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Control GID1-overexpressor
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What does gene encode?

10
MTGINEVHLS

70
DEVESEDHVD

130
ANSAIYDTEC

150
EVYVYMAGDS

250
QDRDWYWRAE

aig
LESFDDVEL

<0

EJESVVEPLNI

80
RNTGLEIEVY

140
RRLVIMCEAV

200
SIGENIAHAVA

2€0
LEEGEDRDHE

-
=

L=

3
LYLEEATTEE

L=

20
WVLISNEELA

=0
QEASENVITW

150
VVIVHYRRSE

40
THLLBEBRADET

100
GITELEEFLS

1€0
EHRYPCAYED

JLAGLEFARS

240
CLENEINTEV

EFNEELAEFLD

110
TTEIVEVIIF

170
GWNALQWVES

23p
GEERATESEE

HEWTZ

£Q
BEVEANT IEW

120
FHEEIFIHIA

180
RTWLQSGED3

240
FLDGEYEVAL

200
QDRLEYVEG



EHICE G REEZAMRNA (HM989010) FIDNALKFH| (RKREF) .

1 GenBank + 100 + || SizFranes | Frame from to Length

| i B E— 43 @ 1171151 1035
= +1 W 8141056 243

— -3 B1033.1205 153
r m | 11 B 589 720 132

+2 0 2. 112 111

ORF#&EHK, ZMRNAFIFFHE AEN: 117-1151bp, KEN
1035bp, ZWi5344 N E IR .



FGENESH 2.6 Prediction of potential genes in Medicago genomic DNA

Seq name: test sequence

Length of sequence: 2430

Number of predicted genes 1: in +chain 1, in -chain 0.

Number of predicted exons 2: in +chain 2, in -chain 0.

Positions of predicted genes and exons: Variant 1 from 1, Score:114.931812

B cpsf B cosi A CcDsI CDSo @ PolA TS5

1 2

> N L 4
1[1II.I.I.I.I.l.l.l.l.]LJLJ.J.J.J.J.J.l.l..l.l.]
117 400 600 800 1000 1200 1400 1600 1800 2000 2200 2401

1+ 1 CDSE 117 - 155  10.4% 117 - 155 3G

1+ Z CDs1 BEZ - 1847 119.87 BEZ - 1847 3T

1+ Polk 2401 -2.93

FGENESH# Y, FERLEM TN, wJ%0. H—1696bpHNE T, PIIMNE T



# Query

1 HM989010{+) 1(+) 1-2428 100.00 100.00  100.00

Coverage 100.00% CDS 100.00%
Model 1 Overall  100.00% In-frame 100.00%
Exon 100.00% Primary transcript 1732 bp

HM389010 (+) Galega orientalis gibberellin receptor (GID) gene, complete cds

1(+)

1]

1

splign L B %fcDNA. DNA#H LN, M NERH: 51 HE T,

i1 F-155-852bp [l .

Subject Span(bp) Coverage(%) Overall(%) Exon(%) CDS(%) In-frame(%)

100.00 100.00

Mismatches and indels 0
Exons (min/max/ave), bp 155/ 1577 / 866
Introns (min/max/ave), bp 697 / 697 [ 697

2478

Graphics|Text



Search in

Protein Knowledgebase (UniProtkB)

name:"gibberellin receptor”

Physcomitrella patens  (2)
=Tracheophyta  (B4)
+ Selaginella  (3)
= Spermatophyta  (61)
Magnoliophyta  (59)
-Eudicotyledons  (29)
Aquilegia formosa x Aguilegia pubescens
(1)
= Core eudicotyledons  (28)
- Rosids  (27)
--Brassicaceae (7}
Arabidopsis thaliana (Mouse-ear
Créss] (3]
Brassica napus (Rape) (1)
Lepidium sativum (Garden cress)
(3)
-Fabids  (20)
Castanea mollissima (Chinese
chestnut) (1)
Cucurbita maxima (Pumpkin)
(Winter squash)  (2)
- Papilionoideae  (3)
Galega orientalis (1)
Medicago truncatula (Barrel
medic) (Medicago tribuloides)
(2)
Ricinus communis (Castor bean)
(14)
Solanum lycopersicum (Tomato)
{Lycopersicon esculentum) (1)

=-Liliopsida (30)
Allium cepa (Onion)  (2)
--Poaceas (23)
—-Andropogoneas  (25)

bb results

Saccharum officinarum {(Sugarcane)

