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Gene A: ATGAAGTTTAGACCGATCAGTACT....

Gene B: ATGCAGTACGAAGTACGATAGACAAGT... Sequence alignment
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Genomics (&' 1)
- Transcriptomics  (Ez5EY))
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- Metabolomics  ({XEHEYD)
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- Phenomics (FRIRHY)
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¥ KEGG: Kyoto Encyclops x ' M £3E8 TS (218 x ) G KEGG - Google B3
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KEGG: Kyoto Encyclopedia of Genes and Genome

www.genome jp/kegg/ v TS —ZEIRT

KEGG is a database resource for understanding high-level functions a he
biological system, such as the cell, the crganism and the ecosystem,

level information, especially large-scale molecular datasets generated ..

KEGG Pathway

Mapl1100 - Search Pathway -
KEGGZ - Gene - Brte - Module

Kyoto Encyclopedia of Gene...
KEGG (353 F L-~LDIEsEn S
f. B TOZATLEVDTEE

.
/S

KEGG2

Category, Entry Point, Search &
Compute, DBGET Search ..

genome.jp IS OEEEE »

kecG Genes 0 Google C’KEGG " Z1R%R

The KEGG GENES date..co
prokaryctic genomes was _.

KEGG Database

KEGG Database. KEGG (Kyoto
Encyclopedia of Genes and ...

KEGG Mapper

Search&Color Pathway - Search
Pathway - Reconstruct Pathway
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¥ KEGG: Kyoto Encyclope x T M https://www.agr.nago, x

<« C | [ www.genome.jp/kega/

CJ RNAseq (] news (CJJournals (] R &programing (] $ist¥ (] Web tools (] Rice DB (O] Data base [ #8#1T48 (] Others (] Hobbies

¥ KEGG: Kyoto Encyclops »

KEGG | || Search | Help
» Japanese
KEGG Home KEGG: Kyoto Encyclopedia of Genes and Genomes
Release notes
Current statistics
Plea from KEGG 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
KEGG Database molecular-level information, especially large-scale molecular datasets generated
KEGG averview by genome sequencing and other high-throughput experimental technologies (See
Searching KEGG Release notes for new and updated features).

KEGG mapping

New articles
Color codes

* KEGG as a reference resource for gene and protein annotation
* BlastKOALA and GhostKOALA: KEGG tools for functional characterization of

KEGG Objects
genome and metagenome sequences

Pathway maps
Brite hierarchies

KEGE Softwals & Main entry point to the KEGG web service

KegTools KEGG2 KEGG Table of Contents Update notes
KEGG API & Data-oriented entry points
KGML KEGG PATHWAY  KEGG pathway maps [Pathway list]
KEGG FTP KEGG BRITE functional hierarchies [Brite list]
Subscription KEGG MODULE odules [Maodule list | Statistics]
KEGG ORTHOLO roups [KO system | Annotation]
GenomeNet KEGG GENOME [KEGG organisms]
KEGG GENES
DR ki keas compount KEGG PATHWAY”%O IJ v 0
Feedback KEGG REACTION  biochemical reactions |Reaction modules |
KEGG DISEASE Human diseases [Cancer | Pathogen]
Kanehisa Labs KEGG DRUG Drugs [ATC drug classification]

KEGG MEDICUS Health information resource [Drug labels search]

KEGG
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A DAMRAT—INR—2R,
SAFLINAAS—12T
T hEEBICLTED,
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/@ KEGG PATHWAY Datat x \ A https://www.agr.nagey, x 1 G SAFTALZIAADOS— x T [ www.fbs.osaka-v.ac.jp x -

&« = C [ www.genome.jp/kegg/pathway.htmi A &y =
] RWNAseq [ news (] Journals (] R &programing (] $i5t% (] Web tools (] Rice DB [ Data base (] 81T (] Others [] Hobbies =»

k1

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 | Drganismul fplant hormone G P

[ New pathway date history ]
Pathway Maps

KEGG PATHWAY is a collection of manually drawn pathway “Plant hormone” j&q:_ Ij_ I\ﬁ?‘

molecular interaction and reaction networks for:
1. Metabolism
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I RNA = 33 Is [JR& [ #st%¥ [ Web tools (C] Rice DB (] Data b, [ #%MIE (] Others (] Hobbies @@ Introduction to P https://
Pathway Text Search
MNumber of entries in a page | 20 x | Hide Ehurn.t)nailui
Items:1-7of 7
Entry Thumbnail Image Name Description Object Legend
——
A hGHTanG ...504 (TCH4) K13946 (AUX1) PLANT HORMONE SIGNAL
04075 % | T K14432 (ABF) map04075: Flant TRANSDUCTION ETR Ethylene
fiap :lgnad cti hormone signal transduction Auxin Gibberellin Abscisic acid
ransdictian map04120: Ubiquiti... Brassinosteroid Cy...
R s _
i . . T
~ “Plant hormone signal transduction” dthumbnail imagez= 2w
s =T ; L . y ...diphosphate), C00235) ...biosynthesis MEP/DOXP pathway
— = = ﬁ';f;’“thes's of map01070: Biosynthesis of plant | BIOSYNTHESIS OF PLANT
p L hormones map00905: HORMONES MEP/DOXP pathway
* & Brassinosteroid biosynthesi... Mevalonic acid path...
| "
- .5, In addition, pathogens can : ...kl Pti4 Pti5 Ptié Endosome ROS
| o | Plant- 2 g ...ecretion system map04144: 7 =
1 manipulate plant hormone < = S Endocytosis DNA PLANT-
mapl:ie2a %attg,ggteign signaling pathways to evade E:tdrlogﬁgsilit?rzﬁiigzs. Plant PATHOGEMN INTERACTION XopD
§ = host immune respo... p2thog AtMyb30 DNA FDH KCS...
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[ Pathway Search Result % F [ KEGG PATHWAY: Plant x (g KEGG PATHWAY:

¢ [ www.kegg.jp/kegg-bin/highlight_pathway?scale=1
(3 RNAseq (] news (] Journals [J R & programing (] fiEt% [ Web tools |

K[cc Plant hormone signal transduction - Reference pathway

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

Reference pathway v || Go | 100% ¥
i 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 tuberocsum (potato)

Beta vulgaris (sugar beet)

Oryza sativa japonica (Japanese rice) (RefSeq)
Oryza sativa japonica (Japanese rice) (RAPDB)
| ©ryza brachyantha (malo sina)

Brachypodium distachyon

Sorghum bicolor (serghum)

7ea mays (maize)

Setaria italica (foxtail mlllet)

Phoenix dactyhfera -

sieeis guineensis 1 “Reference pathway”O)j) LD A1 -5

Musa acuminata {"

ameorelatrichorer "Oryza sativa japonica (Japanese rice)(RAPDB) &
(zamviosy IZIR . "GO’ &)W D

o U LS

G102
.'.
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_description=hide

=gg-bin/st _name=dosa@mapno=04075&mapscale=1.08&

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% v]|
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[3 Pathway Search Result x | [ KEGG T02163: 0s05t0- x | i hitps://www.agr.nage, x
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K[cc

