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BLAST: Basic Local Alignment Search Tool
hitps://blast.ncbi.nim.nih.gov «

Rt 202351H9H - The Basic Local Alignment Search Tool (BLAST) finds regions of local
similarity between sequences. The program compares nucleotide or protein sequences o ...

Blast Saved Strategies
The Basic Local Alignment Search Tool clicking the 'Saved € PRANUO CIOLEM DLADA
(BLAST) finds regions of local similarity ... the fop of a BLAST ¢ I Gl m Bt L i

- BLASTP programs search protein databases using a protein
Protein BLAST | Help ERior U0y Sodisnts
PSI-BLAST allows the user to build a PSSM Welcome to BLAST
(position-specific scoring matrix) using ... Quick start guide. Gt Enter accession number(s), gi(s), or FASTA sequence(s) @ Glear Query subrange @

From [ ]
Home NCBI Homep. SEBFES o
The Basic Local Alignment Search Tool The .gov means it's | N To I:I

(BLAST) finds regions of local similarity ... government website:
Or, upload file /m SR (%)
Recent Results PubMed Sobs e
This page provides links to your unexpired PubMed® comprises ‘ |
BLAST jobs. Enter a BLAST RID in the .. citations for biomedil Enter a descriptive titie for your BLAST search @

[] Align two or more sequences @

RefSeq Select proteins (refseq_select) |
Reference proteins (refseq_protein) {

Choose Search Se

Try experimental clustered nr

Databases @® Model Organisms (landmark) jatabases
UniProtKB/Swiss-Prot(swissprot) For more info see What is clustered nr
Patented protein sequences(pataa)

Compasa L Protein Data Bank proteins(pdb) e

Metagenomic proteins(env_nr)
Standard Transcriptome Shotgun Assembly proteins (tsa_nr)

3 N,
Database | Non-redundant protein sequences (nr) v |@® ﬁ*& E I%E
Organism y A
opion | i% 10 exclude

Enter organism common name, binomial, or tax id Only 20 top taxa will be shown e

Exclude (] Models (XMIXP) (] Non-redundant RefSeq proteins (WP) (] Uncultured/environmental sample sequences
Optional
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UniProt

https://www.uniprot.org

®m 202352H8H - At UniProt we are very interested in engaging with the machine learning
community. Metrics, metrics, metrics: Measuring the Impact of UniProt. UniProt is brought ...

Align SPARQL
Align - UniProt About. This SPARQL endpoint contains all
UniProt data. It is free to access and ...

BLAST Tools Dashbo: BLAST

BLAST - UniProt Cite UniProt: About & Find a protein sequence to run BLAST sequence similarity search by UniProt ID (e.g. PO5067 or A4_ HUMAN or UPI0000000001).

manual; Technical cot Q

Peptide search Tp53 in UniPr¢®
Find UniProt entries through par’[s of their Tp53 in UniProtKB - | Enter one or more sequences (20 max). You may also load from a text file.

peptide sequences, each more than two ...

ID mappin
ID mapp‘rr?g? Un?:’rot ﬁgﬁﬁﬁu

Target database Restrict by taxonomy

UniProtKB reference proteomes + Swiss-Prot Y Q

Name your BLAST job

v Advanced parameters

Sequence type Program E-Threshold Matrix Filter
Protein ¥ blastp ¥ 10 ¥ Auto - BLOSUM62 ¥ None Y.
Gapped Hits HSPs per hit

yes v 250 v All v
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Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ™ Select columns ~  Show e
select all 100 sequences selected GenPept Graphics Distance tree of results  Multiple alignment MSA Viewer
Description Scientific Name SMEX Toni | Guery & ol s ATe—saon
- - core Score Cover wvalue Ident | Len
- - - - - -