(1)
Sorghum bicolor (Sorghum)
(Sorghum wulgare) (1)
Zea mays (Maize)  (23)
—BEP clade (3}
Oryza sativa subsp. japonica

(Rice)

(1)
= Triticeas 2)
Hordeum wulgare (Barley)
Triticum aestivum (Wheat)
+'Pinaceae (2)

(1)
(1)



Query seq,
Hulti-donains

Putative conserved domains have been detected, click on the image below for detailed results.
20 -1

i L ) 150 i

Distribution of 101 Blast Hits on the Query Sequence &

Mouse-over to show defline and zcores, click to show alignments ‘

Color key for alignment scores

BLAST

3

ADO22635.1

i
XP 003331550.1

XP 0035183401
XP 003536343.1
XP 0036253271
CAP64325.1
XP 002302813.1
ABGE9334.1
ABO36123.1
ACN86336.1
XP 0023203801
ACNS6357.1
XP 002524767.1
XP 003521230.1
AP 002271700.1
CAN87128.1
ACN86338.1
ABBB3021.1
XP 002876701.1

NP 0012347671

NP 15918601
ADN33236.1

A 692.1
XP 002313576.1
XP 002512310.1
XP 002328407.1
CAN63315.1
ACN86360.1
ACNS6353.1
XP 002265764.1
CBI34320.3

gibberellin receptor [Galega orientalis]

Gibberellic acid receptor-b [Medicago truncatula] =gb|AES61841.1| Gib
PREDICTED: gibberellin receptor GID1B-like [Glycine max]
PREDICTED: gibberellin receptor GID1B-like isoform 1 [Glycine max] =
hypothetical protein MTR_7g093950 [Medicago truncatula] =gb|AES815
TPA: putative GID1-like gibberellin receptor [Medicago truncatula]
predicted protein [Populus trichocarpa] »gb|EEE82086.1| predicted pro
gibberellic acid receptor [Gossypium hirsutum]

gibberellic acid receptor-b [Gossypium hirsutum]

GID1-1 [Gossypium hirsutum]

predicted protein [Populus trichocarpa] »gb|EEE98695.1| predicted pro
GID1-2 [Gossypium hirsutum]

Gibberellin receptor GID1, putative [Ricinus communis] =gb|EEF37610.
PREDICTED: gibberellin receptor GID1B-like [Glycine max]
PREDICTED: hypathetical protein [Vitis vinifera]

putative gibberellin receptor [Cucurbita maxima]

GID1-3 [Gossypium hirsutum]

CXE carhoxylesterase [Actinidia deliciosa]

ATGID1B/GID1B [Arabidopsis lyrata subsp. lyrata] »gb|EFH32960.1] A
putative GID1-like gibberellin receptor [Solanum lycopersicum] =tpe|C
putative gibberellin receptor GID1L2 [Arabidapsis thaliana] =sp|QILYC
gibberellin receptor 1b [Lepidium sativum]

gibberellin receptor 1B [Brassica napus]

predicted protein [Populus trichocarpa] »gb|EEE95498.1| predicted pro
Gibberellin receptor GID1, putative [Ricinus communis] =gb|EEF48762,
predicted protein [Populus trichocarpa] >gb|EEE76487.1| predicted pro
hypothetical protein VITISV_000065 [Vitis vinifera]

GID1-5 [Gossypium hirsutum]

GID1-4 [Gossypium hirsutum]

PREDICTED: hypothetical protein [Vitis vinifera]

unnamed protein product [Vitis vinifera]

Putative GA receptor
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hits by patterns: [2 hits (by 2 distinct patterns) on 1 segquence]

{I?ES:;‘M?;??_EH:&BH} - - (344 aa)
SubMame: Full=Gibberellin receptor:. Galega orentalis
PSO117Z LIPASE_GDXG_HIS Lipolytic enzymes :

108 - 124: ITFfFHGGSF=shas5anSh

PSO1174 LIPASE GDXG SER Lipoiyviic enzymes -

184 - 196: WyMAGDS SGEnIo

Predicted feature:
[condition: morme]

