0407500-01
[CJ RNAseq (] news (] Journals (] R &programing (] %ist¥ (] Web tools (] Rice DB (] Data bas¢

K[cc Oryza sativa japonica (Japanese rice) (RAPDB): Os05t0407500-
01 Help

Entry 0s05t0407500-01  CDS 102163
Gene name |0s05g0407500, GIBBERELLIN_INSENSITIVE DWARF1, GIDI
Definition|(RAP-DB) Alpha/beta hydrolase fold-3 domain containing protein.
KO 114433 gibberellin receptor GIDI [EC:3.-.-.-]
Organism [dosa Oryza sativa japonica (Japanese rice) (RAPDB)
Pathway  |dosal4075  Plant hormone signal transduction
Brite KEGG Orthology (KO) [BR:dosa00001]
Environmental Information Processing
Signal transduction
04075 Plant hormone signal transduction
0s05t0407500-01 (0s05£0407500)
Enzymes [BR:dosal1000]
33. Hydrolases

3.-.-
e05i0407500-01 (005:0407500)
|BRITE hierarchy
SSDB Ortholog || Paralog GFIT
Mot if Pfam: Abhydrolase_3 Abhydrolase_5 COesterase Hydrolase_4 PAF-8H_p_I1
Motif
Other DBs [RAP-DB: 0s05t0407500-01
Oryzahase: 53
LinkDB All DBs
Structure |PDB: 3ED1 3EBL
Thumbnail

R A
cafst
¥

g‘«
Jmol |

Position |[chr05:join(19868907..19866945,19869569. .19870614)

AA seq 354 aa AA seq | DB search
MAGSDEYNRNECKTYYPLHTWYLISNFKLSYNILRRADGTFERDLGEYLDRRYPANARPL
EGYSSFDHIIDOSYGLEYRIYRAAAEGDAEEGAAAYTRPILEFLTDAPAREPFPYIIFFH
GGSFYHSSASSTIYDSLCRRFYKLSKGYYYSYNYRRAPEHRYPCAYDDGHTALKIYHSOP
FMRSGGDAQARYFLSGDSSGGN T AHHYAYRAADEGYKYCGNILLNAMF GRTERTESERRL
DGKYFYTLODRDWYWKAYLPEDADRDHPACNPF GPNGRRLGGLPF AKSLI IYSGLOLTCI
ROLAYADALREDGHHYKYYQCENATYGFYLLPNTYHYHEYMEE TSDFLNANLYY

WT sea (1085 0l | nyoeq

at zzccgezcagezaczazzt caaccecaaczagt gcaagzacget g2t gocect coacacs
teget ectcatctocaact tecaaget etegtacaacattot gogecegecegacegzacs
ttczagcggzacctcgzegagtacet ggacagzageet socgecgaacececegecect
zagzgegtgtcetogticzaccacat catczaccast caet zezect gzazet gogeatc
tacczzeczeczezcgzagzet zaceczgazgazezzecegcegceet gacgcegcceate
cttzagticctzaczzaczczocagezecezazccet tecoeat zatcataticticeac
zecgecagettogt geactcgtcgeccaget cgaccatctacgacagt ct gt gocgecee o
ttcet zaazct zazcaazzzcetoet szt stecetcaactacczececececczzazcac : I

czctacccet zcecetaczaczaceeet ezaccecect caaet gzet cat et czcazcce ~ :

ttcat gcgcagcgecegcgacececagecccecet gttcctctocggcgacaget cogec
zzcaacatczcecaccacgtczcoztcogozoczecgaczazezcet caazet ct gogec
aacatcctgctcaacgccat gttogecgecaccegagcecacgeagt cggagogeceecte
zacgecaagtacttcgt gacgct coaggacagegact ggtact ggaagecetacct ecce
zazgacgcczaccezaccatcczacet seaaccezttcaaccezaaczecczaczacte

11
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i [3 Pathway Search Result x i [ KEGG T02163: 0s05t0- X ; M EMERTZE (F1H)  x i ﬁ