[ www.kega.ip/

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

3 RNAseq (] news (] Journals (] R &programing (O] 55t 7 Webtools (C] Rice DB (] Data bast

Help

Entry

0s05t0407500-01  CDS 102163

Gene name

05050407600, GIBBERELLIN_INSENSITIVE_DWARF1, GID

Definition

]

(R&P-DB) #Ipha/beta hydrolase fold-3 domain containing protein.
14483 zibberellin receetor GID1 [EC:3.-.-.-]

Or gani sn

dosa Oryza sativa japonica [Japanese rice) (R4PDB)

Pathway

dosal4075  Plant hormone signal transduction

Brite

KEGG Orthology (KO) [BR:dosal0001]
Environmental Information Processing
Sienal transduction

04075 Plant hormone signal transduction
0=0510407500-01 (0=0520407500]

Enzvmes [BR:dosa01000]

3. Hydrolases

. A

Jimizs
005t 0407500-01 (0s0520407500)
BRITE hierarchy

SSDB

Ortholog || Paralog GFIT

Hotif

Pfam: Ahhvdrolase_3 Abhydrolase 5 Clesterase Hydrolase 4 PAF-&H _p_[1
Motif

Other DBs

RA&F-DB:  0s0510407500-01
Oryzabase: 7353

LinkDB

All DBs

St ructure

PDB: 3EDT JEBL
Thumbnail

Jmal

Position

chrl5:join (18868907 . 19863045, 15960505 . . 1987061 4)

AA sea

354 aa

AAseq | DB search
HAGSDEYNRNECKTYYPLHTHYLISHFRLSYN ILRRADGTFERDLGE YLDRRY PANARPL
EGYSSFOHIIDOSYGLEYRIYRARAEGDAEEGAAAYTRP ILEFLTDAPAAEPFPYIIFFH
GGEF YHESASSTIYDELCRRF YRLSKGYYYEYNYRRAPEHRY PCAYDO G T ALKENY IS QP
FMRSGEDAGARYFLSGDESGGN T AHHYAYRAADEGYKYCGNILLNAMF GGTERTESERR
DGHYFYTLODRDNYWKAYLPEDADRDHP & CHPF GPNGRRLGGLPF AKSLITYSGLDLTCH
ROLAYADALREDGHHYKYYOQUENATYGF YLLPNTYHYHE YMEE TS DFLNANLYY

NT seq

1085 nt |y geq

at zgrcgecagezacgaget caaccgraacgast goaazaceet et gocgct coacac
tezgtzctcatctocaacttcaasct elcztacaacatict sceecezecezacezeac
ttozagozzgacciczzzgagtacct zzacazzagest zoczecgaacecgcgaccect
zagzgezgt ghogtogticeaccacat catczaccagt cest zeeect zaget zogeate
tacceegcegceecesageet saceceeageagepecesceeceet gacgoeecccate
ctizagtteoot zacgzacecgocagoeecegagecet tecozet gatcatattottocas
zecgecagcticet gractcgtoggccasct cgaccat ctacgacagtct gt zoceccge

cectaccoet scecgtacgacgacezet gzaccecect caazt geetcat stogcazece
ttoatzcecagoescgecgaccecazecooacet ghtoctetcogaczacagct cogan
zzcaacatcgoccaccacet czoogt cogognogoogaczagezcet caaget ol zogae
aacatcctectcaaceccat ettczaczacacczazcecaczzazt cazagozeceectc
zaczecaaztacticet gacgctcoagzacazzgact ext act zpaazecetacct goce

ttoetzaagct zazcaageecet cat zet et coztcaact accezcacecaccezascac J 7

zazzacgccgaccegsaccat cogacet acaaccoat tcgecooaacescozzcaactc

= Ry = JE—
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[ Pathway Search Result * ¥ [ KEGG 102163 0s05t0 x J M £9ERTS (F18) x
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PubMed: #3183

Entrez : #8&7 — 92— 2

Google : R THER

Google Scholar : BIFCET 2183
L2 e

ke L B

REOZ -85 :

1. BLAST [GenomeNET]
2. EASTA [GenomeNET]

EEFIERR

1. DNA — AA : DNABESIZ 7=/ BSRDR (C X
2. Spidey : DNAECDNADT W F 24

3. BLAST(NCBI) : BnrdhEOS—1E5

4. BLAST(DDB]) : @faForhEOS—1E%H

5. Softberry/FGENESH : ;&7 M|

6. GeneMark : 1 EEFOFE

7. GENESCAN : &GEFOFE

8. dustalW : PS4 AV

9. InterProScan : FX-f &2

10. PSORT : #BiEFISTEIETE

11. GEO : SETRIRER

12. Gene Ontology : AE= AR
13. SSPN : RTSA I DFHE

14. ORF Finder : ORFOyFEI

15. TFSEARCH : &i5FATHE&EMIO TR
16. MOTIF : 9> J)VOBEF—JER

“MOTIF" 2z Uw

18. RAP-DB : ARDT J AT —HF~R—2

BRATFRECY

1. &2 ELEFADgenomeDNAELS]
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[ Pathway Search Result x Y [ KEGG T02163: 0s05t0 * T /% MOTIF: Searching Prot: x § %

< | www.genome.jp,.«“tDGI-S.e"-mc-tif_.:-’

[ RNAseq (] news (]Joumnals (] R &programing [ $iEt=E (] Webtools (] Rice DB (] Database (] #8#1 T4 (] Others (] Hobbies @ Ir

MOTIF Search

Search Motif Library Search Sequence Database Generate Profile KEGG2

Help

Compute “ Cl.éar-i

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

Sequence ID | (Example) mja:MJ_1041

Local file name |jJ {JL»’E-J@;E?R [BIRENTLWEEA

Sequence data | MAGSDEVNRNECKTYYPLHTHYLI SNFKLSYNILRR!—‘«DGTFERDLGEYLDRRVP!—‘«N& =
| EEESSFDH [TDOSVGLEYRIYEAAMEGDAEEGAALY TRP ILEFLTDAR AAEPFFY |

!LQL}SFVHS&&SST IYOSLCRRF YKL SKGYYY SYNYRRAPEHRY FCAYDDGHT ALKY

Select motif libraries : { Help )

Databases Cut-off score

(Click each database to ¢ J - / @Qﬁagu %/\ X I\ L/t \
¥ Pfam 1.0 | * E-value Compute”%g IJ \J 0
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[ Pathway Search Result = T [ KEGE T02163: 0s05t0° % T ¢ Result of MotifFinder  x § Y

<« | [ www.genome.jp_.f’toul':w—bin.f:'se—:'are:h_nmt-if_ullié
(3 RMAseq (] news (] Joumnals (] R & programing (] $Hist¥ [J Webtools (] Rice DB (] Data base [ ##1Ti8 (] Others (] Hobbies @@ Ir

Result of MotifFinder

Number of found motifs: 5

I P an

ey 3 100 200 300 4
FM‘ldﬁJLaSES—
Abhudrolaze_5
Clesterase

Pfam (5 motifs)