ACGT_SITE 1S Bvw similarity



Gibberellin receptor

AR hydrolases

PR 002168 (IPRO02168IPR0O13094|Unintearated Unintegrated|Unintegrated Unintearated
PS01173 |PS01174 |PED7859 |G3DSA:3.40.50.1820|PTHR23024 |PTHR23024:5F10|35F53474
UniProtkBITIEMEL : EaVvJP7/|108-124 |184-196 |108-321 |46-325 10-341 10-341 106 - 340
Scale:10aa ; -
Interrro - ignatures i)
EﬂVJP?_gFAEA InterPro Signatures g
#: Signature Matches in BioMart| IPRO02168 PS01173 — LIPASE_GDXG_HIS
i Supermatches in BioMart _
Dasty PRO02168 P3S01174 - LIPASE_GDXG_SER
Go! -
Galega orientalis IPR013094 PFEOVA53 Abhydrolase_3
Unintegrated G3DSA3.40.50.1620 ———— I, - GoDSA3.40.50.1820
Unintegrated PTHR23024 — A ——— PTHR 23024

Unintegrated PTHR23024:5F10  — .  F THR 23024:5F10
Unintegrated SSF53474 ——————— . SCF53474
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M CENEVN LN ECKR IV E LN THV LI SHNFF LA YEVLARPDES FNRDLAEFLOREVEANSFEL

MITGESNEVNLEESESVWELNTHWV LISNFFELAYNLLARADCETFNRELAEFLOREVEANT I BV
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MACSEEVNLIESETVWELNTHWV LI SNFELAYNLLARPDETFNRHLAEFLOREVEANANET

L R - AR AR AR A e i - s o s R R - A R e e

DEVESFD-HVDSTTHNLLIR T Y PAS LLHTRHCETLELTEFLSTTEIVEVLIFFRGESFTH
DEVFSFD-HVDRNTGLESRVY QPAS-ENVITHCGI IELEEKPLSTTEIVEVIIFFHEESFSH
DEVFSFDVLIDRRINLLSRVYRPAY ADOEQPPSTLDLEKEVDE-DIVEVILFFRGES FAH

NEVFSFDVIIDRTNLLSEVYRPADAC--TSPSITDLONEVDG-EIVEVIVFFEEESFAH

R R R - I I X - - - = e o e e o o o e

SEANSATYDTFCRRLYVT ICEV WV SVDYRRS PEHRY PCAYDDEWNATLHWVE SEVHW LS CE

SEANSATYDTFCRRLY SMCE AV SV Y RRS PEHRY PCAYEDCHNALOWVE SETWLOSCE
SEANSATY DT LCRR LY G LCE VSV YRR A PENEY PCAYDDEW TATHWVN SESWLESEE

SEANS AT DT LCRR LY G LAV SV YRR A PENRY PCAYDDEHAVLEW VI S SSWLESEE

o o e e e o o o o - o e o e e e e o o o e L R L

DENVY VY LAGDE S L ARV AVEA THECVEVLEN ILLHEMFCEEQERTOSERTLDEEYEW
DY VYMAGDS SECH I AHHVAVEA AREDVEVLEN ILILHELFCCERRTESERELDEEYEW
DSEVHIFLAGDS SECH I ARNVATLRACESCIDVLEN ILL.NEMFCCEHERTESEESLDEEYEV
DSEVRIFLAGDE S IVENVAVEAVESRIDVLEN ILL.NEMFCCTERTESERRLDEEYEW

LR R e R R - o e e o o o e e

TIQDRDWYWRAYL.PEEGEDRDHPACH PR PRGOS LECVNF PES LV VVACLELVODWT.A YW

LR DWYWRAFL.PEEGEDRDHPACH PR PR CES LACLE FAR SLYVCVACLDLLODWOLEYW
TVRDRDWYWEAFLEEGEDREHPACHEF SPREESLECV SFEESLVVVACLAL.TRDW{T.AYA

TVRDRDWYWRAFL.EEGEDREHPACS PFEPRSESLECLSFEESLVVVACLAL.TODWL.EYR
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DELEETCLEVNLLY LEQATTEFY FLENNDHFHCLMEELNEFVHS TEDSQSESSEVLLTE

EGLESFDIVELLYLEEATTCFY FLENNDHFYCLFNEINTFVHPHC - ———————————=
EGLEFACEVEIMHLEKATVEFY LLENNNHFHNVMDE TSAFVHAEC————————————