€ - C G https://www.agr.nagoya-u.ac.jp/~bioinfo/Ashikari/index.html
CJ RNAseq (] news (] Journals (] R & programing (] $i5t% (] Web tools (O] Rice DB (O] Data base (] %)% (J Othe

HECERORL BHAE

U>O%

F—INR—EH :

PubMed: &37183%
Entrez : &5 —4HR—2X
Google : A THIER

Google Scholar : RIZ(CES T 3183
ﬁ\ Eﬁz—*‘_g/\‘_z

REOD—18% :

“hwN e

1. BLAST [GenomeNET]
2. FASTA [GenomeNET]

BCoIBR

1. DNA — AA : DNAESHIZ= 7= JBEEDSIICEia
2. Spidey : DNAECDNADR W F> 20

3. BLAST(NCBI) : &nFOREOS—BFR

4. BLAST(DDB]) : EEFOREOS—1BFR
5. Softberry/FGENESH : s&=FD T8I

6. GeneMark : BEFOFE|

7. GENESCAN : &nFnFEl

8. clustalW : 754Xk

9. InterProScan : FX- >#2r

10. PSORT : fRBNBEIETAI

11. GEO : S=T7RIREEN

12. Gene Ontology : FiEZRBL\ZI&F

13. SSPN : RTFSA >0 DFE

14. ORF Finder : ORFOFEI

15. TFSEARCH : & 5RAFEAEMIDT “« ":&' [

16. MOTIF : #)\OBEF—DJigx: MOTIF 9 J J7
17. pI/Mw : EER. 9TEOTE

18. RAP-DB : ARDT J hT—FR—2R

24 FRECS 12

1. 55:8{EFADgenomeDNAELS!
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[4 Pathway Search Result x Y 4] KEGG T02163: 0s05t0- x J ¢ MOTIF: Searching Prot: x Y\
L C [ www.genome.jp/tools/motif/

(CJ RNAseq (] news (O] Journals (CJ R & programing (] %ist¥ (] Web tools (] Rice DB (O] Data base (] f89)T3% (T Others (] Hobbies @ Ir

MOTIF Search

Search Motif Library Search Sequence Database Generate Profile KEGG2

Help
Compute H Clear '

Enter query sequence: (in one of the three forms)

Sequence ID (Example) mja:MJ_1041

Local file name | J7 1 L% %R | BRENTLEEA
Sequence data géESDEVNRNECKTVVPLHTWVLISNFKLSYNILRR.&DGTFERDLGEYLDRRVPJ&NA -

[
EEESSFDH [ IDASYGLEVRIYRAAAEGDAEEGAALY TRP ILEFLTDAPAAEPFPY
GGSFYHSSASSTIYDSLCRRF YKL SKGYYYSYNYRRAPEHRY PCAYDDGHT ALK

Select motif libraries : ( Help )

Databases Cut-off score TE/EQEE 5'] é/\o—x I\ L

Click h datab. help f
) v( ic eac1‘ atabase to get help for T\ ”Compute”"‘éOU“Jb
¥ Pfam 1.0

* E-value

13
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-
[ Pathway Search Result x ¥ [ KEGG T02163: 0s05t0° X J (@ Result of MotifFinder  x §_

€ C [ www.genome.jp/tools-bin/search_motif_lib
(CJ RNAseq (] news (] Journals (] R & programing (] %izt¥ (] Web tools (] Rice DB (] Data base (] #8%)T#8 (] Others (] Hobbies @ Ir

Result of MotifFinder

Number of found motifs: 5

I Pfan

Query 0 100 200 300 2
ﬁbhidrolaseﬁ
ﬁbhidrolasej
COesterase

Pfam (5 motifs)

Pfam Position(Independent E-value) Description
Abhydrolase_3|116..329(1.3e-56) ’ Detail {PF07859, alpha/beta hydrolase fold
Abhydrolase_5|115..256(5.3e-05) ’ Detail {PF12695, Alpha/beta hydrolase family

COesterase (110..208(0.00015) ’ Detail {PF00135, Carboxylesterase family
Hydrolase_4 |189..234(0.042) ’ Detail {PF12146, Serine aminopeptidase, S33
PAF-AH_p_1II (111..161(0.08) ’ Detail {PF03403, Platelet-activating factor acetylhydrolase, isoform II

