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BERE: KF294753.1, B-BHiRERFFISESRST, HORFHEREIE66IZER: (GenBank:
AGWS83444.1) , EHRMISFELI7.12kDa, FH(pl) /98.23, FFIFH{REE 7 BEIB-FHHZRIN
METEWRESTRE, HENRTRE =X, N EEaT aEs,
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A ASFPYSCPSL By CREVCLPTELFFEPLECEERFLCCVEHFL .
L ASFPYSCPSLEEVCERVCLPTELFFGPLACBEGFLOCVEHFL _

User-provided sequence:
A ASFPYSCPSLEEYVCREVCLPTELFFOPLACBEGFLCCVEHFL S
AASFPFSCPTLEEVCREVCLPTENFFOPLACEBEGFLOCVEHFL  womivis umiiiss Qeusrins CLsLsoictt SCLpTeLree PLoceicaLe

Bird Eleginopsmaclovinus K7N5M6 146 AA D |
ocumentation / Reference]

Mackerel icefish Champsocephalus 093541 331AA

. Number of amino acids: 66

gunnatri Theoretical pI: 8 23

. Molecular weight: 7124. 65
Frog Xenopus laevis 042601 373AA
Homo Homo sapiens Q9Y2B1 443 AA
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MFCYEREVVYVYL ALLVYYLLLNKYALAQ NEOSLALSFPWSCLSLSGVYCREVCLPTELTFFGPLGCGEGSLOCCTVSHETL

+ Domains

Defensin_beta 2
Defensin_beta_2

v Coiled-Cails, Signal Peptides And Transmembrane Regions

Signal Peptide
SignalP-TM

SignalP-noTM

signal peptide H-region .
Signal pept...
Non cytoplasmic domain
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Sequence length : 66
SOPMA
Alpha helix (Hn) : 27 1= 40, 91%
210 helix (Ge) : 0is  0.00%
Pi helix (11i) : 0i= 0.00%
Beta bridge (Bb) : 0is  0.00%
Extended strand (Ee) : 2is 12.12%
Beta turn (Te) : 0is  0.00%
Bend region (c=) 0iz  0.00%
Random coil (0:) o 311is 46,97%
bmbiguous states (9) 0is  0.00%
Other states . 0is 0,00%
10 20 30 40 50 60
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Parameters :
Yindow width R
Similarity threshold : 8
Number of states : 3
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BLAST: FFhRE

Enter Query Sequence

BLASTP programs search protein databases using a protein query. more...

Enter accession nhumber(s), gi(s), or FASTA sequence(s) 9 Clear Query subrangee
>AGW83444.1 beta-defensin 1 [Oreochromis niloticus] a F
MFCYRVVVLALLVVLLLNVAQNEAASFPWSCLSLSGVCRKVCLPTELFFGPL . [RelLL | |
GCGKGSLCCVSHFL v
% To | |
ehpUllens e BREX | Rt 2]
Job Title | |
Enter a descriptive title for your BLAST search 9
D Align two or more sequences (2]
Choose Search Set
Database | Non-redundant protein sequences (nr) v |@
Organism
opgonm | bony fishes (taxid:7898) |D exclude
Enter organism common name, binamial, or tax id. Only 20 top taxa will be shown. e
Exclude D Models (XM/XP) D Non-redundant RefSeq proteins (WP) C] Uncultured/environmental sample sequences
Optional .
®
5":_"’2' Query | |Yuu Create custom database
ptiona
Enter an Entrez query to limit search (2]
Program Selection .
Algorithm (O Quick BLASTP (Accelerated protein-protein BLAST)

@ blastp (protein-protein BLAST)

O PSI-BLAST (Position-Specific lterated BLAST)

O PHI-BLAST (Pattern Hit Initiated BLAST)

O DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algorithm 9




BLAST: FFhRE

General Parameters

03

sequences Select the maximum number of aligned sequences to display 9

Short queries Automatically adjust parameters for short input sequences 9
Expect threshold | 0.05 ‘ (2]

Word size (2

Max matches in a | 0 ‘9

query range

Scoring Parameters

Matrix | BLOSUM6E2 v | @

Gap Costs | Existence: 11 Extension: 1 v | @

Co_mpositional | Conditional compositional score matrix adjustment v |9

adjustments .

