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Solution:
Step 1:




How to retrieve protein data from NCBI:

Protein Name: Chain B. Vinculin

Organism: Homosapiens
Accession No: 5LOF_B
Sequence Length: 176

Sequence:
FASTA Format:
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> & Chain B, Vinculin ... l:l

ncbi.nlm.nih.gov

B An official website of the United States government Here's how you know ~

National Center for Biotechnology Information

m National Library of Medicine

Protein | Protein ~1 Search
Advanced Heip

n

ASTA - Send to: -

Change region shown -

Chain B, Vinculin .
PDB- SLOE_B Analyze this sequence -

Run BLAST

GenPept Identical Proteins Sraphics
>pdb |SLOF B Chain B, Vinculin Identify Conserved Domains
NOPVNOQPILAAAQSLHOQEATOWSSKGNDITAAAKRMALLNAEMSRLVRGGSGTKRALIQCAKDIAKASDE Highlight Sequence Features

VTRLAKEVAKQCTDKRIRTNLLOQVCERIPTISTOQLKILSTVKATMLGRTNISDEESEQATEMLVHNAQNL
MOQSVYKETVQEAEAASIKIRTDAGFTLRWVOQKTPWYQ

Protein 3D Structure >
Human
Metavinculin
Quadruple Mutant

Diffraction

Resolution: 2.76 A
Related information —
PubMed

Taxonomy

CDD Search Results
Conserved Domains (Concise)
Conserved Domains (Full)

Full text in PMC

Identical Structures

Structures

Recent activity

B Chain B, Vinculin

Q, Humans (4161125)
Q Taxonomy Links for Protein (Select
1048348310) (1)
B peroxiredoxin-6 isoform X2
[Pipistrellus kuhlii] F '
[ PREDICTED: peroxiredoxin-6
isoform X1 [Colobus angolens Froten
See more. ..
You epre nere: NCEBI > Proteins > Protein Daotabase Suppart Center

FOLLOW NCBI

L 3 in o N

Connect with NLM National Library of Medicine Web Policies Help
8600 Rockville Pike FOIA Accessibility
Bethesda, K MD 20894 HHS Vulnerability Disclosure Careers

NLM | NIH | HHS | USA.gov




Functions:

The main cause of death globally remains debilitating heart conditions, such as dilated
cardiomyopathy (DCM) and hypertrophic cardiomyopathy (HCM), which are often due to
mutations of specific components of adhesion complexes. Vinculin regulates these complexes
and plays essential roles in intercalated discs that are necessary for muscle cell function and
coordinated movement and in the development and function of the heart. Humans bearing
familial or sporadic mutations in vinculin suffer from chronic, progressively debilitating DCM
that ultimately leads to cardiac failure and death, whereas autosomal dominant mutations in
vinculin can also provoke HCM, causing acute cardiac failure.




Step 2:

How to run Blast for Sequence comparisons and to
find orthologs:

O9:32 sl sl = Z3;2 »n

>

L= =5

= Protein BLAST: s... °<: l:l

blast.ncbi.nlm._nih.gov

An official website of the United States government Here's how you know ~

m National Library of Medicine

National Center for Biotechnology Information

BLAST ® .. blastp suite Home Recent Results Saved Strategies Help
Standard Protein BLAST
blastn bla blastx tbiastn tblastx
BLASTP programs search protein databases using a protein guery. more. ..

Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) © Clear Queery subrange ©
SLOF_B .
e From | |

To |
Or, upload file Choose File | No file chosen <
Job Title
Enter & descriptive title for your SLAST search e

| Align two or more sequences ©

Choose Search Set

(@) Standard databases {nr etc.): E=3 ) =xperimental databases
Databases =
Try experimental clustered nr database Q
For more info see What is clustered nr?
Compare __| Select to compare standard and experimental database ©
Standard
Database Non-redundant protein seguences (nr) ~ S

Organism > - . 1
9 i i : !1 | exciude [ Add organism ]

Optional e | 53¢ et e e e SN S S b St e
Enter orgamnismmn common name, binomi:al, or tax iad. Only 20 top taxa will be shown 9
EXCIUde | Models (XMXP) || Nonredundant RefSeq proteins {(WP) | Uncuftured/environmental sample sequences
ptional