14
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ttps://www.agr.nago, x § Y
€« C' | [ www.kegg.jp/dbget-bin/www_bget?dosa:0s05t0407500-01
[CJ RNAseq (] news (] Journals (] R &programing (] %ist¥ (] Web tools (] Rice DB (] Data bas¢

K[cc Oryza sativa japonica (Japanese rice) (RAPDB): Os05t0407500-
01

Entry 0s05t0407500-01  CDS 102163

Gene name |0s05g0407500, GIBBERELLIN_INSENSITIVE DWARF1, GIDI

Definition|(RAP-DB) Alpha/beta hydrolase fold-3 domain containing protein.
KO 114433 gibberellin receptor GIDI [EC:3.-.-.-]

Organism [dosa Oryza sativa japonica (Japanese rice) (RAPDB)

Pathway  |dosal4075  Plant hormone signal transduction

Brite KEGG Orthology (KO) [BR:dosa00001]

Environmental Information Processing

Signal transduction

04075 Plant hormone signal transduction
0s05t0407500-01 (0s05£0407500)

Enzymes [BR:dosal1000]
33. Hydrolases

Help

3.-.-
3.-.m-
0s05t0407500-01 (0s05¢0407500)
|BRITE hierarchy
SSDB Ortholog || Paralog GFIT

Mot if Pfam: Abhydrolase_3 Abhydrolase_5 COesterase Hydrolase_4 PAF-8H_p_I1
Motif —
Q—m

Other DBs |RAP-DB:
Oryzahas

LinkDB All DBs

Structure [PDB: 3ED
Thi

Jmol |

Position |[chr05:join(19868907..19866945,19869569. .19870614)

AA seq 354 aa AA seq | DB search
MAGSDEYNRNECKTYYPLHTWYLISNFKLSYNILRRADGTFERDLGEYLDRRYPANARPL
EGYSSFDHIIDOSYGLEYRIYRAAAEGDAEEGAAAYTRPILEFLTDAPAREPFPYIIFFH
GGSFYHSSASSTIYDSLCRRFYKLSKGYYYSYNYRRAPEHRYPCAYDDGHTALKIYHSOP
FMRSGGDAQARYFLSGDSSGGNT AHHYAYRAADEGYKYCGNILLNAMF GRTERTESERRL
DGKYFYTLODRDWYWKAYLPEDADRDHP ACNPF GPNGRRLGGLPF AKSLI TYSGLDLTCD
ROLAYADALREDGHHYKYYQCENATYGFYLLPNTYHYHEYMEE TSDFLNANLYY

WT sea (1085 0l | nyoeq

at gzccgezcagezaczazzt caacczcaaczagt gcaazacget g2t gocectcoacaca
teget ectcatctocaacttecaaget etegtacaacat et sogecegecegacegzace
ttcgagcggzacct cggegagt acct gzacaggageet gccgecgaacececegccect g
zagzgegtgtcetogticzaccacat catczaccast caet zezect gzazet gogeatc
tacczzeczeczezcgzagzet zaceczgazgazezzecegcegceet gacgcegcceate
cttzagticctzaczzaczczocagezecezazccet tecoeat zatcataticticeac
zecgecagettogt geactcgtcgeccaget cgaccatctacgacagt ct gt gocgecee
ttcet zaazct zazcaazzzcetoet szt stecetcaactacczececececczzazcac
cectaccoet gogogtacgaczaceeet gzaccgegct caagt gegtcat etogeageee
ttcat gcgcagcgecegcgacececagecccecet gttcctctocggcgacaget cogec
zzcaacatczcecaccacgtczcoztcogozoczecgaczazezcet caazet ct gogec
aacatcctgctcaacgccat gttogecgecaccegagcecacgeagt cggagogeceecte ‘] 5
zacgecaagtacttcgt gacgct coaggacagegact ggtact ggaagecetacct ecce
zazgacgcczaccezaccatcczacet seaaccezttcaaccezaaczecczaczacte
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[4 Pathway Search Result x Y [ SSDB Motif Search Res: x