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

COesterase |110..208(0.00015) | Detail -|PFIJ{}135, Carboxylesterase family
Hydrolase_4 |189..234(0.042) | Detail |PF12146, Serine aminopeptidase, S33
PAF-AH_p_ II |[111..161(0.08) i Detail iPFD34D3, Platelet-activating factor acetylhydrolase, isoform II
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(1 RNAseq (T news (7] Journals (7 R & programing [

[ www.kegg.jp/db 05t04C

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

S5E¥F—IJIY—FRERADEEY 2D

$Et2 ] webtools (] Rice DB (] Data bass

Help

Entry

0s05t0407500-01  CDS 102163

Gene name

(05050407500, GIBBERELLIN_INSENSITIYE_DWARFT, GIDI

Definition

]

(R&P-DB) #Ipha/beta hydrolase fold-3 domain containing protein.
14483 zibberellin receetor GID1 [EC:3.-.-.-]

Or gani sn

dosa Oryza sativa japonica [Japanese rice) (R4PDB)

Pathway

dosal4075  Plant hormone signal transduction

Brite

KEGG Orthology (KO) [BR:dosal0001]
Environmental Information Processing
Sienal transduction

04075 Plant hormone signal transduction
0=0510407500-01 (0=0520407500]

Enzvmes [BR:dosa01000]

3. Hydrolases

3. o

3
005t 0407500-01 (0s0520407500)
BRITE hierarchy

SSDB

Ortholog || Paralog GFIT

Hotif

Pfam: Ahhvdrolase_3 Abhydrolase 5 Clesterase Hydrolase 4 PAF-&H _p_[1
Motif

Other DBs

LinkDB

by dhes Vel
\

All DBs

St ructure

POB: 3EDT
Thurl

Jmal

£ “Motif IR > & 27w 2

Position

chrl5:join (18868907 . 19863045, 15960505 . . 1987061 4)

AA sea

254 aa AA seq | DB search
MAGSOEYNRNECKTYYPLHTWYLISHFELSYNILRRADGT FEROLGE ¥ LORRYPANARPL
EG‘#’SSFDHIIDQS‘#’GLEVRIYRMAEGDAEEGAMVTRPILEFLTDAPMEPFP‘#’IIFFH
GGSFYHESASSTIYDEL YRRAPEHR YODGUTALINYHSOP
FMRSGGDAQARVFLSGDSSGGNIAHH\"AVRMDEGVK\"UGNILLNAMFGGTERTESERRL
DK FY TLODRDWYWKAYLPEDADRDHP ACHRF GPNGRRLGGLPF ARSLTTYSGLOLTCD
ROLAYADALREDGHHYKYYOCENATYGE Y LLPNTYHYHEWMEE TSDF LHANLYY

NT seq

1065 nt [ soq

at zzccgecazogacgazet caacczoaaczast zoaagaczet get zecect coacaca
tezgtzctcatctocaacttcaasct etcetacaacattot zcegcezecezacezeace
ttogazczggacctcezgeagtacct gzacageagest sccggogaacecaczgooact e
zagzgezgt ghogtogticeaccacat catczaccagt cest zeeect zaget zogeate
tacceegcegceecesageet saceceeageagepecesceeceet gacgoeecccate
ctizagtteoot zacgzacecgocagoeecegagecet tecozet gatcatattottocas
zecgecagcticet gractcgtoggccasct cgaccat ctacgacagtct gt zoceccge
ttoetzaagct zazcaageecet cat zet et coztcaact accezcacecaccezascac
cectaccoet scecgtacgacgacezet gzaccecect caazt geetcat stogcazece
ttoatzcecagoescgecgaccecazecooacet ghtoctetcogaczacagct cogan
zzcaacatcgoccaccacet czoogt cogognogoogaczagezcet caaget ol zogae
aacatcctectcaaceccat ettczaczacacczazcecaczzazt cazagozeceectc
zaczecaaztacticet gacgctcoagzacazzgact ext act zpaazecetacct goce
sazeacacceaccezesaccat coeecet ecaaccoet tcasccozaacescoaceectc
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[ pathway Search Result % ¥ [A 5SDB Motif Search Rez x Y Y
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SSDB Motif Search Result

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

Gene : 0s05t0407500-01
Definition : 0s05g0407500, GIBBERELLIN_INSEMNSITIVE_DWARF1, GID1; Alpha/beta hydrolase fold-3 domain containing protein.; K14493 gibberellin receptor GID1 [EC:3.-.-.-]
|Motifid ||From||[}eﬁniti0n ||E value ||Sc0re|
I |pf:COesterase ||110 ||Carb0xylesterase family ||D.DDO]5|| -
[pf:PAF-AH_p_IT |[111 |[161]fisoform 11 | o.o8 | -

|pf:Abhydrolase_5](115 ||A|pha,-'beta hydrolase family|| 5.3e-05 ]|
[pf:2bhydrolase_3|[116 ||a|phafbeta hydrolase fold  |[1.3e-56]|
|pf:HvdroIase_4 ||189 ||Putative lysophospholipase || 0.042 ||

i- éearcﬁ GEN_ES I.'.I|th the same moEif;s |

dosa:usoﬁtoqo?ﬁoo_oi T RENT | L | L | L | B L Ra-0T | L L | L L |
B0 100 150 200 ZR0 300 350 (3542
1
pf:Clesterase

———
of tPEF-AH_p_I1

———
pf iAkhydrolase 5

e —————————]
pf iAbhydrolaze_3

| —
pf tHudrolase_d

View sequence

[ GENES | KEGG2 | KEGG | GenomeNet ]
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Google

phytozome 5 Q

Phytozome v12.1: Home
https:/iphytozome.jgi.doe.gov/
Phytozome, the Plant Comparati
Institute, provides JGI users and {
and analyzing JGl-sequenced pla

Phytozome - DOE Jofit ..

As of release v11, Phytozome ... data
access Is provided by

ortal of the Department of Energy's Joint Genome
t science community a hub for accessing, visualizing

PhytoMine

The genome data in PhytoMine are

Google"@”Phytozome”’i’fﬁi

Help. None selected

JBrowse
Available Datasets. /
hypochondriacus v1.0

Info Quick Start

Phytozome. Release Date: 2017-02-
02. Name. Name ..

provides a quick search interface for
... it's usually quickest fo ...

doe gov B SO BER »

Phytozome: a comparative platform for green plant genomics
https:fwww.ncbi.nlm.nih.gov/pmc/articlesiPMC3245001/ - 2D —Y&RT

n % - 2012 - #3| AH: 1300 - BELE

- Phytozome ((http:/www.phytozome.net), first released in 2008, provides a centralized
hL.b that enables users with varying degrees of computational sophistication to access annotated plant
gene families, to navigate the ...

Phytozome: a comparative platform for green plant genomics. - NCBI
https:/fwww.ncbi.nlm.nih.gov/ipubmed/22110026 - ZOR—LE&IRT

DM Ge - #5| Y 1402 - BEE

Nucleic Acids RES 2012 Jam;40(Database issue):D1178-86. doi: 10.1093/nar/gkr844. Epub 2011 Nov
22, Phytozome: a comparative platform for green plant genomics. Goodstein DM(1), Shu S, Howson R,
Neupane R, Hayes RD, Fazo J, ..