. protein ETHYL ENE INSENSITIVE 3 isoform X1 [Cucumis sativus] Cucumis sativus 1320 1320 100% 00 100.00% 630 XP_0041441092
protein ETHYLENE INSENSITIVE 3 [Cucumis sativus] Cucumis sativus 1307 1307 100% 00 9890% 635 NP_001295791.1
protein ETHY| ENE INSENSITIVE 3 isoform X1 [Cucumis melo] Cucumis melo 1281 1281 100% 00 97.30% 626 XP_0084510932
protein ETHY1 ENE INSENSITIVE 3 [Cucumis melo var makuwa] Cucumis melo var makuwa 1278 1278 100% 00 97 14% 626 KAAD055660 1
protein ETHYLENE INSENSITIVE 3 [Benincasa hispida] Benincasa hispida 1179 1179 100% 0.0 94.44% 626 XP_038878611.1
protein ETHYLENE INSENSITIVE 3 [Cucumis melo] Cucumis melo 1160 1160 97% 0.0 94.13% 693 NP _001315385.1

Entry Name Protein Names Gene Names Organism

pleo ) 3350

O AOAOAOLXB4 AQOAQAOLXB4_CUCSA EIN3-like protein Csa_1G601520 Cucumis
sativus AA
(Cucumber)
[ I3VKD3 I3VKD3_CUCSA Ethylene-insensitive 3 Cucumis 635 78.7% S
sativus AA
(Cucumber)
: N 97.3%
[J AOA5D3CEG1 AOA5SD3CEG1_CUCME  Protein ETHYLENE E5676_scaffold16G00310  Cucumismelo 626
INSENSITIVE 3 var. makuwa AA
[ AOAS5A7UKJ9 AOQASA7UKJ9 CUCME  Protein ETHYLENE E6C27_scaffold181G00280 Cucumismelo 626
INSENSITIVE 3 var. makuwa AA
3276
J AO0A1S3BQ52 AOA1S3BQ52_CUCME  protein ETHYLENE LOC103492471 Cucumismelo 625 Hﬂ

INCTRICITIT 2 LLY IEPR PERON PN | AR




BLAST

|Function

Names & Taxonomy

Subcellular Location

Phenotypes & Variants

PTM/Processing

Expression

Interaction

Structure

Family & Domains

Sequence

Similar Proteins

BN MI.AH ARSI Lol

Protein’ | EIN3-like protein
Status® UniProtKB unreviewed (TrEMBL)
Organism* S N SN

Entry Feature viewer Publications External links History

BLAST . Download ~ & Add Addapublication Entryfeedback

Function’
GO annotations!

Slimming set:

plant ¥

\’>
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Amino acids | 630

Protein existence’ | Inferred from homology

.

Annotationscore! | 13
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ExPASYy - ProtParam tool

BEMIORPNEE, Ead SHFEE

ProtParam tool ProtParam(References/Documentation) is a tool which allows the computation of
various physical and chemical parameters for a given protein stored i...

web expasy.org/protparam/

Humber of amino acids: 630
Holecular weight: 71859, 94

Theoretical pI: £.51

Amino acid composition: CSV format

Ala (A) 27 4, 3%

srg (R} 32 B 1%

Asn (M) 42 B, T

Asp (D) 50 T. 9%

Cys (2010 1. 6%

Gln (Q) 34 B, 4%

Glu (E) 39 B, 2%

Eiz EE; ?g 2'2: Extinction coefficients:

Ile (I} 28 4, 4% o

Leu (L) 48 7. 6% FExtinction coefficients are in units of N - cm -, at 280 nm measured in water.
Lys (E) 41 B, B%

et (0 26 4. 1% Ext. coefficient T7a75

Phe (F) 27 A 2% Abs 0.1% (=1 g/1)  1.085, assuming all pairs of Cys residues form cystines
Fro (P} 48 T. 3%

Ser [5) 48 7. 6%

Thr (T) 27 A 2% Ext. coefficient 77350

Trp (0 10 1. &% Abs 00 1% (=1 g/1) 1. 076, assuming all Cys residues are reduced
Tyr () 15 2. 4%

Val (V) 30 4, 2%

Pyl (0} n 0. 0%

Sec (11 o 0. 0%
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: TMHMM posterior probabilities for WEBSEQUEMCE = 1@ EE Lll'%
TMHMM - 2.0 - Services - DTU Health Tech 1.2 . . . . . . .
TMHMM - 2.0 Prediction of transmembrane helices in proteins NOTE: TMHMM-2.0 is 1 i
maore recent and better transmembrane predictor, DeepTMHMM, has been rele. ..
0.8
services healthtech dtu dk/ser. .. £
2 o8| ‘
* o4l
SR ’l |
ngdPSOP d ction (euk): 1:MYRMQLLSCIALSLALVTNS

