W3.6: 77 F &) EFE LT PSI-BLAST 38 X () DELTA-BLAST %3
ITUI-RER

77 F DR

>6NBW 1|Chain A|Actin, cytoplasmic 1|Homo sapiens (9606)
DDDIAALVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDSYVGDEAQSKRGILTLK
YPIEHGIVTNWDDMEKIWHHTEFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETEFNTPAMYVA
IQAVLSLYASGRTTGIVMDSGDGVTHTVPIYEGYALPHATILRLDLAGRDLTDYLMKILTERGYSFETT
TAEREIVRDIKEKLCYVALDFEQEMATAASSSSLEKSYELPDGQVITIGNERFRCPEALFQPSFEFLGM
ESCGIHETTEFNSIMKCDVDIRKDLYANTVLSGGTTMYPGIADRMOKEITALAPSTMKIKIIAPPERK
YSVWIGGSILASLSTFQOMWISKQEYDESGPSIVHRKCFE

NCBI ® BLAST OH A FixbFHIT %,

https://blast.ncbi.nlm.nih.gov/Blast.cgil

m National Library of Medicine & kshimizu

National Center for Biotechnology Information

BLAST® » blastp suite Home RecentResults Saved Strategies Help

viastn | [ vlestx thlastn thlastx

Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
HALRLDLAGRDLTDYLMKILTERGY SFTTTAEREIVRDIKEKLCY VALDFEQEMATAA A

SSSSLEKSYELS PEALFOPSFL ensucovors  fgbrom [ 1 l\ a) 7 9 9’_ > o) A?
s eSS v E 2 <o

Standard Protein BLAST

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

FQOMWISKQEYDESGPSIVHRKCF 4 o[ ] ’r ~ 0) EE |
V) ¢l
Or uploadfile | (g | 77 (LASERENTVERA. ©
Job Title [T6NBW_1Chain AJActin. 1jHomo sapiens
Enter a descriptive ttle for your BLAST search @

] Align two or more sequences @

Choose Search Set

Databases @ Standard databases (nr etc.): [BRA ) Experimental databases ( Try experimental clustered nr. database Q

For more info see What is clustered nr?

5 Non-redundant protein seq ()
tandard
Database z fein Data Bank proteins(pdt) e RefSeq Select proteins (refseq_select)
Organism A Reference proteins (refseuoteinb .
g J
(oot e o it e el U ) organiems (anima)  DAtabasel 3N Protein Data Bank
er organism common name, binomial, or tax id. Only 20 top taxa WINGG shown A &
Exclude [Z] Models (xM/XP) [_] Non-redundant RefSeq proteins (WP) [_TNqgultured/t UniProlKB/Swiss-Prot(swissPfol)protelnS(pdb)J élg*R
e Patented protein sequences(pataa
Prontin Salsciion 4 Protein Data Bank proteins(pdb)
Algorithm Qastp (protein-protein BLAST) MetagenomiC prote env_nr,
" ST (Position-Specific Iterated BLAST) Transcriptome Shotgun Assembly proteins (tsa_nr)
PHI-BLA! m Hit Initiated BLAST)

" DELTA-BLAST (Dom

Choose a BLAST aigorithm @

anced Lookup Time Accelerated BLAST)

[PSI-BLAST %355

@ Search database pdb using PSI-BLAST (Position-Specific Iterated BLAST)
Show results in a new window


https://blast.ncbi.nlm.nih.gov/Blast.cgi

PSI-BLAST D54 Dk 5

# EMBL-EBI S Research Training Industry ~ Aboutus — Q EMBL-EBI Hinxton ~

Clustal Omega

Input form | Web services Help & Documentation Bioinformatics Tools FAQ ® Feedback | =<¢Share

Tools = Multiple Sequence Alignment = Clustal Omega

Results for job clustalo-E20211015-083905-0229-79202906-p2m
Result Summary ' Guide Tree Phylogenetic Tree | Results Viewers  Submission Details

Download Alignment File ' Show Colors

CLUSTAL ©{1.2.4) multiple seguence aligament

858 |TPIS 56
P48494|TPL 7
P12863|TPL 7
P29€13|TPL PAIYLMYARNLL-P 55
P00940| TP GELTHTLNGI PSIYLDFARQKT.- 56
PE0174|TPL LGELIGTLNAAI APPTAYIDFARQ 57
P17751|TRI: LICTLNAANVE] APPTAYIDFARQKL-D 57

. LS I
POABSS | TPIS, SAAMLEDIGAQYITIGHSERRTYHKESDELIAKKFAVL 116
P428494|TPI LSTPWVIL L 117
P12863|TPI QEFHVARQNCW AEM] 'WVILGHSERRALLGESNEFV L 117
P29613|TPI CELGLAGQNA SERRATFGESDALIAEKAEHA 115
P00940| TP A 116
PE01T74IT 117
P17751|TF: 117

R T ——_

POABSE|TPIS | SATEA TRDHIA-KVDANIAEQVIIQ! VNASHAAELFAQPDIDGAL 235
P48494|TPIS VATPDY HDGLREWLAANVSAEVRESTRIT VIGANCKELAAKPDVDGEL 235

EHIIHT+H % < 121X, Phylogenetic Tree ® % 7 #F|H3 5,

e
-
&

# EMBL-EEI U ch Training

Clustal Omega

Input form | Web services | Help & Documentation | ® Feedbac =.Share

Tools = Multiple Seguence Alignment = Clustal Omega

EMBL-EBI to be HTTPS by default from 1st October

On the 18t October the majority of services hosted on www.ebi.ac.uk will be served over HTTPS by default. Services that are becoming HTTPS by default will
automatically redirect users accessing the site on insecure HTTP URLs to secure HTTPS URLs.
Users of EMBL-EBI services may wish to update links, bookmarks or AP clients to use the HTTPS URLs.
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