REA: &k &







J%:r tr@ Em *;;g-— , B S0
ﬁ%Z @Eﬁ
aﬁﬁﬂizﬁﬂim
B, RERIL
SN HERa13,




« IR
ANEZE RN —FDERR
It RIS AFERE
REFNFHEIHRIR

* %/ﬁﬁﬂrﬁlJnuﬁ*Ut‘Aﬂi

_2) ﬁﬁ /_.R ]EZH*,
N, ARIK.ET
TS

. %ﬁ:ﬁﬁ%unu&*ﬁ NEE

wn)g)




&/NERES (chalcone synthase,CHS) &

EMXBMSHOXRE, TR _BEIA
N3N MBS ARGHIANL T ZHE
P R B RIRAIL AR S /KR
ﬁﬁ%% BN ERPCRENE T : 1%
EREHRFEMRDRERL, BEROR
FEONRABTIETHISERROGR,
BN, 43 RUEEREER DRI
SERTE ST, BRNFABYR
251, EORNDINNRS, BREBH
e,

?'\%%‘*







GSDS

ElR21263.1

;L | | | | | ;
T tbp 20ltp 41bp Bllibp illbp 1000bp 1200bp 1400t ]

Legend?
mm ex0h mm Marked reglon — intron wem upstrean/dounstrean 012 intron phase

Oy e v i F—Forward strand &7 bp -
l;ltllltlulr:!l.lll II:;JEJFI“.FI;IHI IE:[Jr;.Ir.IIE IIIIIIIIIIIIIIIIIIIIIIIIIIII 1I. lllf:é:ﬁ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII :— IIIIIIIIIIIII
mem
1 bp 1,524 bp
P e e e M T L e Ly T T B e I e T o e e o L, T e s S e e P S R T S T e e e

3ource aossvolum hirsutum
e e e T P e e e s
(] 1 05




124

1251
i 4 % “ﬂl

achive sibe jf

product binding sthe ) L i L |
malonyl-Gol binding sibe A} | | !
dimer inberface W PO KL AL Lt !
Specific hits
Superfanilies cond_enzyes superfamily
Hulti-donains PLN031/3
. . . v v
Search for similar domain architectures Refine search

| Description Pssmid Hultidom ~ E-value
[+]CHS_Iike[|:dUUBE1].Chalmneand sfilbene synthases: plant-speciic polyketide sinthases (PKS) and related . 24T yes 24gea
[+]PLN031I3[PLNUE1?3]. chalcone synihase; Provisional N7 jes Desll




EMBEL-EEI

InterProScan

Chalcone/stilbene synthase,
C-terminal

I e * Nomaln
" . omain

Chalcone/stilbene synthase, N-
terminal



TTAEE

Compute pl/Mw tool

Compute pl/Mw
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Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY GAPS

2008.0 389/407 (99.6%) 349/407 (95.6%) 181407 ( 4.4%)
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scale values:

ExPASY Ala: 0.360

Biocinformatics Resource Portal

Arg: 0.530

Protseale— Iyerge flexipilit Asn: 0.4€0

Asp: 0.510
Cys: 0.350

Gin: 0.490

Glu: 0.500
Gly: 0.540

His: 0.320
lle: 0.460

Leu: 0.370
Lys: 0.470

Met: 0.300
Phe: 0.310

Pro: 0.510
Ser: 0.510

Thr: 0.440
Trp: 0.310

Tyr: 0.420
Val: 0.390

EBE%’I‘E@@, EORRBEMEE.



ExPASy

L ¥ Y Bioinformatics Resource Portal

scale values:
Ala:6.600
Arg:4.500
Asn:6.700
Asp:7.700
Cys:0.900
GIn:5.200
Glu:5.700
Gly:6.700
His:2.500
lle: 2.800
Leu:4.800
Lys:10.300
Met:1.000
Phe:2.400
Pro:4.800
Ser:9.400
Thr:7.000
Trp:1.400
Tyr:5.100
Val:4.500

‘rotScale output for user seq




HCA 1.0.2
Hydrophobic Cluster Analysis.
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WebLab

garnier(v6.0.1) - Predicts protein secondary structure using GOR method
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WebLab

NOUT (5,
tmap(v6.0.1) - Predict and plot transmembrane segments in protein sequences
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CEIEROT TargetP 1.1 Server - prediction results

CALSEQU

ENCEANA . : :
“v& 1< CBS Technical University of Denmark

### targetp v1.1 prediction result=s ##f##fffEAEARARAREHEARAAREARAARRER
Number of query sequences: 1

Cleavage =ite predictions included.

U=ing PLANT networks.

385 0.029 0.486 0.062 0.671

0.000 O0.000 O.000 O.00O0
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