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Fungal Cytochrome P450 Databse

cytochrome P450 Logged in as guest(Guest) [Logout] Create account Sitemap Guide Download

Search P450s in FCPD [ P450 Name v || | [ search]

Total P450s and fungal P450s archived in FCPD z

HNot-furngal P450s Ascomycota
- 16443 (43, 2650 -anaa 40,8730 Guide to
Fungal Pd50s Bazidiomycota P450 Database

ZUMEA (BE, 740 11829 (BL.24%

Oamycota
113 €050

- Zygomycota

1627 47.07%0

Total # of all P450s : 38011 from 300 species (444 datasets) News & Notice

Total # of Fungal/Oomycetes P450s : 21568 from 190 species {329 datasets).

SERVER MAINTEMANCE
[May 1, 2014]

Dear Users, FCPD will

be unavailable from May 10th

-Cyt-uchrume Pa50 00:00 to I'-'Iay 17th 00 :00, KST far

Distribution of P450 Classes 5L (11365 hardware maintenance work.Upon
B-clazs P450 the circumstances, maintenance
Total # of Classes : 16 oA period may be exten...
Hitochondrial P450
2t

Server downtime
E-class P450, group I
oot telogmn [August 25, 2012]
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cypl02Al . cypl02A2, cypl02A3

cypl02Al

< cYP102a1-1protein coding

~a¢~ Reverse strand 3.15kb

cypl02A2

3.19kb Forward strand g

cypD-1 >protein coding

cypl02A3

< cypB-1protein coding

R4 S ETH KE
cypl02A1 1 3.15kb
cypl02A2 1 3.19kb
cypl02A3 1 3.17kb




ZFEHI X (cypl02Al. cypl02A2. cypl02A3)

ClustalW:

cypl02A1 —p sp|P14779|CPXB_BACMB
cypl102A2 —p 5sp|008394 |CYPD_BACSU

cypl102A3

=%k FHTEL-475

—5» 5p|008336 |CYPB_BACSU

sp|P14779|CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336|CYPB_BACSU

sp|P14779|CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779|CPXB_BACMB
sp| 008394 |CYPD_BACSU
sp|008336|CYPB_BACSU

sp|P14779|CPXB_BACMB
sp| 008394 |CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779|CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336|CYPB_BACSU

sp|P14779|CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336|CYPB_BACSU

sp|P14779|CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

—-MTIKEMPQPKTFGELKNLPLLNTDKPVQALMKIADELGEIFKFEAPGRVTRYLSSQRLI
MKETSPIPQPKTFGPLGNLPLIDKDKPTLSLIKLAEEQGPIFQIHTPAGTTIVVSGHELV
MKQASAIPQPKTYGPLKNLPHLEKEQLSQSLWRIADELGPIFRFDFPGVSSVFVSGHNLV

DRECkRRIR K kKRR TILl0 pkOIIkIk ok okRKILL XK, H b S 3+

KEACDESRFDKNLSQALKFVRDFAGDGLFTSWTHEKNWKKAHNILLPSFSQQAMKGYHAM
KEVCDEERFDKSIEGALEKVRAFSGDGLFTSWTHEPNWRKAHNILMPTFSQRAMKDYHEK
AEVCDEKRFDKNLGKGLQKVREFGGDGLFTSWTHEPNWQKAHRILLPSFSQKAMKGYHSM
ETE S T S = = RISk sk skekekskskskskskskskk kR Dokok . skok Dk kekek §skckek  kok

MVDIAVQLVQKWERLNADEHIEVPEDMTRLTLDTIGLCGFNYRFNSFYRDQPHPFITSMV
MVDIAVQLIQKWARLNPNEAVDVPGDMTRLTLDTIGLCGFNYRFNSYYRETPHPFINSMV
MLDIATQLIQKWSRLNPNEEIDVADDMTRLTLDTIGLCGFNYRFNSFYRDSQHPFITSML
kikkkakkikkx kkk Dk DIk skekekekekskekskekkskskokskskkskkkkk D kk D kkokk L kKD

RALDEAMNKLQRANPDDPAYDENKRQFQEDIKVMNDLVDKIIADRKASGEQ-SDDLLTHM
RALDEAMHQMQRLDVQDKLMVRTKRQFRYDIQTMFSLVDSIIAERRANGDQDEKDLLARM
RALKEAMNQSKRLGLQDKMMVKTKLQFQKDIEVMNSLVDRMIAERKANPDENIKDLLSLM
kkk kkkil oIk . Ik ok ockkD ckekDuck Lkskk Tkekikik, ORkkD Ok