SP(Sec/SPI) =—
w4 J=1
OTHER

SignalP-5.0 - redirect - DTU

www.cbs.dtu.dk/services/SignalP
R 2021E9H22H - New home of SignalP-5.0 is:
https://services.healthtech.dtu.dk/service.php?SignalP-5.0 g

NethGlyc 1.0: predicted N-glycosylation sites in Sequence

Threshold
Potential
& NetNGlyc-1.0 - redirect - DTU :
www.cbs.dtu.dk/services/NetNGlyc Q 0.75
R 2021598220 - N-glycosylation site prediction in human proti & o.s
networks that examine the sequence context of Asn-Xaa-Ser/Thr sec 32 0.25
’ o 50 100 150 200 250

Seguence position
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ERNTRTEE, Bad SiFn

Current Phyre2 server load =101%(expect slow processing) E-mail Addr
— ess Optional Job description Amine Acid Sequence Or try the sequence
] \/ ' :j finder Modelling ModeNomalintensiveTest Plea. .

www.sbg bio.ic.ac uk/~phyre2/h...

A 1 [ . - 1 L i o Soapliel G 3 VR E o ST e L RS i . 240
LTVVGSNNRRIGCKSACTAFGKPEYCCTGEHDKPETCPPTRYSKVFSDACPRAYSYAYDD
Secondary o ————— R w— o RARRRRARAR - —
confidence

7 7

Disorder
confidence

LA .

LRGTFVCKGGDYLI RFCP

Secondary

= S5 e I S -
confidence
—7 7 —2717 ?

Disorder

= | T T T O e
confidence

Confidence Key
High(9) Il [ IEI Low (0)
? Disordered ( 22%)
AR Alpha helix { 15%)
=) Beta strand ( 26%)
WA TM helix ( 6%)
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™ Protein Structure Prediction Server (PSIPRED) - 3D ... = B £ ¥

bioinf.cs.ucl.ac.uk/psipred
kra 3D protein structure prediction from amino acid sequence. Includes MEMSAT for ...

Help & Tutorials Introduction
Help & Tutorials - Protein Structure Introduction - Protein Structure Prediction
Prediction Server (PSIPRED) Server (PSIPRED)
10 20 40 50

1T MMMMF NEMGF CDDMDFLSASITEGDAVAPPTDPEVVVEDDYSDETEI DMDE 50
5 LERRMWRDKMRLKRLKEQSKVKEGIDIVKQRQSQDQARRKKMSRAHDGI L 10
101 K¥MLKIMEVENAQGFVYGI I PEKGKPVTGASDNILREWWKDKYVYRFDRNGPA 150
151 AT/AKYQADNAI PGRNDGCNSI GPTPHTILQ@ELaDpTTL@sLLSALMQ@QHCDPP 200
201 RRFPLEKGVPPPWWPTGVEEWWPAQILGLPKDQGLLPYKEKPHDLKEKAWKVG 250
251 MiLfTAviKHMs P Dlllllllllllllllll MTAKESATWLAII NQEEI LAR 30

301 ELYPDSCPPLSSAGGNGLLVI NDCSEYDVEGAEEEPSFDVQDRKPDNHSS 35

331 F NL G I DRMRDRVSLRQPPYAMKGEVTTNLDFMRKRKPTS.....MDQKIY 400
491 TCEFLQCPYSELRLGFNDRTSRDNHQLTCPYRTSSEFSGSSFHVNEVEKPV 450
41  FprasfFAPPKsSNPPPVSsSsvPrssFEpLsTLeoVPED HEEENEEEERENEEREN a 5
501 GNKNNLNTGNSA..ENQNLPQLKI QPQQDDYFRNQGLMI EGNFFDGSNVS 550
551 S SHQMFTRDEGQFDRFEKPMNTPFENNHHHHNNNNNNNNNNFHLMFSSPFD 600
601 L STFDYKEEVSGVAAI DTLSKAQQDI PLWYH 630
10 20 30 40 50
Strand . Helix Coil I:' Disordered
|:|Disordered, protein binding .Putative Domain Boundary .Membrane Interaction .Transmembrane Helix