Program Selection

Algorithm __ Quick BLASTP (Accelerated protein-protein BLAST)
(O] blastp (protein-protein BLAST)
__ PSIBLAST (Position-Specific lterated BLAST)
PHI-BLAST (Pattern Hit Initiated BLAST)
DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choos= = BLAST algorithm &

BLAST Search database nr using Biastp (protein-protein BLAST)
|| Show results in a new window

-4 Algorithm parameters

|

FOLLOW NCBEI

Connect with NLM

& ® =

National Library of Medicine
8600 Rockville Pike
Bethesda,K MD 20894

Web Policies
FOILA
HHS Vulnerability Disclosure

Help
Accessibility
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>4 & NCBI Blast:pdb|5... °<: |:| -

blast.ncbi.nlm.nih.gov

B¥— An official website of the United States government
— oeres how you Know v

National Library of Medicine
Naotionod Canter for Sofechncfogy inforrmation

BLAST ®., blastp suite » results for RID-GBAEYAH7013

Home Recent Resulis Saved Strategies Help

< Edit Search Save Search Search Summary v

@ How to read this report? & BLAST Help Videos *DBack to Traditional Results P:

Job Title pdb|SLOF|B

RID GBAEYAH7013 sSearch expires on 08-25 12:32 prm Download All v

Program BLASTP @  Citation v

Database nr See details ¥

Query ID SLOF_B

Description Human metavinculin quadruple mutant (residues 959-1134) [Homo sapiens]
Molecule type amino acid

176

Query Length _
Distance tree of results Multiple alignment MSA viewer @

Other reports

Filter Results

Organism only top 20 will appear exclude

Type common name, binomial, taxid or group name

-+ Add organism

Percent Identity

io
E value
| to
Query Coverage
| 1o
[ Compare these results against the new Clustered nr database @
Descriptions Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download

Select column

Show | 100
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Compare these results against the new Clustered nr database @ XJ
Descriptions Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download -

Select columns -~

Show | 100 v |
&3

select all 700 sequences selected
GenPept Graphics Distance tree of results Mulliple alignment MSA Viewer

DosSeriniion Scientific Max Total Query E Per. Acc.
vp Name Score Score Cover value ident Len Accession
- - - . - - -

Human metavinculin guadruple mutant ... Homo sa... 359 359 100% 4e-125 100.00% 176 SLOF_A

Human metavinculin (residues 959-113... Homo sa... 352 352 100% 2e-122 97.73% 176 SLOC_A

hypothetical protein GHT0S_ 003248 [M... Marmeta.. 352 352 100% 4e-122 97.73% 190 KAF7466015.1

vinculin [Cchotona curzoniae] Ochoton... 352 352 100% 4e-122 97.73% 190 XP_040854131.1 |

Human metavinculin MVt cardiomyopat... Homo sa... 350 350 100% 1e-121 97.73% 176 5L0H A
Raverl in compliex with metavinculin L9... Homo sa... 354 354 100% 2e-121 97.73% 283 3VFEO A

metavinculin [Sus scrofal Sus scrofa 350 350 100% 1e-120 97.16% 224 CAA79600.1
Human metavinculin MVI OS71R. RO975D.. Homo sa... 348 348 100% 1e-120 96.59% 176 S5LO0G A
hypothetical protein EGK_19717 [Macac.. Macaca ... 356 356 100% 7e-119 97.73% 510 EHH19074.1

PREDICTED: vinculin [Acanthisitta chloris] Acanthisi... 353 353 100% 1e-118 97.16% 462 XP_009082311.1 |

aEOQQ0QQ0QQQQQ0000000000000000000000e

Human metavinculin tail demain [Homo .. Homo sa... 341 341 97 % 7e-118 97.67% 172 3MYI

PREDICTED: vinculin [Balearica reguloru... Balearica... 355 355 100% 8e-118 97.16% 555 XP_010308467.1 |

vinculin-like [Pseudonaja textilis] Pseudon.. 345 345 100% 8e-118 96.02% 288 XP _026579862.1 |
RecName: Full=Vinculin: AltName: Full=... Xenopus ... 343 342 100% 8e-118 94.89% 235 QO04615.1

PREDICTED: vinculin-like [Paralichthys o... Paralicht... 344 344 100% 1e-117 94.89% 272 XP _019968167.1 |

