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DWFAZE: K ZE B Y RS 7% 24 R 4 A 41 e €2 X AL B CYP9OB 1,
7=BR (JHZEENER) & RPREBEENE .

Campestanolfl16-deoxo cathasteroneBE#EF 5 AR K APk, HAth 8] =4
FFEY B R HA T LL, %1596 35 B DWFAJE R BT 2 A 1 2 i €6, 2 AL BB ZEBR &
%A AL ) A2 C-22 284K [ W (Choe etal 1998).
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Populus euphratica
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Description cytochrome P450 family protein

Chromosome 5: 7.617 615-7.623 052 forward strand

Location

25.44 kb
7.620Mb |
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Cytochrome P450 Medicago truncatula 96.5%
family protein

cytochrome P450 JEE I Cicer arietinum 90.7%
90B1-like

Cytochrome P450 BiE Pisum sativum 89.3%
enzyme

Cytochrome P450 ARE Cajanus cajan 85.1%

90B1
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PAZZWEFE. CYP51. CYP74 . CYP97. CYP710. CYP711.
CYP727FICYP746 L/ F ik
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https://www.uniprot.org/uniprot/G7KDI9
https://www.uniprot.org/uniprot/A0A1S2YYQ0
https://www.uniprot.org/uniprot/A4PBE7
https://www.uniprot.org/uniprot/A0A151TI98

CYPA50AF-1E £/ 5F 1) 1ML 21 25 2 & 33k (Heme-binding region)FxxGXRXCXG,
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064989 Cytochrome P450 90B1 EVNEAPAS Arabidopsis thaliana

D7EYES Steroid 22-alpha-hydroxylase protein B Zea mays

G8D3C4 Steroid 22-alpha hydroxylase B Populus euphratica
AOA1W4 Steroid 22-alpha-hydroxylase il b Gossypium hirsutum

AOA2D1GVF1 Cytochrome P450 monooxygenase RIA Linum usitatissimum

R UL BB R N EOFET 2 B4 LU AT 23, FEMEMER
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Logo Name 7| Alt. Name 2] width [2] Motif Similarity Matrix %/
1. 2. 3. 4. 5.

1 |jw§D KKMEFTQCV\!{METLRLNVVHFL RKA\LKDVRK Dl CWK\(L WEDYKKMEFTHCVINETLRLGNVVRFLHRKALKDVRYKGYDIPCGWKVLP  MEME-1 S0 - 013 041 017 0.3

---------------------------------------------------

2. l‘[lVSADA LNRF“_QNE ELFECS RSI JL KWSMLVLV DM RDMR TIVSADAGLNRFILQNEGKLFECSYPRSIGGILGKWSMLVLVGDMHRDMR  MEME-2 S0 013 - 01 016 0.13
» SOEAMGETENLM, 50 e ETELNE VTGV LI €] om0 o s~ o s
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5. i;]NL u!ﬂw E|£ ETL LE__ SATLL rFMEQ J{éR Kl KSELF . NLPPGKMGWPFLGETIGYLKPYSATTIGEFMEQHIARYGKIVKSNLFGEP  MEME-S 50 0.3 013 0.4 015 -

...................................................


http://meme-suite.org/

AR K motif2i &85 BT -

0o 1000

. N
N N
™ = -
r— -
= -
N N
N N
- . .
T N
N N

2000 300.0 400.0 S00.0 S00.0




HH 458 A

o —REEF T
Y AR

o [} % ENL

o =REM I




B L T— T

LW H P HIDWFAE A T3
N C2544H3946N6740695520.

M 489 NMEIER, AXT T
[N 55.73kDa, FHiBZEHL SN
9.0, ‘rir T EEIIFRIEZEL( Asp + Glu)
N 48, iy b LA AR IR ( Arg +
Lys) N 57

DWF4 [ H B3R 45 vy 1 =
BRI N Leu( 11.7% ) «
Llys(7.4%) « ILe(7.0%), HAE
A Sec HPyl.