EGLERA ) EVELLY LEQATTEFY LLENNNHFHIVMDE TAA FVNAECQ———————————
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QILYCl
Z3VIET
QIMRAT
094038
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Z3VIET
QIMRAT
094038

QILYCl
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QIMRAT
034038

QILYCl
Z3VIET
QIMRAT
Q34038

QILYCl
Z3VIET
QIMRAT
Q34038

QoLYCl
Z3VIET
29_ 1.1.':_'

034038

EIﬁlB_RRAIH

ZS"JJ[_"?_EI FRBERL Annotation

[t |

EIﬁlC_ARAIH EJQEginn
[]Helix

cID1E AmaTH []8inding site

E3VJDT SFAER OTuzn
CIDlE ADRTH [OJeetz strznd
EIDIC ARATH Cchain

GIDIE ARRRTH
E3VJPET_SFLBR
GID1E RRRTH
ZID1C ARRRTH

GIDIE ARRRTH
E3VJPET_SFLBR
GID1E RRRTH
ZID1C ARRRTH

GIDIE ARRRTH
E3VJPET_SFLBR
GID1E RRRTH
ZID1C ARRRTH

GID1E_RARATH
TIVIDT_SFARR
GID1A ARATH
GID1C_ARATH



Sun 25 Dec 2011 G3A0G2

Poly dotplot of 493603
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GaGID
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28
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Daottup: fasta::491441:GoGID vs fasta::491441:GaGID

Sun 25 Dee 2011 030507
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[motif 1 [motir2 [ motitz [ motita [ |motif s

Name Cgﬂg:ﬂgd Motif Location
.
ALGID1A 7.31e-302 I || |
[
AtGID1B 3.11e-209 I || |
.
AtGID1C 5.3de-312 I || |
.
GoGID 1.13e-296 I || |
1 ' ' ' ' 1 ' ' ' ! ' ' '
0 50 100 150 200 250 300 350
: - 4.8e-129 ]
; Y \
- - 5.8e-127 Tl \ 3 N
Motif 2 s Silieat .:E ; ‘|| Pﬂ il ! s
. ~, : 3
2 - 3.3e-091
Mol 3 - 4 sites
- - 6.8e-045
Mot 4 - 4 sites
: e 3.9e-025
Motif 5 - 4 sites

Minimum10, maximum 80, motif 5



GodD F5i P&SE. .. .. . MV a7

AtAD1a L5 Pa¥aD. . ... QE 29
AtEADLR LTI F&SLL. . ... HQ B8
AtD1e LSl PADAG. . .. .. . a7
O EVI L AEGDAEE GAAL 95
GhiIDla LI F55L. .. ... . HE a7
GhGID1h LI FSFE. .. ... . HE a7
GoGID TTWSI IELEEFPLSTTEI VIisHI I | GRS B 122
AtAD1a QFPPSI LDLEER VDG, DI Vi EEINGS EV 183
EALE RN TEHGTLELTEPLSTTEI Vil T | RIS NV 183
AtAD1e T5P5I TDLOWP VDG, ET VigHl Vi EEIRS BV 18]
DeD1 YTRFI LEFLTDAP 84 EFPFRaIT | GOIEAS 190
G Dla AOWSIWNDLEFP LS TTET Vil Vi RIS MV 182
G Db AOWST VDLEFPLE TTEVVIRYT Vi RIS B 182
GoGID GES | 217
AtEDa GES| Sl 278
AED b Y 278
AtADle SESI Sl 278
DeD1 MGRE. Pl 285
il Dla GRS | am
CGh Db GRTI am
GodD K FDODEPRLL VLEE VCLFHIN WTRWHPWC. . ... .. ... 344
AtEDa FI 4GOE g LIVHL EE HHVIOUSN S A-WVHAEC 0 .00 345
AL L] FETGLEGHLL ¥LED HCLE ML HEKRVHSI EDSQSESSPYLLT 357
AtD1e FIAGOEQKLL YLEQ HTVLDIN AAFWVHAECO .. .. ... 344
Ol FEDGHHGE VY OCEN EVLER SDYLWNANLYY. .. .. .. ... 354
GhID1a FISGUERHLLFLEE YCLIWE M KENRVHPHC. . .. .. .. ... 344
GhGID1h FISGUE@EKLLFLEE YELLE®MWHNgVHSHC. . .. ... 344

iHITDNAMANG.OCE H BRIA S H) 5 GoGID. OsGID1. AtGID1s #l GhGID1s#E T #HI Eust . Hsx i 3%
B2J7%18: GIDla (QIMAAT), tGID1b(QILYCL), AtGID1c(Q940G6), OsGID1(Q6L545),
GhGID1a(ABG89394), GhGID1b(ABQ96123). M {154 L 100%H [Fl. HGG. GXSXGHEF Ay 2 iU
N B AR se 751 Sk TR R LR (Gly-196. Arg-251, {E/KFEHXGAL GiGEAT LT [FIFEEGOGIDH