€ > C | www.kegg.jp/ssdb-bin/ssdb_motif?kid=dosa:0s05t0407500-01
(] RNAseq (] news (JJournals (] R &programing (J %izt® (] Webtools (] Rice DB (] Data base (J #8#)T#5 (] Others (] Hobbies @ Introductionto P--- A httr

SSDB Motif Search Result

Organism : Oryza sativa japonica (Japanese rice) (RAPDB)

Gene:  0s05t0407500-01
Definition : 0s05g0407500, GIBBERELLIN_INSENSITIVE_DWARF1, GID1; Alpha/beta hydrolase fold-3 domain containing protein.; K14493 gibberellin receptor GID1 [EC:3.-.-.-]
[Motif id |[From|[To |[Definition |[E value |[Score]

pf:COesterase  [[110 |[208|[Carboxylesterase family  |[0.00015| - |

pf:PAF-AH_p_II |[111 |[161|[isoform II | o.08 |[ -

|pf:Abhydrolase_5|[115 |[256][Alpha/beta hydrolase family|[5.3e-05||
Ipf:AbhydroIase_B”llG I[E]Ialpha/beta hydrolase fold ||1.3e-56||
|pf:Hydrolase_4 |[189 |[234]|putative lysophospholipase || 0.042 ||

1 Search GENES with the same motifs \

dosa:oso5t0407500_ol LA B N B L B B B B NN BN B B BN B BB N L L BN B B L BN L B B BN B B B |
50 100 150 200 250 300 350 (354)
-
pf:Coesterase

I
pf :PAF-AH_p_II

———————————
pf :Abhydrolase_5

. |
pf :Abhydrolase_3

]
pf:Hydrolase_4

View sequence

[ GENES | KEGG2 | KEGG | GenomeNet ]

ORVYOZBAEGIDLE., Kk RERE! 27
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\ 3 DELLAZ/N\YHE

o
B1 UK EFLTERUEIALUSESHE ) (— O BanHE N-R3RD @) @
a IRLULESHE b U/, BEOEABERESCEMNTIS, a IV TENTNEES. 2E8TELED A4y F kL
Hlo/BKEESRSE. . bCB TENTNERE. BEETREULONNESOUY K (37) . (BR&F) ARTF P 2

J b -
GARAKY Y hD 3t |
....... 5
IRV UORBE

AFIT A VA

ORV)OEDRT DL BEEICEIIEEE
{ETITFIEEE,

B2 IRLUZEBHEOIARLUL (GA) #&HTrv hoiikR

BERIALUL(GA)EREEFEAL LS. BEEFERTERLE. U/ (—UBEFS /BN UACESTS

Ser198&Asp296(E. REEFEES. BERFEF CEnUL. AFSTIAZESIUIZES. DALY EHERTY
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(
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| Species v | Tools v | Infov | Download v | Help v | Cart | Subscribe
—— Keyword search
Phytoza gast vanced) Help with Phytozome
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B Flagships | All genomes and families | Early Release Genomes Documentation
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o Check out the FAQs

All released
species : v1.1 v1.0 thaliana TAIR10 v1.2 distachyon v2.1
« I L
Search in Click an image or type species/node name for Enter keywords or sequence P m
About Phytozome 10.3.3 News (details..) L 4 System Status (2015-11-30 05:04)

Phytozome is the Plant Comparative Genomics portal of the Department of Energy's Joint Genome Institute. Families of related genes
representing the modern descendants of ancestral genes are constructed at key phylogenetic nodes. These families allow easy access
to clade-specific orthology/paralogy relationships as well as insights into clade-specific novelties and expansions. As of release v10.3.1,
Phytozome provides access to sixty-one sequenced and annotated green plant genomes, forty-seven of which have been clustered into
gene families at 12 evolutionarily significant nodes. Each gene has been annotated with PFAM, KOG, KEGG, PANTHER and GO
assignments, where possible. Query-based data access is provided by Phytozome's PhytoMine and BioMart instances, while bulk data
sets can be accessed via the JGI's Genome Portal (registration required). JBrowse genome browsers are available for all genomes.
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(2015-10-02)
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Actions | 1. Select a Target 1 species selected u | | 2. Build your query 0
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. L -rel
Target set: | Phytozome 10.3 | Pre-release species Search type: Keyword BLAST BLAT
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CLUSTALW MAFFT PRRN