Human vinculin R2030Q, D907R, R210T .. Homo sa... 338 338 98% Se-117 94.80% 176 SLOJ A
Cryo-EM reconstruction of the metavinc... Homo sa... 340 340 97% 3e-116 97.66% 273 3JBK_M

PREDICTED: vinculin-like [Thamnophis s... Thamno... 342 342 100% 1e-115 95.45% 346 XP_013918592.1

|

MDFF model of the vinculin tail domain ... Gallus ga... 337 337 97 % S5e-115 97.08% 254 3JBL V

Human raver! RRM1, RRM2, and RRM3 .. Homo sa... 334 334 98% 6e-115 93.64% 188 3H2U_A
Human vinculin head (1-258) in comple... Homo sa... 333 333 98% 8e-115 93.64% 185 1RKE B

Human Vinculin (residues 891-1066) in ... Homo sa... 333 333 Q8% 1e-114 93.64% 176 4PRS_A

LOW QUALITY PROTEIN: vinculin-like [C... Castorc... 350 350 100% de-11T4 97.16% 714 XP_020016382.1 ;
vinculin [Homo sapiens] Home sa... 335 335 98% 7e-114 93.64% 293 1805212A
hypothetical protein GDO81_004614 [En... Engysto... 330 330 96% 1e-113 95.27% 169 KAGS8552624.1
Vinculin [Liparis tanakae] Liparis ta... 338 338 100% 2e-113 92.61% 385 TNNS6139.1
unnamed protein product [Gulo gulo] Gulo gulo 354 354 100% 2e-113 97.73% 967 VCWS96515.1
vinculin [Phyllostomus discolor] Phyllosto... 336 336 100% 4e-113 92.05% 367 KAF6112200.1

unnamed protein product [Homo sapiensiHomo sa... 335 335 Q8% d4e-113 93.64% 327 BAG62039.1

vinculin isoferm X5 [Alligator sinensis] Alligator ... 355 355 100% 6e-113 97.73% 1053 XP_025068523.1 |
PREDICTED: vinculin isoform X3 [Cerco... Cercoce... 355 355 100% 8e-113 97.73% 1041 XP _011940943.1 |
vinculin [Phyllostomus discolor] Phyllosto... 335 335 100% 8e-113 92.05% 369 KAF6112201.1

bypothetical protein FD754 011187 [Mu... Muntiacu... 355 355 100% 9e-113 97.73% 1055 KABO0346330.1
hypothetical protein FD755_ 005213 [Mu... Muntiacu... 355 355 100% 9Qe-113 97.73% 1055 KABO383296.7

vinculin isoform X3 [Equus asinus] Equus as... 355 355 100% 1e-112 97.73% 1061 XP_04461338
PREDICTED: vinculin [Equus przewalskii] Equuspr... 355 355 100% 1e-112 97.73% 1061 XP 008518607
| Vinculin [Bos mutus] Bos mutus 354 354 100% 1e-112 97.73% 1055 ELR53368.1 m

vinculin isoform X5 [Phyllostomus hasta.. Phyllosto... 355 355 100% 1Te-112 97.73% 1062 XP_045698182.1

-a - T - . . - : ] — . ——— ——— -~ - -~ —— —— - —— o ——— s ——— — I
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Descriptions

Graphic Summary Alignments Taxonomy

Alignment view L Pairwise N, l

7100 seqguences selected e

<. Download ~ GenPept Graphics ¥ Next

Human metavinculin quadruple mutant (residues 959-1134) [Homo sapiens]

Sequence ID: SLOF_A Length: 176 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

£ IRestore defaults]

Download -

<<Descriptions

Range 1: 1 to 176 GenPept Graphics Related
Score Expect  Method Identities Positives _ Informgtion
359 bits(922) 4e-125 Compositional matrix adjust. 176/176(100%) 176/176(10055juctor 78M0%)
structure displays
Query 1 NQPVNQPILAAAQSLHQEATQWSSKGNDIIAAAKRMALLMAE e i g
) NQPVNQPILAAAQSLHQEATQWSSKGNDIIAAAKRMALLMAE enical rroleins
Sbjct 1 NQPVNQPILAAAQSLHQEATQWSSKGNDIIAAAKRMALLMAE Identical proteins to
SLOF_A
Query 61 AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
Sbjct 61 AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
Query 121 ISDEESEQATEMLVHNAQNLMQSVKETVQEAEAASIKIRTD/
) ISDEESEQATEMLVHNAQNLMQSVKETVQEAEAASIKIRTD/
Sbjct 121 ISDEESEQATEMLVHNAQNLMQSVKETVQEAEAASIKIRTD/

