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Plectasin/ %44

UniProtKB - Q33106 (PLECT_PSENR)

D|Sp|ay %, BLAST 5)Format 1 Add to basket @ History “®reedback D Help video B Other tutorials and videos

Protein | Plectasin

Publications
Gene DEF

Feature viewer Organism Pseudoplectania nigrefla (Ebony cup)
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NZ21142 % Plectasin 59,
13, 14f=EE Asp, Met,
GIlnZR28 NAsn, Leu, Arg.




2. 4y F it
Plectasin /3 %] Bt 5 Al &k o) 45 AU

The Ant |m|crob|a\ Pept|de Databa y

About | Database Saarch | Calculation & Pradlctlan \ Paptlda Design | Statlstlcs |'AIP Facts | Contact
| AP Timeline | Nomenclature | Classification | 3D Structure | Ny Tools| Seq Download| FAQs | APD News|
Glossary | Links | Opportunities| Conference| AIP News

APD#E#aZE (http://aps.unmc.edu/AP/main.php)
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http://aps.unmc.edu/AP/main.php

APD ID: AP00549

Name/Class: Plectasin (fungi. fungal defensin; UCSS1a; 38=S, fungii; BBW; Derivatives: NZ2114)
Source; Pseudoplectania nigrella

Sequence: GFGCNGPWDEDDMQCHNHCKSIKGYKGGYCAKGGFVCKCY
Length: 40

Net charge: 1

Hydrophobic residue%o: 32%

Boman Index: 1.4 kecal/mol

3D Structure; Combine Helix and Beta structure

Method: NMR

SwissProt ID: PDB ID: 1ZFU Go to PDB

Activity: anti-Gram+, antiviral, antifungal,

Plectasin : GFGCNGPWDEDDMQCHNHCKSIKGYKGGYCAKGGFVCKCY
Tick (1) : GYGCPFNQYQCHSHCSGIRGYKGGYCKGTFKQTCKCY
Mussel (#:) : GFGCPNNYACHQHCKSIRGYCGGYCAGWPRLRCTCY
Dragonfly (if#t) : GFGCPLDQMQCHRHCQTITGRSGGYCSGPLKLTCTCY
Scorpion (#5¥) : GFGCPFNQGACHRHCRSIRRRGGYCAGLFKQTCTCY



Species/Abl Group Name | *  * * * % % % x| x %

1. Plectasin BF ICIIPIIIIIMICHIHCKI{KIYKIIYCAKI—IFUCKCY

2. Tick BYBcPF----Na@v@cHEgHCcEE REYKEEYCKETFKA@TCKCY

3. Mussel EBFECP----- NNYACHRBHCKE IREYCEEBYCABWPRLRCCY

4. Dragonfly BFEcPL----D@m@cHRHCET I TEREEEYcCEEPLKLTCRCY
¢

5. Scorpion FECPF----NE@EACHRHCREIR-RREBYCABLFKRFCTCY
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# 1: Plecta=sin

# 2 Tiel

# Matrizxz: EEBLOSTMGEZ

# Gap_ penaltsy: 10.0

# Extend penalts: O.5
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# Length: 4=

# Tdentity: Za,42 (5T, 18]

# Similarity: I0S4z Tl 4]

# Gaps=: TS4Z2 (16, T

# Score: 1Z9.5
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R e R A R R R e e A R

Tircl 1 GYHC——PFHO——YOQCHSHCSGTIRGYREHYC—FEGTFEQTCECY 3T
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ProtParam tool

ProtParam (References / Documentation) is a tool which allows the computation of various physical and chemical parameters for a given protein stored in Swiss-Prot or TTEMBL or for a
user entered protein sequence. The computed parameters include the molecular weight, theoretical pl, amino acid composition, atomic composition, extinction coefficient, estimated half-
life, instability index, aliphatic index and grand average of hydropathicity (GRAVY) (Disclaimer).

Please note that you may only fill out one of the following fields at a time.

Enter a Swiss-Prot/TrEMBL accession number (AC) (for example P05§130) or a sequence identifier (ID) (for example KPC1_DROME):

Oryou can paste your own amino acid sequence (in one-lefter code) in the box below:
GFGCNGPYDEDINACHNHCK S TRG TRGG TCAKGGFVCR

| RESET || Compute parameters |

ProtParamn] LA # 85 A L AR 43 F i . 23R4
B PI. HE. VHLREL FEH. MaERE. &
EKMEEFEEL (GRAVY) KB iR RBE:.