LNGKDPETGEPLDDENIRYQIITFLIAGHETTSGLLSFALYFLVKNPHVLQKAAEEAARV
LNVEDPETGEKLDDENIRFQIITFLIAGHETTSGLLSFATYFLLKHPDKLKKAYEEVDRV
LYAKDPVTGETLDDENIRYQIITFLIAGHETTSGLLSFAIYCLLTHPEKLKKAQEEADRV
¥ kk kkk kkokkkk kkokkookkorkkkkkokkokk Rk ok kDL Tk, kIkK Rk, Kk

LVDPVPSYKQVKQLKYVGMVLNEALRLWPTAPAFSLYAKEDTVLGGEYPLEKGDELMVLI
LTDAAPTYKQVLELTYIRMILNESLRLWPTAPAFSLYPKEDTVIGGKFPITTNDRISVLI
LTDDTPEYKQIQQLKYIRMVLNETLRLYPTAPAFSLYAKEDTVLGGEYPISKGQPVTVLI
*uox ok kkkl TRk kDokk ok Diokkkkokkokk Rokkkok DRk TRD L. 0 1 kkk

PQLHRDKTIWGDDVEEFRPERFENPSAIPQHAFKPFGNGQRACIGQQFALHEATLVLGMM
PQLHRDRDAWGKDAEEFRPERFEHQDQVPHHAYKPFGNGQRACIGMQFALHEATLVLGMI
PKLHRDQNAWGPDAEDFRPERFEDPSSIPHHAYKPFGNGQRACIGMQFALQEATMVLGLYV
kikkkks Rk ok, ok DkkkRkok, Tk 3Rk okokkRookoRoRokk Rokokok §koRoK § kK |

dok ik 1 Tk ook okl dokIdok Lk 1Ll
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Z 5 X (cypl02Al . cypl02A2. cypl02A3)

ClustalWw:

=% 3#E475-10611

cypl02A1
cypl02A2 —p
cypl02A3 —p

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp| 008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp 008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp 008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp| 008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

sp|P14779 | CPXB_BACMB
sp|008394 | CYPD_BACSU
sp|008336 | CYPB_BACSU

VRKKAENAHNTPLLVLYGSNMGTAEGTARDLADIAMSKGFAPQVATLDSHAGNLPREGAV
KGASVIGLNNRPLLVLYGSDTGTAEGVARELADTASLHGVRTKTAPLNDRIGKLPKEGAV
KPKETKPKHGTPLLVLFGSNLGTAEGIAGELAAQGRQMGFTAETAPLDDYIGKLPEEGAYV

. 1.ookkokckk Dokl skokkokk ko Ixkk *, Tuk kDL kDudok,okokokk

LIVTASYNGHPPDNAKQFVDWLDQASADEVKGVRYSVFGCGDKNWATTYQKVPAFIDETL
VIVTSSYNGKPPSNAGQFVQWLQEIKPGELEGVHYAVFGCGDHNWASTYQYVPRFIDEQL
VIVTASYNGAPPDNAAGFVEWLKELEEGQLKGVSYAVFGCGNRSWASTYQRIPRLIDDMM
Ddokk DRokokok ok ckk skok Dokok, 1 1kk skiskokokoRk DD Lok Diokok Ik Dokok D

AAKGAENIADRGEADASDDFEGTYEEWREHMWSDVAAYFNLDIE-NSEDNKSTLSLQFVD

AEKGATRFSARGEGDVSGDFEGQLDEWKKSMWADAIKAFGLELNENADKERSTLSLQFVR

KAKGASRLTAIGEGDAADDFESHRESWENRFWKETMDAFDINEIA-QKEDRPSLSITFLS
b b T SN HEE TR - kol e il DEKRD KD

SAADMPLAKMHGAFSTNVVASKELQQPGSARSTRHLEIELPKEASYQEGDHLGVIPRNYE
GLGESPLARSYEASHASIAENRELQSADSDRSTRHIEIALPPDVEYQEGDHLGVLPKNSQ
EATETPVAKAYGAFEGIVLENRELQTAASTRSTRHIELEIPAGKTYKEGDHIGILPKNSR

HEE S HEEHEE 3 : Rk kokekkkk kD Ik kikkskk ikl ikik

GIVNRVTARFGLDASQQIRLEAEEEKLAHLPLAKTVSVEELLQ-YVELQDPVTRTQLRAM
TNVSRILHRFGLKGTDQVTLSASGRSAGHLPLGRPVSLHDLLSYSVEVQEAATRAQIREL
ELVQRVLSRFGLQSNHVIKVSGS—AHMAHLPMDRPIKVVDLLSSYVELQEPASRLQLREL