Help
General Setting Parameters:
Output Format: |CLUSTAL ¥

Pairwise Alignment: ‘® FAST/APPROXIMATE SLOW/ACCURATE

Enter your sequences (with labels) below (copy & paste): ‘® PROTEIN DNA

Support Formats: FASTA (Pearson), NBRF/PIR, EMBL/Swiss Prot, GDE, CLUSTAL, and GCG/MSF
>271143 Org_Smoel lendorffii peptide: 271143 (M=6) K14493 -
- gibberel lin receptor GID1 (PAC:15420911)
MNSCSKA ILKPSKDVYPLSTII L ISKLKVE'YMLTRGADGSFNRNLAEFHDRK ASASL
APHDGYASMDYTIDRSSGLWSR IFLPAT AYAQEEQENRDDKYP v
LIFYFHGGSY AHSSANTAL YDMVCRALCRTCRAVYISYNYRRAPEHRCPAAYRDGLA

Or give the file name containing your query
27 AIVERR | BRENTLERA

| Execute Multiple Alignment \l Reset ‘

More Detail Parameters...

Pairwise Alignment P S:

Aryra—kLzBST—4%%
GenomeNet® ClustalW Tmultiple alignment

For SESNEENESSn.
Gap Open Penalty:10.0 |, Gap Extension Penalty:0.1
Select Weight Matrix: | BLOSUM (for PROTEIN) v

For F.

(Note that only parameters for the algorithm specified by the above "Pairwise Alignment” are valid.)

Multiple Alignment Parameters:
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CLUSTALW Result

[clustalw.aln][clustalw.dnd][readme]

Select tree menu

v || Exec

Select tree menu

Rooted phylogenetic tree (UPGMA)
Rooted phylogenetic tree with branch length (UPGMA)
Unrooted phylogenetic tree (N-J)
Unrooted phylogenetic tree with branch length (N-J)

Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Sequence
Start of

hligning...

Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Sequences
Seauences

type explicitly set to Protein
format is Pearson
1: 271143 371 a
2: 97885 355 a
3: AT3G05120 345 a
4: AT3GB3010 358 a
5: ATHGZ7320 344 a
6: Bradi2g25600 355 a
7: Glyma.02G151100 342 a
8: Glyma.03G148300 346 a
9: Glyma.10G022900 343 a
10: Glyma.10G158000 344
11: Glyma.20G230600 344
12: GRMZMZG173630 351
13: LOC_0s05233730 354
14: orangel.1g019193m. ¢ 344
15: orangel.1g019235m. ¢ 344
16: PGSCODD3DMG400003849 345
17: PGSCODD3DMG400021991 345
18: PGSCODD3DMG400028559 348
19: Potri.002G213100 344
20: Potri.005G040600 344
21: Potri.013G028700 344
22: Potri.014G135900 346
Pairwise alignments
{1:2) Aligned. Score: 56.0563
{1:3) Aligned. Score: 47.8261
{1:4) Aligned. Score: 42.7374
{1:5) Aligned. Score: 50
{1:6) Aligned. Score: 43.0986
{1:7) Aligned. Score: 46.1988
{1:8) Aligned. Score: 46.2428
{1:9) Aligned. Score: 46.3557
{1:10) Aligned. Score: 48.2558
{1:11) Aligned. Score: 49.1279
{(1:12) Aligned. Score: 44.4444
{1:13) Aligned. Score: 44.6328
{(1:14) Aligned. Score: 49.1279
{1:15) Aligned. Score: 45.9302
{1:16) Aligned. Score: 46.9565
{(1:17) Aligned. Score: 46.9565
{1:18) &ligzned. Score: 47.1264

a
a
a

[+

a

a

a

a

aa
aa
aa
aa
aa
aa
aa
aa
aa
aa
aa
aa
aa

“Rooted phylogenetic tree (UPGMA)”ZZE3RL .
“Exec’& ')y
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PostSoript file] [PDE file] [Phvlip format ] [Tree file]