MP2244:
GFGCNGPWQEDDVKCHNHCKSIKGYKGGYCAKGGFVCKCY

Number of amino acids: 40

Molecular weight: 4389.01

Theoretical pl: 8.61

Total number of negatively charged residues (Asp + Glu): 3
Total number of positively charged residues (Arg + Lys): 6
The instability index (II) 1s computed to be: 21.69
Aliphatic index: 26.75

Grand average of hydropathicity (GRAVY): -0.647



Plectasin:GFGCNGPWDEDDMQCHNHCKSIKGYKGGYCAKGGFVCKCY
NZ2114: GFGCNGPWNEDDLRCHNHCKSIKGYKGGYCAKGGFVCKCY
MP2244: GFGCNGPWQEDDVKCHNHCKSIKGYKGGYCAKGGFVCKCY

-
E3

Plectasin  4407.99 1 7.77 13.82 19.50  0.82 -0.695

NZ2114 4417.03 3 8.62 25.49  29.25 048 -0.672

MP2244 4389.01 3 8.61 21.69 26.75  0.56 -0.647




J# T helixturnhelix® 44 (http://emboss.bioinformatics.nl/) , %I
Plectasin, NZ2114, MP2244[] 2% &5 K35 4T 9087 o

EMBOSS explorer

helixturnhelix

Identify nucleic acid-binding motifs in protein sequences (read the manual)

Only required fields are visible. (show optional fields)

—Input section

Select an input sequence. Use one of the following three fields:
1. To access a sequence from a database, enter the USA here:

2. To upload a sequence from wour local computer, select it here: | EEMNE  FEEEEHT

3. Tao enter the sequence data mammallwy, twpe here:


http://emboss.bioinformatics.nl/

- 10 - 20 . 30 - 40
GFGCHNGPWDEDDMQCHINHCKSIKGYKGGYCAKGGFVCKCY
helix HHHHHHHHH

: sheet EE EEE
Plectasin = O T he TTTT TT TTTTTTTTTT TTTTT TT
coil G C
. 10 ) 20 ) 30 ) 40
GFGCHNGPWNEDDLRCHNHCK STKGYKGGYCAKGGFVCKCY
helix HHHH
72114 sheest EE EEE
turns TTTT TT TIT TTTTTTTTTTTT TTTTT TT
coil CC C
10 o, 20 = 30 2. 40
GFGCGCNGPWQEDDVECHNACKSIKGYXGGYCAEKXGGEVCEKCY
helix HH HHHHHH
|\/|p2244 sheet EE EEE
turns TTTT ol TT H aad wpl Rgl Rgl Bpl Bal dp dy W K TTTTT ol
coil CcC

BB IR, Plectasin ®RAE NYNZ2114)5, a-1&jE (H)

FEH37.5% M 8116.7%, e s REARERLZL.
MP2244 Hja-88he X TNZ2114# 5 %£33.3%, Cim
A (T ZMfeiEd (C) K, 8T

& BT s W HE 25 14




# it protscale® 4 (http://web.expasy.org/protscale/) FMIPH M,
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ProtScale
ProtScale [Reference / Documentation] allows you to compute and represent the profile produced by any amino acid scale on a selected protein.
Anamino acid scale is defined by a numerical value assigned to each type of amino acid. The most frequently used scales are the hydrophobicity or hydrophilicity scales and the

secondary structure conformafional parameters scales, but many ather scales exist which are based on different chemical and physical properties of the amino acids. This program
provides 57 predefined scales entered from the literature.

Enter a UniProtkB/Swiss-Prot or UniProtKBITTEMBL accession number (AC) (e.g. P05130) or a sequence identifier (ID) (2.9. KPC1_DROME).

]

Oryou can paste your own sequence in the box below:
GFGCHGPYDEDDIGCHNECK S TKG TRGGTCARGGRCHCY



http://web.expasy.org/protscale/

Score

ProtScale output for user_sequence ProtScale output for user_sequence

Hphob. [/ Kyte & Doolittle Hphob. / Kyte & Doolittle
05 } J 05 |
0t : 0t
0.5 | 1 o 057
5
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21k i 1k
15 L | -1.5
2 L
2 L 1
_25 i i 1 1 1 1 1
-2.5 . . . L L L L 5 10 15 20 25 30 35
5 10 15 20 25 30 35 40 Positi
sition
Position

Plectasin N72114

ProtScale output for user_sequence

Hphok. / Kyte & Doolittle

Score
o
w

5 10 15 20 25 30 35 40
Position

MP2244
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# it protscale® 4 (http://web.expasy.org/protscale/) FMIPH M,
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ProtScale
ProtScale [Reference / Documentation) allows you o compute and represent the profile produced by any amino acid scale on a selected protein.
An amino acid scale is defined by a numerical value assigned to each fype of amino acid. The most frequently used scales are the hydrophobicity or hydrophilicity scales and the

secondary structure conformational parameters scales, but many ofher scales exist which are based on different chemical and physical properties of the amino acids. This program
provides 57 predefined scales entered from the literafure.

Enter a UniProtkB/Swiss-Prot or UniProtKB/TIEMBL accession number (AC) (e.g. P0§130) or a sequence identifier (D) (2.9. KPC1_DROME):

]

Oryou can paste your own sequence in the box below:
GFGCHPYDELDICHNECK S TR YKGG TCARGGRVCRCY



http://web.expasy.org/protscale/
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plain sting, or a valid Target-Template Alignment .
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+ Upload Target Sequence Fie.. JNCAEEE Despliew Project

Project T: Untitled Project

Emal. Optional
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