& Download ~ GCenPept Graphics

v Next a Previous <wDescriptions

Human metavinculin (residues 959-1134) in complex with PIP2 [Homo sapiens]
Sequence ID: SLOC_A Length: 176 Number of Matches: 1
See 3 more title(s) v See all identical Proteins(IPG)

Range 1: 1 to 176 GenPept Graphics Related
s r4 =
Score Expect Method Identities Positives PPRS 'W
352 bits(904) 2e-122 Compositional matrix adjust. 172/176(98%) 176/176(1008¥uctgra78@%)

Query
Sbjct
Query
Sbjct
Query
Sbjct

1

1
61
61
121
121

NQPVNQPILAAAQSLHQEATQWSSKGNDITAAAKRMALLMAE
NQPVNQPILAAAQSLH+EAT+WSSKGNDITAAAKRMALLMAE
NQPVNQPILAAAQSLHREATKWSSKGNDITAAAKRMALLMAE

AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIC

ISDEESEQATEMLVHNAQNLMQSVKETVQEAEAASIKIRTDY
ISDEESEQATEMLVHNAQNLMQSVKETV+EAEAASIKIRTD{
ISDEESEQATEMLVHNAQNLMQSVKETVREAEAASTIKIRTDZ

structure displays
identical Proteins -

Identical proteins to
SLOC_A

& Download ~ GenPept Graphics

hypothetical protein GHT09_003248 [Marmota monax]
Sequence ID: KAF7466015.1 Length: 190 Number of Matches: 1

See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 15 to 190 GenPeprt Graphics

Score

352bits(904) 4e-122 Compositional matrix adjust.

¥ Next a Previous <eDescriptions

Related

~ Expect  Method Tdentities  Positives  Information
172/176(98%)  176/176(100%enticahZayiems -

Identical b}oteiné to

Query 1 NQPVNQPILAAAQSLHQEATQWSSKGNDI IAAAKRMAL L MAE Saeo s e
_ NQPVNQPILAAAQSLH+EAT+WSSKGNDI IAAAKRMAL LMAE :
sbjct 15 NQPVNQPILAAAQSLHREATKWSSKGNDI IAAAKRMAL L MAE
Query 61 AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
] AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
sbjct 75 AKDIAKASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTIS
Query 121 ISDEESEQATEMLVHNAQNLMQSVKETVQEAEAASIKIRTD#
ISDEESEQATEML VHNAQNLMQSVKETV+EAEAASIKIRTD/
Sbjct 135 ISDEESEQATEMLVHNAQNLMQSVKETVREAEAASIKIRTD#
& Download ~  GenPept Graphics v Next a Previous <«Descriptions
vinculin [Ochotona curzoniael

Sequence ID: XP_04085417131.1 Length: 190 Number of Matches: 1

Range 1: 15 to 190 GenPept Graphics

Score

Expect Method ldentities Positives Gaos



Step 3:

How to do Multiple Sequence alignments using
ClustalW:

S9:40 .eill el —. lg

> = Multiple Sequenc... °<: 3

genome.jp

no
/

Multiple Sequence Alignment by CLUSTALW

ETES MAFFT CLUSTALW PRRN

Help

General Setting Parameters:
Output Format: | CLUSTAL ~ |
Pairwise Alignment: @) FAST/APPROXIMATE _ ' SLOW/ACCURATE

Enter your sequences (with labels) below (copy & paste): @ PROTEIN _ ' 'DNA

Support Formats: FASTA (Pearson), NBRF/PIR,
EMBL/Swiss Prot, GDE, CLUSTAL, and GCG/MSF

>XP_0408541321.1 vinculin [Ochotona curzoniae]
MEDDYEPELLLMPTNQPVNQPILAAAQSLHREATKWSSKGNDIIA
AAKRMALLMAEMSRLVRGGSGTKRALIQCAKDIAK
ASDEVTRLAKEVAKQCTDKRIRTNLLQVCERIPTISTQLKILSTV
KATMLGRTNISDEESEQATEMLVHNAQNLMQSVKE

Or give the file name containing your query
| Choose File | No file chosen

| Execute PMultiple Alignment | Reset |

More Detail Parameters...