Phytozome (@phytozome) | Twitter
https:/ftwitter.com/phytozome v ZD<—&ERT
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®. Phytozome v12.1

“Tools" T ILE ™ A= 1 —H5"BLAST %%

OIS YlLuUE .Uy

nals B Univ ¥ Dropbox B Play BE PickUpinfo

R —T
¥ i

JGIHOME LOGIN
Species | Tools = | Info ~ | Download ~ | Help~ Cart Subscribe
Keyword search N
BLAST (advanced) Help with Phytozome
BLAT - :
Flagships | All genomes and families | Early Release Genomes Documentation
JBrowse ’ .
* View a tree representation of the species in
PhytoMine Phytozome vi2.1
BioMart * View a Quick Start Guide to using Phytozome
* Check out the FAQs
L \ A J _ux o {
All released Amaranthus Amborella Ananas comosus Angiosperm Aquilegia coerulea Arabidopsis halleri Arabidop
species hypochondriacus  trichopoda v1.0 v3 v3.1 vi.1 v2
vi.o
1 L3
Search in | Click an image or type species/node name for | Enter keywords or sequence 3 m
About Phytozome 1214 News (details..) L J System Status (2017-11-20 02:05)

Phytozome, the Plant Comparative Genomics portal of the Department of Energy's Joint Genome Institute, provides JGI users and the broader plant science community a hub for accessing, visualizing
and analyzing JGl-sequenced plant genomes, as well as selected genomes and datasets that have been sequenced elsewhere. As of release v12.1, Phytozome hosts 77 assembled and annotation
genomes, from 74 viridiplantae species. Forty-three of these genomes have been sequenced, assembled and annotated with JGI Plant Science program resources By integrating this large collecdtion of
plant genomes into a single resource and performing comprehensive and uniform annotation and analyses, Phytozome facilitates accurate and insightful comparative genomics studies.

All gene sets in Phytozome have been annotated with KOG, KEGG, ENZYME, Pathway and the InterPro family of protein analysis tools. Inparanoid pairwise orthology and paralogy groups have been
calculated across all Phytozome protecmes. Families of related genes representing the modern descendants of putative ancestral genes are constructed at key phylogenetic nodes. These families
provide additional insight inte clade-specific orthology/paralogy relationships as well as clade-specific novelties and expansions. Search and visualization tools let users quickly find and analyze genes or
genomic regions of interest. Query-based data access is provided by Phytozome's InterMine and BioMart instances, while bulk data sets can be accessed via the JGI's Genome Portal. JBrowse genome
browsers are available for all genomes.

(2017-10-11) Olive genome released
(2017-09-28) 2 P, hallii genomes + sunflower
(2017-09-07) Chickpea and Bsylaticum added

« Search

% BLAST

+ Database
® BLAT

+ PhytoMine

Contact Disclaimer
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THE PLANT GENOMICS RESOURCE
Species = | Tools = | Info ~ ‘ Download « ‘ Help = | Cart ‘ Subscribe ‘ @

44  Previous view

Search for genes, families and sequences
?  Help with this page

Actions ‘ 1. Select a Target 1 species selected n‘ ‘ 2. Build your query E

Target set: | Phytozome 12.1 | Pre-release species

Search type:  Keyword | BLAST | BLAT

o Launch Jalview Target type: | Ancestor nodes | Species.
s Find = Oryza sativa v7_JG| MAGSDEVNRNECKTVVPLHTWYLISNFKLSYNILRRADGTFERDLGEYLDR ~ *
+ Ad Viridiplant 7 RVPANARPL »
T < EGVSSFDHIIDQSVGLEVRIYRAAAEGDAEEGAAAVTRPILEFLTDAPAAEPF
‘ " Embryophyte '
Marchantia polymorpha v3.1 =
My Data (0) Physcomitrella patens v3.3 Algorithm parameters
ot Sphagnum fallax v0.5 @
7 Tracheophyte Query name: | (optional)
+ Addiocart Selaginella moellendorffii v1.0
. 7 _— O
& Upload user data = Angiosperm & vt . == Eﬂ IJ /\_ Z |\
Vi Its in by
o — s s iew results in browser G I D1 J —_— J ﬁ@ag %
T s —— Amborella trichopoda v1.0 Notify by email (long or multifasta ;u..,
[ Sendto Phyto? b qua acummata_ vl Target type: | Target type: Proteome v
& Getfrom PhytoMine I [ Spirodeia polythiza y2 Program: | BLASTP - protein query to protei / v
: —— Zostera marina v2.2 ! P e '
| & Quickdo Grass Expect (E) threshold: | -1
‘ W Delete data Brachypodium o‘JsIaf,jhyon v3.1 Comparison matrix: | BLOSUMS2 ¥ |
W Brachypodium stacei v1.1 —
Settings (Oryza sativa v7_JGI ) Word (W) length: | default Default = 11 for BLASTN, 3
& Species display O;;F:::;::::maeum L 2 of ali toshow: | 100
Y Famy e curhal ~ “Target type”TILF I A =1 —hH
Panicum hallii v2.0 Allow gaps: & a rge ype i 1
T Homolog filter Panicum virgatum v1.1 @ Fitter query: @ — 4 ” .
B S, Setaria italica v2.2 b PrOteOme ELEE ?R
Setaria viridis v1.1
Soraghum bicolor v3.1.1