AFasE £25040.87, 1 DUSEN I
EHFAAEE

https://web.expasy.org/protparam/

Mmber of samino acids: 4589
Molecular weight:= 55734.61

Theoretical pl: 2. 00

Amino acid composition: CSV format

L1a (A) 30 A. 1%
Lrg (Fy 21 4. 3%
bLan (M) 28 . TH
Lzp (DY 1A J.3%
Cyz (20 T 1.4%
Gln () 14 2.0%
lu (E} 32 6. B%
Glvy (G0 33 B.T%
Hiz (Hy 17 3.5%
Ile (I} H T.0%
Len (L)} &7 11.T%
Lvz (K} 36 T.4%
Met 0 13 2.TH
Phe (F) 30 B. 1%
Pro (P} 22 4. 5%
Ser (5 32 6. 5%
Thr (T} 21 4. 3%
Trp (W 10 2.0%
Tvr (T 14 2.8%
Tal (7 22 4. 5%
P¥l 0y 0 0.0%
Sec (N n 0. 0%

B 1] 0. 0%

iz 1] 0. 0%

i 1] 0. 0%

Total mmber of negatively charged residues (Asp + Glu): 43
Total mmber of positively charged residues (Arg + Ly=): 57


https://web.expasy.org/protparam/
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MsDSDITFYFLSSIFSLLIFIFFLIKTKHAKPELNLPPGRMGWPFIGET IGY LKPYSAT TIGKFMEQHIA
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SOPMA : -

Alpha helix (Hh) : 218 is 44.58% i

319 helix (Gg) : @ is @.e8% 3_10%;}%

. . i Pi B2

Pi helix (Ii) : @ is 8.20% BI

Beta bridge (Bb) : g iz @.pe% I fH

Extended strand (Ee) : 61 is 12.47% BIE A

Beta turn (Tt) : 18 is 3.68% 725 i X 15k

Bend region (5s5) = g iz @.pe% TEFR ) X 4%

Random coil (Cc) : 192 is 39.26% ANEHFARIRAS

Ambiguous states (?) @ is 0.00% HARE

Other states : e is e.00%

1|l““\|ll""""'l\ Al Al bl

https://npsa-prabi.ibcp.fr/cgi-bin/npsa automat.pl?page=npsa sopma.html
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ProtScale output for user_sequence
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TMHMM Server 2.0
http://www.cbs.dtu.dk/services/TMHMM/
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SEATBLAST/ A ELXY, 724 2[RIV AR B R Fn it 4T W4 i e o2 . & I Medicago
truncatula (PEZEEFE) WYL ZP45090Bl , 5 HEEMLER S, H97%L A,

-IDescriptions

Sequences producing significant alignments: /
Select: All None Selected:0
1 Alignments o
Description ST::; ;:D;?; ngg \raIIEue Ident, Accession

cytochrome P450 80B1 [Medicago truncatula] 977 977 100% 00 97% XP 0036119822
PREDICTED: cytochrome P450 90B1-like [Cicer arietinum] 912 912 100% 00 91% XP 0045120381
cytochrome P450 90B1 [Cajanus cajan] 864 864 100% 00 B85% XP 020213337.1
cytochrome P450 enzyme [Pisum sativum] 858 858 99% 0.0 838% BAF562301

From June 20, 2018 all traffic will be automatically redirected to HTTPS. More information or view this page using https

UniProtKB - 064989 (C90B1_ARATH)

D|sp|ay % BLAST =align 51Format W Add to basket (® History / "€ Feedback B Help video

Entry Protein| Cytochrome P450 90B1

Publications Gene CYP90B1

Feature viewer Organism | Arabidopsis thaliana (Mouse-ear cress)

Feature table . o .
Status !"I Reviewed - Annotation score: ®@®®® - Experimental evidence at protein level*

CEEZNN Funcion

NM&T‘”‘M Catalyzes the C22-alpha-hydroxylation step in brassinosteroids biosynthesis. Converts campestanol to 6-deoxocathasterone and 6-oxoca
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fEuniprot PIEATIS R, RIL T IZE ARG R
WA ERL: FENE B, FEZHNFM.