Filters and Masking
Filter D Low complexity regions 9

Mask D Mask for lookup table only 9 .

D Mask lower case letters 9

BLAST ‘ Search database nr using Blastp (protein-protein BLAST) ®
J

Show results in a new window




BLASTZEER

Sequences producing significant alignments Download ¥ Selectcolumns ~ Show | 100V | @
select all 100 sequences selected GenPept Graphics Distance tree of results  Multiple alignment MSA Viewer
D ot Scientific N Max Total Query E Per. Acc.
escription clentric Name A
'p = Score Score Cover value Ident Len Accession
v v v v v b 4

beta-defensin 1 [Oreochromis niloticus] Oreochromis niloti... 130 130 100% 3e-39 100.00% 66 AGWS83444.1

beta-defensin-like 1 [Periophthalmus magnuspinnatus] Periophthalmus m... 108 108 100% 3e-30 77.27% 86 XP 055082313.1

unnamed protein product [Knipowitschia caucasica] Knipowitschia cau... 106 106 100% 8e-30 80.30% 66 CAL9685689.1

beta-defensin 1 [Solea senegalensis] Solea senegalensis 105 105 100% 2e-29 84.85% 65 KAG/7515141.1

TPA: defensin-like protein 1 [Tetraodon nigroviridis] Tetraodon nigrovir... 103 103 100% 1e-28 80.30% 64 CAJ57644.1

defensin, beta-like 1 [Fundulus heteroclitus] Fundulus heterocli... 101 101 100% 5e-27 78.79% 109 XP 035999134.1

hypothetical protein EPR50 G00136570 [Xyrichtys novacula] Xyrichtys novacula 974 974 100% 4e-26 84.85% 66 CAJ1064151.1

unnamed protein product [Pleuronectes platessa] Pleuronectes plat... 96.7 96.7 100% 7e-26 84.85% 66 CAB1422041.1

hypothetical protein PBY51 003235 [Eleginops maclovinus] Eleginops maclovi... 96.7 96.7 100% 9e-26 86.36% 66 KAK5859148.1 .

hypothetical protein NQZ68 030868 [Dissostichus eleginoides] Dissostichus elegi... 974 974 100% 2e-25 84.85% 117 KAI9527416.1

beta-defensin-like 1 [Pseudochaenichthys georgianus] Pseudochaenicht... 96.7 96.7 100% 2e-25 84.85% 90 XP 033954366.1

hypothetical protein D9C73 018011 [Collichthys lucidus] Collichthys lucidus 955 955 100% 2e-25 87.88% 66 TKS83898.1 .

hypothetical protein CesoFtcFv8 016511 [Champsocephalus esox] Champsocephalu... 955 955 100% 2e-25 84.85% 66 KAK5887959.1

defensin, beta-like 1 [Lates japonicus] Lates japonicus 947 947 100% 4de-25 9242% 66 GLD46938.1

uncharacterized protein V6R79_008273 [Siganus canaliculatus] Siganus canalicul... 94.0 94.0 100% 1e-24 84.85% 66 KAM3601135.1

beta-defensin-like 1 [Salvelinus sp. IW2-2015] Salvelinus sp. IW... 93.6 93.6 100% 1e-24 80.30% 66 XP_070289783.1

mssssssssssssss




HAEER DT
1. beta-defensin FEZXEFSEIRT
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Hian, S&i8E5 (Oreochromis niloticus) FEZEITAVHIFR (X0 Lates japonicus, 92.42%) tHILUESE
5, TOEOTIRR (20 Periophthalmus magnuspinnatus, 77.27%) HEBEERIE, BARARETE.
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