Oryza stiva v7_JGIZ 2D Jw 5

T— Annilania rosrulaa w2 1 2]
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' ’G’ Phytozomeh 12 JGIHOME  LOGIN
(.U THE PLANT GENOMICS RESOURCE
Species = | Tools v | Info | Download | Help» | Cart | Subscribe
4 Previous view BLAST Resu1t5
? Help with this page
" -
Actions BLAST Inputs
: ue our.seq (354 letters
C  Revise query Query y q (_ )
Target Oryza sativa v7_JGI proteome (52424 sequences, 19543839 total letters)
W Al Program BLASTP 2.3.0+
i Findrelated .. » :
Hits Found 64 Download results | select BLAST format M
+ Addto cart
[ Views  Defline Score E Query View
& Composite family o 2 <o |
B b a a LOG_0s05933730.1 gibberellin receptor GIDAL2, putative, exp... 7068 0.0 1354 E
My Data (0) B b P 0s07g44890.1 gibberellin receptor GIDILE, putative, exp... 2164  B.BE-67 » 5351
™ View cart |:| 3 0s11g13670.1 gibberellin receptor GID1L2, putative, exp... 1964 2E-58 ¥ 36-348
AR o oA B b 7g44860.1 gibberellin receptor GIDILZ, putative, exp... 186.8  B.2E-55 ) 36-340 1
B » 20200.1 gibberellin receptor GID1L2, putative, exp... 1853  3.5E-54 » 1333 3
& Upload user data
B » aF ) 0744000 4 ikl o nankae CINAL R bodin aur 404 0 4 0C £2 R
oy AAY
B BRI ES v
[® Send to PhytoMine B b a' ) 1-340 | J
& Get from FhytoMine . B b aB LOC_Os11313570.1 gibbereliin receptor GID1L2, putative, exp... 1756  1.8E-50 » 32348
Y B b aa LOC_Os11g13630.1 gibberellin receptor GIDIL2, putative, exp... 172.6 2.7E-49 y asam
s LUICK dOwWnlOoad
B b a a LOC_Os01g06220.1 gibberellin receptor GID1L2, putative, exp... 1645  1.4E-46 5 37-351
W Delet
: B b a LOC_0s07g44910.1 gibberellin receptor GID1L2, putative, exp... 1618  2.9E-45 » 30-351
Settings [ a a LOC_Os07g44910.2 gibbereflin receptor GIDIL2, putative, exp... 161.8  2.9E-45 ) 30-351
T LOC_0s03g57640.1 gibbereflin receptor GIDILE, putative, exp... 161.0  4.7E-45 ) e7-328
&2 Species display o b ﬂa 0s03g g H i
B b a a LOC_0s01g0B060.1 gibberellin receptor GID1LZ, putative, exp... 160.2  1.1E-44 y 60-348
Y Family filter : ; ]
B b a E LOC_Os07g06880. 1 gibberellin receptor GID1L2, putative, exp... 1537  1.2E-42 y 37351
T Homalog filter B » a a LOC_0s01g06210.1 gibberellin receptor GIDLZ, putative, exp... 147.1  2.4E-40 > 112aze
B » E a LOC_0s03g15270.1 gibberellin receptor GID1L2, putative, exp... 147.9  4.2E-40 5 114.351
B b a a LOC_0s07g06840.1 gibberellin receptor GIDAL2, putative, exp... 1417 3.7E-38 ) 67-48
B b aa LOC_Os07g08860.1 gibberellin receptor GIDAL2, putative, exp... 1417  4.86-38 b 113.340
B b a a LOC_Os07g06830.1 gibberellin receptor GIDIL2, putative, exp... 141.0  6.5E-38 y 114348
1 b BB Loc 0s07534280.1 CXE carboxylesterase, putative, expressed 1410 4.4E-37 \ 112349 E

Contact Disclaimer
Accessibility / Section 508 Statemnent

©1997-2017 The Regents of the University of California

U.5, DEPARTMENT OF Office of

E"ERGY Science



Phytozome CHFELLB T J =0 ANt

1JGI}

Phytozomelds 12 JGIHOME ~ LOGIN

THE PLANT GENOMICS RESOURCE

Species - | Tools - | Info = | Download = | Help~ | Cart | Subscribe

44 Previous view

?  Help with this page

Actions

Revise query

Launch Jalview

Find related .. =

Add to cart

|+ B4

Composite family

My Data (0)

™ View cart

+ Add to cart

& Upload user data

B Sendto PhytoMine

L Get from PhytoMine

& Quick download

Delete data

Settings

< Species display

T Family filter

T Homolog filter

Gene Loc_0s05g33730

+Gene Info

Organism Oryza sativa
Transcript Name LOC_0s05933730.1 (primary)
Location: Chr5:19868419..19871283 forward
Description gibberellin receptor GID1L2, putative, expressed

Links ([ £

| Functional Annotation I

Genomic (I Sequences I Protein Homologs I Gene Ancesiry I

Protein domain view

354

Functional annotations for this locus

[ i Type Description

[E] PTHR23024 PANTHER MEMBER OF 'GDXG’ FAMILY OF LIPOLYTIC ENZYMES
[F] PTHR23024:5F98 PANTHER GIBBERELLIN RECEFTOR GID1B
~» “Homolog filter"z 2w 27
e Lo waluuAyISae aos
515 KOG Arylacetamide deacetylase
14493 KEGGORTH gibberellin receptor GID1
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cribe |
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Glycine max Wm82.a2.v1

“Previous view” =
= Uw T

My Data (0)

[ ™ View cart ‘

+ Addiocar

‘ X Upload user data ‘

e | @

¥ =

Settings

& Species display

Y Family filter

T Homolog filter A

\Elspage ‘
SenIMes display = Famj

©)

“Viridiplantae”z 2w 2

Viridiplantae
Embryophyte
Marchantia polymorpha v3.1
( Physcomitrella patens v3.3 + P
Sphagnum fallax v0.5
Tracheophyte
( Selaginella moellendorffii vi.0 v )
Angiosperm

—— Ananas comosus v3
—— Amborella trichopoda v1.0
—— Musa acuminata v1
—— Spirodela polyrhiza v2
—— Zostera marina v2.2

Grass

{ Brachypodium distachyon v3.1 + )

Brachypodium stacei v1.1
(Oryza sativa v7_JG| +
Oropetium thomaeum v1.0
Panicoideae

—— Panicum hallii v2.0
I Panicum virgatum v1.1 @
|— Setaria italica v2.2
—— Setaria viridis v1.7

—— Sorghum bicolor v3.1.1
749 mawe Fneamhl 19 .»

- Eu AlCHITT= ?E%’a':é_CU w2

E Pentapetalae

—— Amaranthus hypochondriacus v1.0

Asterid
Daucus carota v2.0
Mimulus guttatus v2.0
Soj'anum chopers:cum fTAGZ -

¥ A P— nae s !

Embryophyte

Physcomitrella patens v3.3
Tracheophyte

Selaginella moellendorffii v1.0
Grass

Brachypodium distachyon v3.1
Oryza sativa v7_JGI
Panicoideae

Zea mays Ensembl-18
Asterid

Solanum tuberosum v4.03
Malpighiales

Populus trichocarpa v3.0
Citrus

Citrus sinensis v1.1
Brassicaceae

Arabidopsis thaliana TAIR10
Fabidae

Glycine max Wm82.a2.v1
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Species v | Tools | Info - | Download + | Help~ | Cart | Subscribe

4 Previous view

Gene Loc_0s05g33730

?  Help with this page

Aitions ~Gene Info
T Organism Oryza sativa
: Transcript Name LOC_0s05g33730.1 (primary)

o Uistiglnn Location: Chr5:19868419..19871283 forward

sa Findrelated .. » Description gibberellin receptor GID1L2, putative, expressed

+ Addtocart Links B m

= site family : Func.ﬁona.l J.Anno.ta{io.n Genom.'l.c éeqa.lenoas F;rolefl.'l.é-l;)mt;logs Gene:Aﬁoesi;y
My Data (0) tein domain view
= View cart 1

354
+ Addtocart /\
s

Upload user data

N/
" “Protein Homologs™% J %1 w 27
[& Sendto Phytoline T2 Tvpe Descinlio g
& Get from PhytoMine i [F] PTHR23024 PANTHER MEMBER OF 'GDXG’' FAMILY OF LIPOLYTIC ENZYMES
X T [[] PTHR23024:SF98 PANTHER GIBBERELLIN RECEPTOR GID1B
I} [ PFO0135 PFAM Carboxylesterase family
Settings [ 3133 EC Carboxylesterase
= Species display [[] KoG1515 KOG Arylacetamide deacetylase
Y Family filter [ k14493 KEGGORTH gibberellin receptor GID1
Y Homologfilter A
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Gene Loc_0s05g33730