TRAT



100
100
65
57
52
100
99
92
99
100
88
100
91
75
97
100
100
100
100

A GID Galega Orientalis
GID-b Medicago truncatula
GID1B Glycine max

GID Populus trichocarpa
GID Cucurbita maxima

GID Solanum lycopersicum
GID1-3 Gossypium hirsutum
GID1-1 Gossypium hirsutum
GID-b Gossypium hirsutum
GID1-2 Gossypium hirsutum
GID1B Brassica napus
GID1b Lepidium sativum
GID1B Arabidopsis thaliana
GID1C Arabidopsis thaliana
GID1A Arabidopsis thaliana
GID1C Glycine max

GID1 Ricinus communis
GID1-4 Gossypium hirsutum
GID1-5 Gossypium hirsutum
GID1-6 Gossypium hirsutum

GID1 Oryza sativa subsp. japonica ]

GID Zea mays
GID Sorghum bicolor
GID Hordeum wilgare

GID Triticum aestiwum

Eud

icot GIDb

Eudjcot GID1ac

Maonocot GID1




Function

Subunit structure
Subcellular location
Tissue specificity
Disruption phenatype

Sequence similarities

Functions as soluble gibberellin (GA) receptor. GA is an essential hormone that regulates growth and developrnent in plants.
Binds with high affinity the biclogically active gibberellin GA4, but has no affinity for the biologically inactive GAs. In response to
GA, interacts with specific DELLA proteins, known as repressors of GA-induced growth, and targets them for degradation via

proteasome. Seems to be required for GA signaling that controls root growth, seed germination and flower development. Ma
function as a dominant GA receptor at low GA concentrations in germination. Partially redundant with GID1A and GID1C. ﬁ

Interacts with the DELLA proteins GAI, RGA, RGL1, RGL2 and RGL3 in a GA-dependent manner.

Nucleus [ B similsrty |
Widely expressed.
Mo visible phenatype under normal growth condition.

Belongs to the ‘GDXG lipolytic enzyme family.

AtGID1b






Your Input:

® GIDiB GIDIB (GA INSENSITIVE DWARF1B); hydrolase; Encodes a gibberellin (GA) receptor ortholog of the rice

GA receptor gene (0sGID1). Has GA-binding activity, showing higher affinity to GA4, Interacts with
DELLA proteins in vivo in the presence of GA4. ; Probable soluble gibberellin (G&) receptor. GA is an
essential hormone that regulates growth and development in plants (By similarity) (358 aa)
(Arabidopsis thaliana)

Predicted Functional Partners:

~ RGAL
2 GAI

< 5LY1
® raL2
- RGLL
® 51y

® Ga1

RGAL (REPRESSOR OF GAL-3 1); protein binding / transcription factor; Member of the VHIID/DELLA [...] (587 aa)
GAI (GIBBERELLIC ACID INSENSITIVE); transcription factor; Similar to a putative transcription f [...] (533 aa)
5LY1 (SLEEPY1); F-box protein that is involved in GA signaling. Regulates seed germination. Com [...] (151 aa)
RGLZ (RGA-LIKE 2); transcription factor; Encodes a DELLA protein, a member of the GRAS superfam [...] (547 aa)
RGL1 (RGA-LIKE 1); transcription factor; Negative regulator of GA responses, member of GRAS fam [...] (511 aa)
SLYZ2 (SLEEPYZ); encodes an F-box protein whose protein sequence is similar to 5LY1, which belon [...] (157 aa)
GA1 (GA REQUIRING 1); ent-copalyl diphosphate synthase/ magnesium ion binding; Catalyzes the co [...] (802 aa)

"= Meighborhiood
e GEMEe Fusion
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Textmining
JHomology]

Score

0.99%
0.998
0.994
0.951
0.951
0.362
0.440
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