Pairwise Alignment Parameters:

For FAST/APPROXIMATE:

K-tuple(word) size| 1 . Window size| S | Gap Penaity|3

Number of Top Diagona!s[s .Scoring Method: PERCENT ~-

For SLOW/ACCURATE:
Gap Cp=n Pena tt)':l 100 . Gap Extension Penalty:| 0.1 A|

Select Weight Matrix: | BLOSUM (for PROT EIN) ~|

(Note that only parameters for the algorithm specified by
the above "Pairwise Alignment” are valid.)

Multiple Alignment Parameters:

Gap Cp=en Pena ity [ 10 ] Gap Extension Penalhlty D,C§ _]
Weight Transition (' YES (Value |05 ). ®no
Hydrophilic Residues for Proteins[GPSNDOERK I
Hydrophilic Geps. @ YES _ 'NO

Select Weight Matrix: | BLOSUM (for PROT EIN) ~]

Type additional options (delimited by whitespaces) below:

(-options for help) 1’ ]

| Execute Multipie Alignment || Reset |

Feedback KEGG GenomeN et Kyoto University Bioinformatics Center
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CLUSTALW Result

[chustadwaln]chustalwdnd][read me]
[ Select tree menu ~ Exec

/

CLUSTAL 2.7 Multiple Seguence Aligmments

Sequence type explicitly set to Protein
Sequence format is Pearson

Sequence 1: XP 040854131.1% 120 aa
Sequence 2: CAAT9600.1 224 aa
Sequence 3: EHH1I9074 .1 510 aa
Sequence 4: XP 026579862 .1 288 aa

Sequence 5: 3JBI V

254 aa

Start of Pairwise alignments

Aligning. ..

Sequences {(1:2) Aligned. Score: 98.59474
Sequences (1:3) Aligned. Score: 99 _4737
Sequences (1:4) Aligned. Score: 98 _ 4211
Sequences (1:5) Aligned. Score: 96_.3158
Sequences (2:3) Aligned. Score: 97.7679
Sequences (2:4) Aligned. Score: 86.1607
Sequences (2:5) Aligned. Score: 86.1607
Sequences (3:4) Aligned. Score: 87 .8472
Sequences (2:5) Aligned. Score: 87.7953
Sequences (4:5) Aligned. Score: 88.189
Guide tree file created: [clustalw_dnd]

There are 4 groups

Start of Multiple Alignment

Aligning. ..

Group 1: Sequences:
Group 2: Sequences:
Group 3: Sequences:
Group 4: Sequences:

Score:3606
Score:3078
Score:3750
Score:3618

nhwN

Alignment Score 120486

CLUSTAL-Alignment file created [clustalw_aln]

clustalw.aln

CLUSTAL 2.1 multiple sequence alignment

CAA7SE00 .1
EHH19074 .1

XP 040854131 _1
XP 026579862 _1
3JBI_V

CAA79600_1
EHH13074 .1

XP_ 040854131 _1
XP_ 026579862 _1
3JBI V

CAATSE00 .1
EHH13074 .1

XP_ 040854131 .1
XP_026579862 .1
3JBI_ V

CAA79600 .1
EHH13074 _1

XP 040854131 _1
XP 026579862 _1
3JBI V

CAATSE00 .1
EHH1S074 .1

XP_ 040854121 .1
XP_ 026579862 .1
3JBI_ V

CAATSE00 .1
EHH13074 .1

XP_ 0408541321 .1
XP_ 026579862 .1
3JBI_V

CAATSE00 .1
EHH1S5074 .1
XP_0408541321 .1
XP 026579862 .1
3JBI V

CAATSE00 .1
EHH19074 .1

XP_ 040854121 .1
XP_ 026579862 .1
3JBI V

CAATSE00 .1
EHH19074 .1

XP_ 040854131 .1
XP_ 026579862 .1
3JBI V

clustalw.dnd

NPAAXVGIGVVAEADAADAVGFPVPSDNEDDYEPELLLMPSSOPVNQP ILAAAQSLHREA
IPAAEVGIGVVAEADAADAAGFPVPPDNEDDYEPELLLMPSNGPVNOP ILAAAQSLHEREA
--------------------------- NEDDYEPELLLMPTNGEVNQPILAAAQSLHEREA
APAETGPGVAREEAEEEAEAEFTLPSDNEDDYEPELLLMPTNQLVNQPILAAAQSLHREA
VINEAAEAGVDIDEEDDADVEFSLPSDIEDDYEPELLLMPTNGPVNQP ILAAAQSLHREA