+Gene Info

Organism Oryza sativa
Transcript Name LOC_0s05g33730.1 (primary)
13 forward
L2, putative, expressed

™ \View cart

+ Addiocart

X Up ata

@

iMine

JoMine

“Add to cart”
= Uw o

L Species display

T Family filter

T Homolog filter A
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Links E m
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Show: | Allprutems -' Primary proteins
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B » E u Zma GRMZM2G173630_TO1-(1 of 1) K14493 - gibbe.. GRA 1-1 1774 86.4% |
B E B Bdi Bradi2g25600.1 - acylglycerol lipase activity (Bla.. GRA 1-1 1763 88.1% |
E » [ E) zme  cRMZM26016605 T02 1580 78.5% N
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] Ath AT3G05120.1 - alpha/beta-Hydrolases superfam.. ANG 1-M 1384  751% I
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B » E | B Ray FOUMLUUZGUSUDUU. L - |1 OF £) FIHRZIULEDRLL. ANG 1-M 1302 /34% I
[ B B Ptr Potri.002G213100.1 - similar to expressed protei.. ANG 1M 1355 746% I
 » EAER csi  orange1.1g019201m 1340 737% O ——

[l |



Phytozome CHFELLERS' ) = O ANEHT

1JGI §

THE PLANT GENOMICS RESQOURCE

Species | Toolsv | mfow | Download= | Helpw | cat | Subscribe |

#  Previous view Cal't

?  Help with this page =
pree— —& FDcheck box(Ccheckx AND

C Revise query

o Launch Jalview ID Transcript Name Defline

& Find related ... »

SIS . S. moellendorffii (1 of 3) K14493 - gibberellin receptor GID1 (GID1)
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Multiple Sequence Alignment by CLUSTALW

ETE3 MAFFT CLUSTALW PRRN

Help

General Setting Parameters:
Output Format: | CLUSTAL ¥ |
Pairwise Alignment: '* FAST/APPROXIMATE ' SLOW/ACCURATE

Enter your sequences (with labels) below (copy & paste): ®* PROTEIN DMNA

support Formats: FASTA (Pearson), NBRF/PIR, EMBL/Swiss Prot, GDE, CLUSTAL, and GCG/MSF

LSTTEVVPVIIFFHGGSFTHSSADSATYDTFCRRLVSVCKAVVVSYNYRRSPEYRYPCAY =

IDGATALKRNVESRTRLOSGKDSKVHVYLAGDS SGGNTAHH
VAVRAAEEE TEVLGNTL LHPUFGGOURTE SEKMLDGKYFVT INDRDWYNRAYLPEGEDRD

HPACNIFGPRGKNLEGLEFPRSLVVVAGFDLVRDWQLAYY
{EGLORAGYEVELLYLKEATIGEYFL PNNEHFCCLMEE TKKE VNN |

Or give the file name containing your q

| FPAILEER | BRINTVWELA
_ ___ o> 0— RUERNT—5%
| Execute Multiple Alignment || Reset | . .
GenomeNetdClustalW Cmultiple alignment
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CLUSTALW Result

[clustalw.aln][clustalw.dnd][readme] I
|Rﬂuted phylogenetic tree (UPGMA) v || Exec |
Smectheernenu [

Rooted ph}rlngenetrc tree with branch length (UPGMA)
Unrooted phylogenetic tree (N-1)
| Unrooted phylogenetic tree with branch length (N-J)

Jequence type explicitly set to Protein

st bdo e .. ‘Rooted phylogenetic tree (UPGMA)"Z31ZEiR U .

1

Sequence 2: 97885 355 aa 7 ”
Sequence 3: AT3GB51208 345 aa ExeC %g IJ \J g
Sequence 4: ATIGEINQ 358 aa

Sequence 5: ATSG27328 344 aa

Sequence B: Bradi2g25600 355 aa

Sequence 7: Glyma, 026151100 342 aa

sJequence B: Glyma. 836148300 G aa

Sequence 9: Glyma. 106622300 343 aa

Jequence 10: Glyma. 10G1580008 34 aa

Sequence 11: Glyma. 206230600 34 aa

Sequence 12: GRWZM2GD1G6605 350 aa

Sequence 13: GRMZMZG173I630 351 aa

Sequence 14: LOC 0sBhg33730 354 aa

sequence 15: orangel. 19019193, g 34 aa
Sequence 16: orangel. 1g9819235m, g 34 aa
sequence 17: PGSCOBOIDMGADR003IE4T 345 aa
Sequence 18: PGSCADBIDMGARDB21991 345 aa
Sequence 19: PGICODQIDMGABROZB553 348 aa

Sequence 20: Potri. 0026213100 344 aa
Sequence 21: Potri. B05GR4B600 34 aa
Sequence 22: Potri. 0136028700 34 aa
sequence 23: Potri. 0146135500 M6 aa

Start of Pairwise alignments
Aligning. ..
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“PDF file” > D% 0w
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Fotri. 0026213100

Potri 0740135500
PEECQO0DMGELI00003848
PEECDOGEDME400021 887

Giyma. 036148300
ATIC630 0
ATIGOIFEDR
APSR27520
FPoilri. 0056040600
Potrl. QT 3G028700

orangei igli8f83m. g
Glyma. 1067158000
Clymo. 200230800

FPEECOMOIDMGL00028558
BradiZg25600

LOC Oel5g337VE0
CRMZMZCO0I6605
CRMEIMZGY 73630

i

r 2148
L g788s
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_|: Potri. 005CG040600

Potri. 0136028700

orangel. Tg0797193m.g
Clyma.10C158000
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— 27717143

— 97885
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Clyma.02C151100 HA4X
_[ Clyma. 106022900 FA4X
orangef.1g019235m.g ALY
Potri. 0026213100 RIS
B —[ Potri.014G135900 RTS
| PGSC0003DMC400003849 XA
EPGS’COOOSDM&IOGO&‘TQQ? v HAE
Clyma.03G148300 FA4X
AT3G63010 OA4XFRXS
AT3G05120 OA4XFRF
[ATSGE'?‘BEO OA4XFRXF
Potri. 0056040600 RIS
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Clyma. 106158000 HAX
_[ Glyma.206230600 HARX
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L 97885 AXNBEIN(EA)