TAIR! locus:2101704 AT3G50660

Subcellular location’

GO - Cellular component

Other locations

Membrane @ @ Curated ; Single-pass membrane protein @
¥ Curated

Graphics by Christian Stolte; Source: COMPARTMENTS
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eqres|CSIIFHKRFDYKDOOF LN LMEKLNENIKILSSPWIQICNNFSPIIDYFPGTHNELLENVAFMKSYILEKVKEHQESMDMN 240
3. 1.2 CS5ITHHKRFDYKDROF LN LHEKLNENIKILSSPWIOQICNNFSPIIDYFPGIHNKLLENVAFMKSYILEKVKEHQESMDMN 240

VDLFGAGTIETITSTTILRYALLLLLEEHPEVTAKVQEEIERVIGRHNERSPC 320
T

' DLFGAGTETTSTILRYALLLLLEHPEVTAKVQEEIERVIGENRSPC 320

egqresHPOQDFIDCFLMEMEKEKENQPSEFTIESLENTA
3. LLANPOINFIDCFLMEMEKEKENQPSEFTIESLENTA

egres MODRSHMPYTDAVVHEVQRYIDLLPTSLPHAVICDIKFRNYLIPKGTTILISLTSVLEDNKEFONPEMFDPEEFLDEGEH <77
3.1..MQDRSHMPYTIDAVVHEVCRY DLLPTSLEHAVICOIRERNY LI PKGITIL I SLTSVOHDNKEFPNPEMFDPEAELDEGEN 400

egres FKESKYFMPFSAGKRICVGEALAGMELFLFLTSILONFNLKSLVDPRNLOTT BV VNGE T 5V BBE ¥ OCE DB R EEE a7e
3. 1. 2PKKSKYFMPFSAGRKRICVGEALAGMELFLFLTS ILONFNLRSLVD FKNL I T T B[V VEGETErEEXOLOEDST 472

ZH € 2 PAS0 2Co%E H AR T

https://swissmodel.expasy.org/interactive/KLh3mG/templates/
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Qligo-State © Ligands & GMQE & QMEAN &

Monomer MNone 0.59 -4 55 I

Global Guality Estimate Local Guality Estimate Comparison

{1".1EAN - ] . _4_68 . Lisfal Caablly Eibirreilie et i, Mgy b redand el of POE Hrodturses

CE c I :. -2.86 } ool . o b ¥ |

Al atom [l 1l -1.60 E AN AT AR Y i . :
Model 01 - Sotvation il [ Ml -0.03 LR

Torsion [ <24 i ] :
Assessment , == n : === .

Template Seq ldentity Cowverage Description

Bx23.1.A 21.38% Cytochrome P450 2C9

Model-Template Alignment

£ Model 01|MSODSDITFYFLSSIFSLLIFIFFLIKT KH:-.:EE'KLHI.R!IG&:PFI.ETIEI[@I[%ATT—B EO
SxZ3.1.4 LEEE e It [ FSE[VETLTE 51
Model 01 EiEE DAGLNRF NEGKLFECSYP SSIGGILGEWSMLVL FLOHA RLRT_ ==
Ex23.1.A(c KB Wb off LIDLG [GE> I ) = REESLHTL RS - 130
Model 01 EHINVSSWRE KT_L::PG MEGVV SAP L NFPG ZZ°
5xZ3.1.R[ERCLV ) = [ NL KIS SE JICTR FEG 210
Model "1MUEGEH S NLSTEQILDLILSLLFAGHETSS -7~
SxZ3.1.E[T M ¥ [ ) ZE LECAGIETIS 2ZBES
[.bde-___l_n@mggmm__wn FLHERALKDVRYRG ° -
SxZ3.1.4 YEE EE ) D PMETTUAVVEEY QR T 1) L B[Sy s il e 360
uode'-_f-l—_qurnﬂunwn“rn_ 482
Ex23.1.AFEDPEG T|T TL 1A WI)ED FIE o &G cH[E FMPFSLGEH & B 434
vede ot EESESNEIONNDG ME _BY PrVOEDECLOMEUGN: < - azz
5x23.1. AT CONERT S T e Q 471

https://swissmodel.expasy.org/assess/3dDVEZ/01
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