Kaki  RKEKKaaaw 1 e R s HEHEHIHEHE S TR = - - B -

AAKTVCPPHKVELEALL-EKQAYKEQVLAKRLTMLELLEKYPACEMKFSEFIALLPSIRP
ASFTVCPPHRRELEEL-SAEGVYQEQILKKRISMLDLLEKYEACDMPFERFLELLRPLKP
ASYTVCPPHQKELEQLVSDDGIYKEQVLAKRLTMLDFLEDYPACEMPFERFLALLPSLKP
k1okdekkokk] kkk 3k . Kidek ik Rk Ddek] ¥k ok kKkIkR k. oKD kK DIk

RYYSISSSPRVDEKQASITVSVVSGEAWSGYGEYKGIASNYLAELQEGDTITCFISTPQS
RYYSISSSPRVNPRQASITVGVVRGPAWSGRGEYRGVASNDLAERQAGDDVVMFIRTPES
RYYSISSSPKVHANIVSMTVGVVKASAWSGRGEYRGVASNYLAELNTGDAAACFIRTPQS
kkkkkokkok ik, . G kIkkokk L kkkk okkklkIbkk kkk o kok Rk Rk ik

EFTLPKDPETPLIMVGPGTGVAPFRGFVQARKQLKEQGQSLGEAHLYFGCRSPHEDYLYQ
RFQLPKDPETPIIMVGPGTGVAPFRGFLQARDVLKREGKTLGEAHLYFGCRN-DRDFIYR
GFQMFNDPETPMIMVGPGTGIAPFRGFIQARSVLKKEGSTLGEALLYFGCRRPDHDDLYR

EELENAQSEGIITLHTAFSRMPNQPKTYVQHVMEQDGKKLIELLDQGAHFYICGDGSQMA
DELERFEKDGIVTVHTAFSRKEGMPKTYVQHLMADQADTLISILDRGGRLYVCGDGSKMA
EELDOAEQDGLVTIRRCYSRVENEPKGYVQHLLKODTQKLMTLIEKGAHIYVCGDGSQMA
kki. 1kik: LRk L kR skokkk ] HHEE 13k Ddokokokok 1 kok

PAVEATLMKSYADVHQVSEADARLWLQQLEEKGRYAKDVWAG— 1049
PDVEAALQKAYQAVHGTGEQEAQNWLRHLQDTGMYAKDVWAGI 1061
PDVERTLRLAYEAEKAASQEESAVWLOKLQDORRYVKDVWTGM 1054
k okk Ik Ik HEEHHE. St k. okskokok 1ok
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FH LT (cypl02Al . cypl02A2. cypl02A3)

Poly dotplot of /var/lib/emboss—explorer/output/445642/...

Thu 13 Jan 2022 14:40:38
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AA Alc clH|1|k|]LIM|I[N|P|OQ|R|Ss|T|V] | wW]|Y
SwissProt* | o 1 29 | 15 6923|5959 97 | 2441|249 4 |54|69|54|67]|11] 3
cypl02A1 1 o) 1 92 [ 09 6 |27142]67| 98 |27]34|53|52|42|56|49]|58]11]323
cypl02A2 | % | 7.9 | 0.7 711315153 95 2128|5247 |66|55|54|58|11]| 5
cypl02A3 | % |79 | 1 66 235267 10 |28| 3 | 54|49|55]|58|53|52](11/33
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sp|Q81BF4/C102 BACCR
{r/AOAB79GZES|A0ABTIGZES 9BACH
sp|008394|CYPD BACSU
sp|P14779|CPXB BACMB
sp|008336|CYPB BACSU
sp|P43506|BM3R1 BACME
sp|P00259|PUTX PSEPU
sp|P09347|FDEH PSEPU
sp|P00183|CPXA PSEPU
5p|Q59723|CPXO PSEPU
sp|QOB0BI|CPXIM BACME
sp|P14762|CPXI BACMB
sp|Q4WMBTINCPR ASPFU
sp|P16640[CAMA PSEPU
sp|Q4WAZB|FMAG ASPFU
sp|/A4DIR2|PYR3 ASPFU
sp|Q4WZB5|EASM ASPFU
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Name p-value Motif Locations

sp|P14779|CPXB_BACMB 0.00e+0 — [ N Y A B
sp|008336|CYPB_BACSU 0.00e+0 — [N I I B
sp|008394|CYPD_BACSU 0.00e+0 — [ [ N
sp|Q81BF4|C102_BACCR 0.00e+0 — [ 1 N
tr/ADA679GZ68|AOABTIGZ68_O9BACI  0.00e+0 — [ I — I . T