l

WFEEY

BHFIEREY



Phytozome CHFELLB T J =0 ANt

Embryophyte

Physcomitrella patens v3.3 EXAYYHRI4H
Tracheophyte

Selaginella moellendorffii v1.0 4 XhRE/N(H)
Grass

Brachypodium distachyon v3.13FchESH 4

Oryza sativa v7_JGI 1%
Panicoideae

Zea mays Ensembl-18 cOEOOS
Asterid

Solanum tuberosum v4.03 OxYhHAE
Malpighiales

Populus trichocarpa v3.0 RIS
Citrus

Citrus sinensis v1.1 AL

Brassicaceae

Arabidopsis thaliana TAIR10 < OAXFXF
Fabidae

Glycine max Wm82.a2.v1 FALR
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bt Gene Loc_0s05g33730
2 Help with this page N
pr— ~Gene Info “Gene Ancestry’5 J %=1 J)w 2
O Revie ducey Organism Oryza sativa
= Transcript Name LOC_0s05g33730.1 (primary) @
o Lamch Jafvlew Location: Chr5:19868419..19871283 forward
aia  Find related ... = Description gibberellin receptor GID1L2, putative, expresse
+ Add fo cart Links B m
& Composite family | Functional Annotation | Genomic | Sequences | Protein Homologs | Gene Ancestry |
My Data (23) | [l Views Size  Node Description Mpo Ppa Sfa Smo Ac.. Ar Mac Spo Z. Bdi Bsta Osa Oth Pha Pvi St |
Wt B 1650  Viridiplantae Auto: (E=2e-163) PTHR23024/P.. T8I & 1 S EEE s BEEEEEN 0
& Add tocart il 1651  Embryophyte Auto: (E=2e-163) PTHRz3024/P.. (T8I 7 1 [FEEEN S EEE s IEEEEN 0
& Upload user data E 135 Angiosperm Auto: (E=6e-216) PTHR23024:SF... 1 + Bl 1 1 ot o1 1 1 Il |
[ Send to BioMart [ Grass Auto: (E=4e-246) K14493 - gibber... - - 1 1 1 1 1 2 1
[® Send to PhytoMine i E Oryza sativa LOC_0s05g23730.1 - gibberellinr... - 1 I
& Get from PhytoMine
& Quick download
W Delete data . i
T “Angiosperm”D"F /NS >\
G Species display
Y Family filter
T Homolog filter A
) S —E— it
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Actions

C  Revise query

 Launch Jalview
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Add to cart
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& Composite family
y

My Data (23)

View cart

-
+ Addtocart
&

Upload user data

&2 Species display

T Family filtter

T Homolog filter A

Farnlly Auto: (E=6e-216) PTHR23024:SF98 - GIBBERELLIN RECEPTOR GID1B

»Family Info

Identifier
Size

Membership

KOG Class
KEGG Orthology

[ Genes in Family i Functional Annotation

.DM

Views

Angiosperm gene family 93522942, 135 members

135 members | 93 founde:l's

A

n y A

o 1

A

Acom Atr Mac Spo Zmar Bdi Bsta Osa Oth Pha Pvi Sit Svi Sbi Zma ZmaPH207 Aco Ahy Dca Mgu Sly Stu Kfe Kla Egr Vvi Lus Mes Ptr Rco Spu Csi Ct
) gl ha ks s il 1 s O ]l e T T ] ]

CELLULAR PROCESSES AND SIGNALING [V] : Defense mechanisms

04075 gibberellin receptor GID1 (GID1)
K14493 gibberellin receptor GID1

Org

 r PPN Bdi Bradiza25600.1

m - - |

5 i Y |

It

Contact

Disclaimer

Dca

Mgu

“Species display"Z=2 w2

MSA Family Histary
I8} Alias/Symbol Defline Domains Synteny Exons
BradiZa25600.vZ.  acylglycerol lipase activity (Blast2GO) L CHES 2 E
| of 1) K14493 - gibberellin receptor GID1 (.. =
ibberellin receptor GID1L2, putative, expre.. <__H_ > e H S HES ]
Pahal.C03051.1 {1 of 1) K14493 - gibberellin receptor GID1 (... D—G—D—D—G—*—Gm
Pavir.J26042.1 (1 of 1) K14493 - gibberellin receptor GID1 (... *
Seita.3G246300.1  Si022513m.g
Sevir36252200.1
Sobic.009613460.. Sh09g020080 ; 4 =
GRMZM2G173630... (1 of 1) K14493 - gibberellin receptor GID1 (.. G—G—.D—D—*—G—G—G—.—D
.. Zm00008a025778... (1 of 2) K14493 - gibberellin receptor GID1 (.. G—D—D—D—D—*—G—.—.—G—D
AgQeoe2G319700.1  Aquca_026_00095 (1 of 1) K14493 - gibberellin receptor GIDT (... G—G—M*—G—@—G—.—G
DCAR_012444 hypothetical protein el Ity Snier Jaya
DCAR_029455 hypothetical protein D—G—G—D—G—*—.—G—D—G—‘
DCAR 018377 hypothetical protein m@@*{;@m
Migut.DO0244.1 mgv1a009369m.g (1 of 2) K14493 - gibberellin receptor GID1 (.. {_3 = > gl |T

A, )5, DEPARTMENT OF M nf
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- Ananas comosus v3 . . .
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?  Help with this page

Actions ~Family Info

Identifier Angiosperm gene famil 82527049 12E membare

7 Lach e s e o Syntenyflllc, &Y AHTOS 2T~ (B8
embership Acom Atr Mac SpoZr \ _— “ " ] " _ SailCe
S e e R T OBEFOLIEOELE) HEReEns O

+ Add to cart KOG Class CELLULAR PROCESSE. mivu wroisminvw LY« Ll i et I D 1D
KEGG Orthology

C Revise query

& Composite family

04075 gibberellin receptor GID1 (GID1)

My Data (23) K14493 gibberellin receptor GID1
™ Viewcart | GenesinFamily | Functional Annotation | MSA | Famiy History |
+  Addto cart F M Views Crg 1D Alizs/Symbol Defline Domains Synteny Exons
Upload user dat
e, ko voariete B ¢ [P e eradizg2s600.1  Bradi2gzs600.v2.  acylglycerol lipase activity (Blast2GO) G—Q—D—D—G—*—.m
&3 Send to BioMart
F F [ osa Loc_0s05g33730.1 gibberellin receptor GID1L2, putative, expre... G—D—O—D—G—*—-—D—G—.—G
B Sendto PhytoMine i
E F Bﬂ Ath AT3G63010.1 ATGIDB alpha/beta-Hydrolases superfamily protein 8 <
& Get from PhytoMine
O r @B anh aacosi2on ATGID1A alpha/beta-Hydrolases superfamily protein
& Quick download
= r B r @B ah Atsc273201 ATGIDIC alpha/beta-Hydrolases superfamily protein
W Leleie gata
m— £ F [ s sraranooosss (1 of 4) K14493 - gibberellin receptor GID1 (.. .—.—.—G—D—*—W
ettings
F F @) sa a0z (1 of 2) PTHR23024:5F227 - GIBBERELLIN ... M—*—G—.—D—G—'
L Species display A
E F @B ea saaros7as (1 of 2) PTHR23024:5F227 - GIBBERELLIN ... D—D—D—D—D—*—G—D—G—.—.
Y Family filter
B F Bra Brara.G01992.1 1 of 4) K14493 - gibberellin receptor GID1 (... .—D—.—D—G—*—D—.—D—D—.
Y Homolog filter A aa ( ) . o (
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[ F B B Bdi Bradi2g?senn DeadifatE6NN WD asulahisacal linnen astiuine (B]3st?GO)

Bradi2g25590.1.p is a member of Family 93519195: (]