- Extracellular . Re-entrant Helix Cytoplasmic Signal Peptide
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http://smart.embl.de/

B e R P _.‘ﬁ_.lnh‘l--.-_ R

" Interpro Classification of pg‘o‘[e[n families http//WWW€b|aCUk/|nterprO/5ea rCh/Sequence/

m _ M https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi

View | Concise Results v | &

Conserved domains on [lcl|seqsig MMMMF_7aa87fa235dc8ba3374d198280d9502f]

Local query sequence

Graphical summary [BF iR eR B8] show extra options » L4
B30

1 75 150 225 300 375 450 525

Query seq,
Superfanilies L EING zuperfamily 4

4

| Search for similar domain architectures | & | Refine search | @

List of domain hits

Accession Interval E-value

ssiive 3; Ethylene insensitive 3 EIS) mea faily ” Ia —i I a on in response to the gaseous plant hormone ethylene, and are essential for ethylene-mediated
responses including the triple response, cell growth inhibition, and accelerated senescence.
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Standard Frotein BLAS | E’ 1L ﬂz El'%

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) @ Clear

BLASTP programs search protein databases using a protein

Query subrange @
o —
To

Or, upload file

MRS | ARt @

Job Title |

Enter a descripfive title for your BLAST search Q
D Align two or more sequences 0

Choose Search Set

Try experimental clustered nr

For more info see What is clustered nr

Databases (@ Standard databases (nr etc.): mo Experimental databases
Compare [j Select to compare standard and experimental database (2]
Standard
Database [ Non-redundant protein sequences (nr) v @
Organism Non-redundant protein sequences (nr)
Optional | RefSeq Select proteins (refseq_select)
Reference proteins (refseq_protein)
Exclud Model Organisms (landmark)
H_: ae | UniProtKB/Swiss-Prot(swissprot)
Optional

Patented protein sequences(pataa)

€ D exclude | Add organism

taxa will be shown 0

(WP) (] Uncultured/environmental sample sequences

Protein Data Bank proteins(pdb) |

Metagenomic proteins(env_nr)

Program Selectior Transcriptome Shotgun Assembly proteins (tsa_nr)

PDB: 4ZDS chain A
Sequence identity: 94%

SRS EF 2 A9 = 8] 4514
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AlphaFold Protein Structure Database

™ .
J Search J
L5 A

https://alphafold.ebi.ac.uk/

= 2 SWISS-MODEL

The Center fer Malecular Lite Sc

https://swissmodel.expasy.org/interactive

»
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NATURE METHODS | VOL.5 NO.2 | FEBRUARY 2008 REVIEW |

Protein production and purification

Structural Genomics Consortium!—2, Architecture et Fonction des Macromolécules
Biologiques*, Berkeley Structural Genomics Center®, China Structural Genomics Consortium®?,
Integrated Center for Structure and Function Innovation®, Israel Structural Proteomics Center?,
Joint Center for Structural Genomics'%!!, Midwest Center for Structural Genomics!2, New

York Structural GenomiX Research Center for Structural Genomics'*17, Northeast Structural
Genomics Consortium!®!?, Oxford Protein Production Facility??, Protein Sample Production
Facility, Max Delbriick Center for Molecular Medicine?!, RIKEN Structural Genomics/
Proteomics Initiative?? & SPINE2-Complexes?3:25

L e
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0.6 Soluble clone to purified protein
- TN
- S F 4 w SR JA B =il = V=~

L ~. ~ U NERNE THREA AL EE
E ------ 2
% il “u i Clone to purified protein
aessTTRR .o UHEISGLERES
-g 03[
Uﬁi Purified protein to structure

02

0.1 e 4=EIEag

0 T | | T | | | | |

|
100 200 300 400 500 600 700 800 900 1,000

§§:’ E %ii{_ﬁjzlj] %Z;r%— : Construct length
100-500 M REBM AN RN ES

B [
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