Motif Symbol Motif Consensus

1. I FTSWTHEPNWEKAHNILMPTFSQRAMKDYHAMMVDIAVQLVQKWARLNPNENVDVPEDMTRLTLDTI GLCGFNYRENSFY
2. [ | NIRFQIITFLIAGHETTSGLLSFAIYFLLKNPDELKKAYEEVDRVLTDEPTPTYKQVMELKY IRMI LNESLRLWEPTAPAFS
3. [ ] VLIPQLHRDKDAWGDDVEEFRPERFEEPDKVPHHAYKPFGNGORACIGMOFALHEATLVLGMILKHFELT DHONYELDIK
4 I GEYRGVASNYLAERHNGDEIICFIRTPQSNFZLPKDPETEIIMVGPGTGIAPFRGFLOARRVLEQEGKTLGRAHLYFGCR
5. [ | BDRIGSLPKEGAVLIVTSSYNGKPPSNAGOFVOWLEELKPDELKGVQYAVFGCGDHNWASTYQRI PRFIDEQMAQKGATR
6. ] HPKTYVQHLIKQDRIKLISLLDNGAHLYICGDGSKMAPDVEDTLCKAYQEIHEVSEQEARNWLORLODEGRYAKDVW
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Motif 2
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Motif 3
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Name p-value Motif Locations

sp|P14779|CPXB_BACMB 000e+0 — DN [ ][ ] |




P450 BM3ZR A AR EHL R

5T% isolated vield
8514 dr

é {.’_ZII {
! VTBAIFBTG TS,
1 —_— A
! B3% conv, 4 Q
E 2a-b" 3
~ : {2a): 45% isolated yield
\ " ‘ (2b); 21% isclated yield
YNy ?é'kg:,v i 59:41 dr
‘ * ,H «q )} 5
P450 BM3wariants VTEAFBTA
: -
b diol NADPH NADP* i 459
B-cembrenedio 5 1 31% isolated yield 8% isolated yield
: 80:20 dr = 891 dr
FBTAI2E3L
I e
92% conv.

ACS Catal 2015,51772-80 .



I Phyre* 54 R AL R

H Alignment Coverage 3D Model Template Information

Fold: Cytochrome P450

PhTh2 :
v Run Investigator

Superfamily: Cytochrome P450
" Family: Cytochrome P450
g 9l —_— PDB entry: PDBe RCSB PDBj
O]  Alignment |
Residue: LEU 76 Residue: VAL 79 Residue: PHE 88
Sequence profile i | Mutations [J Sequence profile § | Mutations O Sequence profile [ Mutations [J

ARNDCQEGHILKMFPSTWYY ARMDCQEGHILKMFPSTWYWY

LAl

ARNDCQEGHILKMFPSTWYV ARNDCQEGHILKMFPSTWYV ARNDCQEGHILKMFPSTWYY ARNDCQEGHILKMFPSTWYW

Residue: ILE 264

Sequence profile O Mutations [

Ll

ARNDCQEGHILKMFRSTWYY ARNDCQEGHILEMFPSTWYY
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Catalytic sites Pocket detection

278-270 ETT 59 62 63 65 68 69 70 71 72 73 76 87 88 90 91 92 97 101
394F 108 113 116 154 157 158 178 179 182 183 189 234 258
401C 261 262 263 264 265 266 267 268 269 270 329 330 331
410E 332 333 334 355 356 358 361 392 393 394 395 396 398

399 400 401 402 403 406 407 437 438 439 9



Tools Favorites Help

General Controls
Viewing Controls
Depiction

Structure Analysis
Structure Comparison
Seguence
Surface/Binding Analysis
Structure Editing
Amber

MD/Ensemble Analysis
Higher-Order Structure
Volume Data

Demos

Movement

Utilities

Additional Tools

MAY - chain A: bifun...
MAY - chain A: bifun...

v T v vy v w v

v T v vy v w v

Chimera fE7~ P450 BM35Z: A R 25 74 By B0 A

AddH

fdd Charge

Dock Prep
FDBZ2PQR
Rotamers

Adjust Torsions
Build Structure
Model/Refine Loops
Movement Mouse Mode
Minimize Structure
Add Tons

Sohate

Write DMS

Change Chain IDs
Renumber Residues
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