“PDF file” )29 %&')w7

[PGSCO 00SDMG400003848
PGSCO003DMG400021987
GClyma.02G151100

_[ Glyma. 1 0GGZ23800
orange?. 19019235m.g
Potri.002G213100
Potri. 0146185900

Glyma.03G148300
AT3G63010

[A 73G05120
AT5G27320

Poiri.006G040600
_EPOM.O 13G028700
orangef. 1g019793m.g

[ Clyma. 10G158000
L ciyma. 200230600
PESCO003DMCI00028559

Brodi2g25600
{ CRMZM2C173630
L 20¢ 050533730
|—271 743
L 97885 31
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— PCSC0003DMG400003849

— PGCSC0003DMG400021991
— Glyma.02G151100

— Glyma. 106022900

—— orange’.7g0719235m.g

Potri.002G213100
—[Potri.o 14G135900
Glyma.03G148300
AT3G630710

[AT3005120
AT5G27320

Potri.005G040600

—[Potri.0130028700

— orange’.1g019793m.g
I: Glyma.10G158000
Glyma.20G230600

PGSC0003DMG400028559

{Bradi2g256 o0
GRMZM2G173630

L 1.0C 0505933730
271143
L 97885

32



— Glyma.02G151100
— Glyma.10G022900

—— orange’.7g0719235m.g

_[Potr'i. 002G213100
Potri.014G135900

Glyma.03G148300

AT3G63010

[AT3G‘051 20

AT5G27320
Potri.005G040600
—[Potri. 013G028700

— orange’.1g019793m.g

[ Glyma.10G158000
Glyma.20G230600

_[Bradi2g256 o0
GRMZM2G173630

— LOC 0505933730
r 271143

L 97885

PGSC0003DMG400028559

Phytozome THEFBELEYS /SO AT

— PCSC0003DMG400003849 :)"('jj\’f:E

— PCSC0003DMG400021991 :)"ij\’f:E

FAX

FA4X
AL
RIS

TS

FARX
TAAXFTRXF
TAAXFTRF
a4 XF+XF
RIS

RIS
LoD
FARX
FA4X
ONHAE
SHh AR Y
cyEOOY
A2

s

R
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— Glyma.02G151100

— Glyma. 106022900

—— orange’.7g0719235m.g

_[Potr'i. 002G213100
Potri.014G135900

Glyma.03G148300

AT3G630710

[AT3GOS1 20
AT5G27320

_[Potri.0050040600
Potri.013G028700

— orange’.1g019793m.g

[ Glyma.10G158000
Glyma.20G230600

_[Bradi2g256 o0
GRMZM2G173630

— LOC 0505933730
r 271143

L 97885

PGSC0003DMG400028559

— PCSC0003DMG400021991 :)"ij\’f:E

FAX

FA4X
AL
RIS

TS

FARX
TAAXFTRXF
TAAXFTRF
a4 XF+XF
RIS

RIS
LoD
FARX
FA4X
ONHAE

SFNAEDSH Y

cyEQOS
S
2
5
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— PCSC0003DMG400003849 :)"('jj\’f:E

B F ZEHEHD

BT Y

s o



— PCSC0003DMG400021991 :)"ij\’f:E

— Glyma.02G151100 AR
— Glyma. 106022900 HARX
—— orange?.1g019235m.g AL
Potri.0026213100 =TS
—[Potn’.o 146135900 RIS
Glyma.03G148300 /)1“ A z
AT3G63010 A4 XF+XF
|:AT3005120 SOAXFXF
AT5G27320 a4 XFXF+
Potri.0056040600 R7TS
{Potn‘.0130028700 R7TS
—— orange?.1g019193m.g LD
Clyma. 106158000 HARX
_E Glyma.20G230600 AR
PGSC0003DMG400028559 o H A E
Bradi2g25600 SFAAEDH Y
_l: GRMZM2G173630 cHOEQOOS
—— LOC 0505933730 A1
271143 I
- 97885 2
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— PCSC0003DMG400003849 :)"('jj\’f:E

