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The analysis of sequence, function and structure of Cytochrome P450 6B2 Protein from Cotton bollworm
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S5 FE 8] Y5 BRI P450 &
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P450 family

CYP4

CYP6

CYP9

CYP321
CYP332
CYP337
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H.armigera in pyrethroid
CHHRE]E

415 4111 4AM4 4AM6 4M7
4M10 451 452 4G8 4G9
4G10

6AB9 6AE11 6AE12 6AE15
6AE16 6B2 6B6 6B7

9A3 9A12 9A14 9A16 9A17
9A23
321A1
332A1
337B1 337B3
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Protein
Gene

Organism

Status

Cytochrome P450 6B24}4Z

Cytochrome P450 6B2
CYP6B2

Helicoverpa armigera (Cotton bollworm) (Heliothis armigera)

%
h Reviewed - Annotation score: @@@0OQO - Experimental evidence at transcript level*
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Blastp#iEZEEIAIERER

RS

RecName:

Full=Cytochrome P450 6B2; AltName:

Description
w

Full=CYPVIB2 [Helicoverpa armigera]

RecName:

Full=Cytochrome P450 6B6; AltName:

Full=CYPVIB6 [Helicoverpa armigera]

RecName:

Full=Cytochrome P450 6B7; AltName:

Full=CYPWVIBT [Helicoverpa armigera]

RecName:

Full=Cytochrome P450 6B4; AltName:

Full=CYPEB4v1/CYPEB4v2; AltName: Full=CYPVIB4 [Papilio gl..

RecName:

Full=Cytochrome P450 6B1; AltName:

Full=CYPEB1v1/CYPEB1v2/CYPEB1v3; AliName: Full=CYPVIB ..

Scientific Name
w

Helicoverpa armi. ..

Helicoverpa armi. ..

Helicoverpa armi. ..

. Papilio glaucus

. Papilio polyxenes

RecName:

Full=Cytochrome P450 6B5; AltName:

Full=CYP&B5v1; AltName: Full=CYPVIB5 [Papilio glaucus]

RecName:

Full=Cytochrome P450 6B3; AltName:

Full=CYPEB3v1/CYPEB3v2; AltName: Full=CYPVIB3 [Papilio p...

RecName:

Full=Cytochrome P450 6a2; AltName:

Full=CYPVIAZ; AltName: Full=Cytochrome P450-B1 [Drosophila. .

Papilio glaucus

Papilio polyxenes

.Drosophila mela. ..

Max Total Query
Score  Score  Cover
v v v
1045 1045 100%
940 940 100%
912 912 100%
580 590 97%
568 568 98%
566 566  92%
537 537 98%
335 335 98%

value
w

0.0
0.0
0.0
0.0
0.0
0.0
0.0

1e-108

Per.
Ident

v

100.00%
87.30%
84 52%
56.07%
54 20%
56.41%
51.60%

37.33%

Acc.
Len
504
504
504
500
498
476
498
506

Accession

Q276641
Q955031.1
061387 .1
Q275021
Q04552 1
Q955036.1
Q277561
P33270.2
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v}

Q95031

Q27756

Q04552

Q95036

Q27902

061387

CPoB6_HELAM

CP6B3_PAPPO

CPoB1_PAPPO

CP6B5_PAPGL

CPbB4_PAPGL

CP6B7_HELAM

Hi Cytochrome P450 6B6, EC 1.14.14.1 CYP6B6

(CYPVIB6)

Cytochrome P450 6B3, EC 1.14.14.1
(CYP6B3v1/CYP6B3v2) (CYPVIB3)

Cytochrome P450 6B1, EC 1.14.14.1
(CYP6B1v1/CYPEB1v2/CYP6B1V3)
(CYPVIB1)

Cytochrome P450 6B5, EC 1.14.14.1
(CYP6B5V1) (CYPVIBS)

Cytochrome P450 6B4, EC 1.14.14.1
(CYP6B4v1/CYP6B4v2) (CYPVIB4)

Cytochrome P450 6B7, EC 1.14.14.1
(CYPVIB?)

CYP6B3

CYP6B1

CYP6B5

CYP6B4

CYP6B7

Helicoverpa armigera
(Cotton bollworm)
(Heliothis armigera)
Papilio polyxenes
(Black swallowtail
butterfly)

Papilio polyxenes
(Black swallowtail
butterfly)

Papilio glaucus (Eastern
tiger swallowtail
butterfly) (Pterourus
glaucus)

Papilio glaucus (Eastern
tiger swallowtail
butterfly) (Pterourus
glaucus)

Helicoverpa armigera
(Cotton bollworm)
(Heliothis armigera)

498

498

476

500

504
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FIAIGIEERWERGE X ER; &£ HBootstrap A\,
Bootstrap valuei® E 500, HSHBENE. R
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FRNEES T EZERIETUni Prot BITHBEERE LR I 4 B iE L AT 534 -

Cytochrome P450 6B25 %k 5+ 455 TE Ak
M K PASO N SAR, AL LB Sep

an arganic molecule o] reduced [NADPH—hemoprotein reductase] an alcohol H™ Hz0 oxidized [NADPH—hemoprotein reductase]

H )t OH +
S0 S
SCLE T e

RYEUniProt V40 & A Re, Mgt Ay
Cytochrome P450 6B2 3= L5347 11 PN Jiz o 471
FEANORLAR 5L L
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7£ PDB P i H 3% 55 Cytochrome P450 6B2EY#4H
3R, FEIEFAFASWISS-MODELYi%E H R
HIT T &\, MTERR:

Q27664 Homology Model

monomer; 22-500 ------

Template: 5veu.3.A "Human Cytochrome P450 3A5
(CYP3A5)" P20815

SMTL Version: 2020-07-29
Seq Ildentity: 32.97%
Seq Similarity: 0.38

Coordinates: &+

Model Quality Estimate v
B Wl
I o
acom T T 0 108
sc-lvation- : : : : I- 0.80
torsion -: : : : --3.70
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N4 [E Fr7~Cytochrome P450 6B21E451{i =
%5%9&)% ?—gﬁé’ i?dl‘_L:'{—:'_\y‘j_H—%Eéo Metal binding 451 Iron (heme axial ligand) & By similarity

7ESWISS-MODLE 5 %} Cytochrome P450 6B2EAPDBI 14, 7E
Swiss—PdbViewer FITH, ®WE—ESHE, W TEMK:

‘ ne :

Sites

ZEBEFH2/MGHE, EhAGH
19224 a 8R5E, 81 P IrE; BLH
WAE211 a #8hE, 111 B HE;
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FIAPhyre23t ZEASMWFHITRM, AT
PR

Model (left) based on template c5t6gA

PDB header:oxidoreductase

Chain: A: PDB Molecule:cytochrome p450 4b1;

PDBTitle: structure of cytochrome p450 4b1 (cyp4b1) complexed
with octane: an n-2 alkane and fatty acid omega-hydroxylase with a
covalently bound heme

Confidence and coverage
Confidence: 100.0% Coverage:

469 residues ( 93% of your sequence) have been modelled with
100.0% confidence by the single highest scoring template.

Interactive 3D view in JSmol

For other options to view your downloaded structure offline see the
FAQ

Image coloured by rainbow N — C terminus
Model dimensions (A): X:69.634 Y:62.166 Z:56.609
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FIFSwiss—PdbViewer 1% & B N &5 49131 T
ﬁaﬁy yu-FFﬁ'ﬁ‘:

‘ Fe&fi 5L &
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Thanks for your listening!
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