£ F BB osa L0C.08 auto: (E=1e-257) PFO1535//PF13041 - PPR repeat (PPR) | Putative, expre.. G—D—Q—D—G—*@D—G—.—G
F F E u i Arantd /f PPR repeat family (PPR_2) hrfamily protein ~

0 F BB ath at3cosizon ATGID1A alpha/beta-Hydrolases superfamily protein
B r @E an atse27320: ATGIDIC alpha/beta-Hydrolases superfamily protein
E F @B se srarapoooss (1 of 4) K14493 - gibberellin receptor GID1 (... .—.—.—G—D—*—ﬁ.—@—[}—.
E F B ﬂ Bra Brara.E03404.1 (1 of 2) PTHR23024:5F227 - GIBBERELLIN ... .—G—.—G—G—*—G—.—D—G—.
[l F B B Bra BraraF02873.1 (1 of 2) PTHR23024:5F227 - GIBBERELLIN _. D—D—D—D—D—*—G—D—G—.—.
B r @E ee saacoe: (1 of 4) K14493 - gibberellin receptor GID1 (... .—D—.—D—G—*—D—.—D—D—.
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E F @B se srarapoooss (1 of 4) K14493 - gibberellin receptor GID1 (...

E F Bu Bra Brara.E03404.1 (1 of 2) PTHR23024:SF227 - GIBBERELLIN ... .—G—.—G—G—*—G—.—D—G—.
[l F Bﬂ Bra BraraF02873.1 (1 of 2) PTHR23024:5F227 - GIBBERELLIN _. D—D—D—D—D—#—G—D—G—.—.
B r @E ee saacoe: (1 of 4) K14493 - gibberellin receptor GID1 (... mmmm
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B r @E ee saacoe: (1 of 4) K14493 - gibberellin receptor GID1 (...
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Gene Loc_0s05g33730
‘ ?  Help with this page |

Aticing +Gene Info
: Organism Oryza sativa
“View cart” Transcript Name LOC_0s05g33730.1 (primary)
%0 IJ W 0 Location: Chr5:19868419. 198712783 forward
> “Add to Cart”%g |J Y, 0 , putative, expressed . . . ] w
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@ B family ctional Annotation F Genomic ': Sequences ': Protein Homologs " Gene Ancestry |
@ Shuw:i_ All proteins . Primary proteins
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Y Family filter
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Multiple Sequence Alignment by CLUSTALW

ETE3 MAFFT CLUSTALW PRRN

Help

General Setting Parameters:
Output Format: | CLUSTAL ¥ |
Pairwise Alignment: '* FAST/APPROXIMATE ' SLOW/ACCURATE

Enter your sequences (with labels) below (copy & paste): ®* PROTEIN DMNA

support Formats: FASTA (Pearson), NBRF/PIR, EMBL/Swiss Prot, GDE, CLUSTAL, and GCG/MSF

LSTTEVVPVIIFFHGGSFTHSSADSATYDTFCRRLVSVCKAVVVSYNYRRSPEYRYPCAY =

IDGATALKRNVESRTRLOSGKDSKVHVYLAGDS SGGNTAHH
VAVRAAEEE TEVLGNTL LHPUFGGOURTE SEKMLDGKYFVT INDRDWYNRAYLPEGEDRD

HPACNIFGPRGKNLEGLEFPRSLVVVAGFDLVRDWQLAYY
{EGLORAGYEVELLYLKEATIGEYFL PNNEHFCCLMEE TKKE VNN |

Or give the file name containing your q

| FPAILEER | BRINTVWELA
_ ___ o> 0— RUERNT—5%
| Execute Multiple Alignment || Reset | . .
GenomeNetdClustalW Cmultiple alignment
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CLUSTALW Result

[clustalw.aln][clustalw.dnd][readme] I
|Rﬂuted phylogenetic tree (UPGMA) v || Exec |
Smectheernenu [

Rooted ph}rlngenetrc tree with branch length (UPGMA)
Unrooted phylogenetic tree (N-1)
| Unrooted phylogenetic tree with branch length (N-J)

Jequence type explicitly set to Protein

st bdo e .. ‘Rooted phylogenetic tree (UPGMA)"Z31ZEiR U .

1

Sequence 2: 97885 355 aa 7 ”
Sequence 3: AT3GB51208 345 aa ExeC %g IJ \J g
Sequence 4: ATIGEINQ 358 aa

Sequence 5: ATSG27328 344 aa

Sequence B: Bradi2g25600 355 aa

Sequence 7: Glyma, 026151100 342 aa

sJequence B: Glyma. 836148300 G aa

Sequence 9: Glyma. 106622300 343 aa

Jequence 10: Glyma. 10G1580008 34 aa

Sequence 11: Glyma. 206230600 34 aa

Sequence 12: GRWZM2GD1G6605 350 aa

Sequence 13: GRMZMZG173I630 351 aa

Sequence 14: LOC 0sBhg33730 354 aa

sequence 15: orangel. 19019193, g 34 aa
Sequence 16: orangel. 1g9819235m, g 34 aa
sequence 17: PGSCOBOIDMGADR003IE4T 345 aa
Sequence 18: PGSCADBIDMGARDB21991 345 aa
Sequence 19: PGICODQIDMGABROZB553 348 aa

Sequence 20: Potri. 0026213100 344 aa
Sequence 21: Potri. B05GR4B600 34 aa
Sequence 22: Potri. 0136028700 34 aa
sequence 23: Potri. 0146135500 M6 aa

Start of Pairwise alignments
Aligning. ..
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—— AT3G057120

SO RXFXFOELRFLDTSE

SHSI)\DERFE

_|:AT5G,27320
Brara. F02878 -— ATHD. EHLDRIICEEBMNEREZa6E14E.

—L

Bra

Bra

Bra

Bra

In}

Bradi2g25600.1

—— AT3G63010

Alias/Symbol

LOC_0s05g33730.1

AT3G630101

AT3G05120.1

ATHG27320.1

Brara.D00038.7 s

Brara.E03404.1

Brara.F02873.1

Brara.G01992 .1 me—

ATGIDN

ATGIDT

Bradi2g25600.v2.

— Brara. F03404

_I:Bmm PO0O3S < ATGIDIBEmitBESEET £ S,
Brara.C01992 . — RBOENESEEICEEMNESIZrIEL.

Defline Domains

acylglycerol lipase activity (Blast2G0)

Synten

Exons

e OO eDaele

gibberellin receptor GID1LZ, putative, expre.. G—D—.—D—G—*—.—D—G—D—.

alpha/beta-Hydrolases superfamily protein = il
alphasbeta-Hydrolases superfamily protein

alphasbeta-Hydrolases superfamily protein

IteSamimy Sarme 2 T2

(1 of 4) K14493 - gibberellin receptor GID1 (... mm
(1 of 2) PTHR23024:5F227 - GIBBERELLIN ... D—CI—Q—G—G—*—G—.—"—D

(1 of 2) PTHR23024:5F227 - GIEBERELLIN ...

(1 of 4) K14493 - gibberellin receptor GID1 (... —.—D—.—D—G—*—.—.—D—D—‘