B F ZEHEHD

BT Y

st
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44 Previous view

Gene LoC_0s05g33730
? Help with this page

Actions vGene Info

C Revise query Organism Oryza sativa ”Gene Ancestry”gjség I) ‘y7

Locus Name LOC_0s05g33730

« Launch Jalview

Transcript Name LOC_0s05g33730.1 (primary)
& Findrelated ... v Location: Chr5:19868419..19871283 forward @
+ Addto cart Description gibberellin receptor GID1L2, putative, express
% Composite family — a pmt.‘:
MY Data (22) ‘ Functional Annotati ‘ G i ‘ q | Protein Homologs | Gene An estry
™ View cart [] Views Size Node Description Ppa Smo Bdi Osa Pvi| St Sbi Zma Aco | Mgu Sly Stu Wi | Egr | Pir | Spu
+ Addtocart | 902 Viridiplantae none 8
2 Upload user data | 230 Embryophyte none 3 3 7 7 12 6 6 6 4 3 4 3 4 4 7 8 ‘
B Send to BioMart ] 87 Angiosperm (E=7e-215; M=2) K14493 - gibber... - - 1 1 1 1 1 1 1 2 3 3 1 3 4 4
B Send to PhytoMine " = Brass (E=3e-240) similar to GID1-like gi... - - 1 1 1 1 1 1
L. Get from PhytoMine = Oryza sativa LOC_0s05g33730.1 - gibberellin... - - - 1
& Quick download
Settings

“Angiosperm” D F'IRF %) v

L4 Species display

Y Family filter

Y Homolog filter A
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44 Previous view

Family (E=7e-215; M=2) K14493 - gibberellin receptor GID1

? Help with this page

Actions vFamily Info

Identifier Angiosperm gene family 59264439, 87 members
Size | 87 members | 68 founders |

Membership BdiOsaPvi Sit SbiZma Aco Mgu Sly Stu Vvi Egr Ptr SpuLus MesRco Cpa GraTca Aly AthBstBra Cgr CruEsaCsi CclCsa Fve Gma Mdo Mtr Pvu Ppe

C' Revise query

«f Launch Jalview

& Find related ... v 11 0111 a1 2NEE i BEREE o 201 @20 o [3EE] o f2108 o 12 o 27BN o [2)E 2
+ Addto cart KOG Class CELLULAR PROCESSES AND SIGNALING [V] : Defense mechanisms

& Composite family ‘Genes in Family " Functional Annotation MSA H Family History

My Data (22) [[] M| Views Org ID Alias/Symbol Defline Domains |_Synten Exons

™ View cart

m

= Bu Bdi Bradi2g25600.1 Bradi2g25600.v1.  acylglycerol lipase activity (Blast2GO) .—D—D—D—G—”D—.—G—. E
o LR [ F au Osa LOC_0s05g33730.1 gibberellin receptor GID1L2, putative, expre... GDDDG—”DD‘.
|
Upload user data & BB st soxsim (M=1) K14493 - gibberellin receptor GID1 D—G—D—G—G—*—G—G—.—D—G
[E® Send to BioMs
E—— . . similar to GID1-like gibberellin receptor *
sed P ies display”&2')w%
(M=1) K14493 - gibberelin receptor 6101 < HK_HDH - K HEB- @
F BB Aco Aquca026.0009... (M=2) K14493 - gibberellin receptor GID1 G—DD—DG#.D.G’
B B Mo MigutNo21281  mgv1a009399m.g  (M=2) K14493 - gibberellin receptor GID1 W‘G
B B Mov MigutD002441  mgv1a009369m.g  (M=2) K14493 - gibberellin receptor GID1 .WDG“D
BB sv solycosgooes7o... (M=3) K14493 - gibberellin receptor GID1 DD’D‘—*—D—DGG—G
B s Soicoigssaso.. (M=3) K14493 - gibberellin receptor GID1 ’G—M.DD“
BB sy soy0sg072m0.. (M=3) K14493 - gibberelin receptor 601 ERHEHCHD-@H-C- @B O
BB sw PescooozomT40.. GID1-like gibberellin receptor -D—.—D—D—.—*—D—D—Q—G—G
BB sw roscoozomTa.. GID1-fike gibberellin receptor QQ-".-mDD.
BB sw PescooozomT40.. Gibberellin receptor GID1 .—G—G—.—.—”D—DD‘
BB v csvivroiozo4. (M=2) K14493 - gibberellin receptor GID1 G—.—Q—.—.—*—.—.—.—.—. E
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44 Previous view Se @ S

ibscribe I

Grass

“Viridiplantae” % 2 51) w4 Brachypod:um distachyon v2.1
Oryza sativa v7.0

hdE ﬂ g0)) Brassicaceae

T i V"é‘,’.ii’,';'::::M Arabidopsis thaliana TAIR10

Physcomitrella patens v3.0

" Seloamelln moellendorffiv1.0 Brassica rapa FPsc v1.3

Speci

My Data (22) Angiosperm
Grass
® Viewcart (Brachypodium distachyon v2.1 + D)
+ Addto cart (Oryza sativa v7.0 v

Panicum virgatum v1.1
Setaria italica v2.1
Sorghum bicolor v2.1

Zea mays 6a
Eudicot @
Aquilegia coerulea v1.1

Pentapetalae

& Upload user data

AIH T BEELTY v
S Lo Rosid

Eucalyptus grandis v1.1
Populus trichocarpa v3.0
Salix purpurea v1.0

Linum usitatissimum v1.0
Manihot esculenta v4.1
Ricinus communis v0.1
Brassicales-Malvales
Carica papaya ASGPBv0.4
Gossypium raimondii v2.1
Theobroma cacao v1.1
Brassicaceae
Arabidopsis lyrata v1.0 v

L2 Species display

Y Family filter

Y Homolog filter A
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Species v | Tools v | Infov | Download v I Helpv I Cart | Subscribe |

€ Previous view Family (E=7e-215; M=2) K14493 -

2 Help with this page N Synteny*f'iﬁlls %f/AFEﬁ’G@’/D?:—(%@W
Actons Tramny e FTOEGRFOHRVIEDLELIE) KARFENDS

C Revise quer Identifier Angiosperm gene family 59

Size 87 members | 68 founders

Membership BdiOsaPvi Sit SbiZma Aco Mgu Sly Stu Vi Egr Ptr SpuLus Mes Rco Cpa GraTca Aly AthBstBraCg

o Launch Jalview

Csi CclCsa Fve Gma Mdo MtrPvu Ppe

& Find related .. ~ 11 0111 120331 3@MEE o 211 @2 o [3f33 o 02 o [21E8 o [2[3" 2
+ Addto cart KOG Class CELLULAR PROCESSES AND SIGNALING [V] : Defense mechanisms

& Composite family Genes in Family | Functional Annotation | MSA | Family History |

M)’ Data (22) M Views Org ID Alias/Symbol Defline Domains Synteny Exons

1= Ve F BB B¢ Bradi2g25600.1  Bradi2g25600.v1.  acylgiycerol lipase activity (Blast2G0) “Mm

+ Addtocart

m

a a Osa LOC_0s05g33730.1 gibberellin receptor GID1L2, putative, expre... GW

& Upload user data

F @) A Atsess0101  ATeDIB sipha/bets-Hydrolases superfomily protein .—G—Q—.—.—*—.—.—G—.—G
B Se oMa
aa Ath AT3G05120.1 ATGID1A alpha/beta-Hydrolases superfamily protein ’MDMG
B e Ph ne
I F BB An atscz7az0n ATGIDIC alpha/beta-Hydrolases superfamily protein W
& Get from PhytoMine
N : F BB e Brarano003e1 (M=5) K14493 - gibberellin receptor GID1 G—@-.—(j—.—*—.—.—.—:)—(j

m

- BB & eeeco04n (M=5) K14493 - gibberellin receptor GID1 .G—DG“.‘D"
: BB s srearosm1 (M=5) K14493 - gibberellin receptor GID1 M“GG‘
Settings

L2 Species display A

EEEEEEE G| 0|

Y Family filter

Y Homolog filter A
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