cRAAANERAAN TR AN - T AR AATRERAAN TR AN

TKWSSKGNDI ITAAAKRMAL LMAEMSRLVRGGSGTKRALIQCAKDIAKASDEVTRLAKEVA
THKWSSKGRDI IAAAKRMAL LMAEMSRLVRGGSGTKRAL IQCAKDIAKASDEVTRLAKEVA
TKWSSKGRD I ITAAAKRMAL LMAEMSRLVRGGSCTKRAL IQCAKDIAKASDEVTRLAKEVA
THKWSSKGRDIIAAAKRMALLMAEMSRLVRGGSGNKRAL IQCAKDIAKASDEVTRLAKEVA
TEKWSSKGNDI IAAAKRMAL LMAEMSRLVRGGSGNKRAL IQCAKDIAKASDEVTRLAKEVA

ANEREANNREREANRNERARNNRAAANNRTRAARNNCERAANERE AAXRAANN R AN RERANA TR R AN

KQCTDKRIRTNLLOQVCERIPTISTOQLKILSTVKATMLGRTNISDEESEQATEMLVHNAGN
KQCTDKRIRTNLLGQVCERIPTISTQLKILSTYKATMLGRTNISDEESEQATEMLVHNACHN
KQCTDKRIRTHLLQVCERIPTISTQLKILSTVKATMLGRTNISDEESEQATENLVHRAGN
KQCTDKRIRTHNLLOQVCERIPTISTQLKILSTVYKATMLGRTSISDEESEQATEMLVHNAON
KQCTDKRIRTHNLLOQVCERIPTISTQLKILSTVKATMLGRTNISDEESEQATENMLVHNACN

AEEREARANNRERTANRNERE AN R AAANRRTAANNREAANRNEARANNREAN TR ANRTRNRAANSCRTRANC R AN

LMOSVEETVREAEAASIKIRTDAGFTLRWVRKTPWY(Q
LMOSVKETVREAEAASIKIRTDAGFTLRWVRKTPWYQ
LMOSVKETVREAEAASIKIRTDAGFTLRWVRKTEWYQ
LMOSVEKETVREAEAASIKIRTDAGFTLRWVRKTPWY(Q
LMOSVKETVREAEAASIKIRTDAGFTLRWVRK - - - - -

AEEREARNTEREARNNREREANERERAANRRER AN R AN

C
XP 040854131 .1:-0.04794,

C
CAATSE00.1:0.01757.,

EHH15074 .1:0.00475)>

:0.04467,

C
XP _026579862_1:0.05373,

3JBI V:0.06438)
:0_.01520):

[Select tree menu ~ | Exec |




Step 4.
How to develop Phylogenetic tree using Clustal
Omega:

9:45 .l sl = 122 »»

S = Results < Clustal ... c<: L_J =

ebi.ac.uk

EMBL-EBI I Hinxton ~

#t EMBL-EBI Services Research Training Industry

Clustal Omega

input form l Web services I Help & Documentation | Bioinformatics Tools FAQ |

Tools > Multiple Sequence Alignment > Clustal

Omega

Results Tor job clustalo-1202208224-
05431 6-0408-49943 /75 7-p2rm

Alignments Result Summary

Phylogenetic Tree Results Viewers

Submission Details
Download Guide Tree Data
Phylogram

SBranch length- @ Cladogram Real

3SJBI_V 0.0567572
XP_026579862.1 0.0517629

e — CAAT7SS00.7T D 0082171194
XFP_0408S41317.1 0.00263158
EHH12074.1 0.00263158

Guide Tree

3JBI 0567572
XP_D265 E62.1:0.0517629
CAAT OEZ1194
58

EMBL-EBI = Services Research industry About EMBL-

By topic Publications Live training Members Area EBI

By name {(A-Z) Research groups On-demand training Contact iIndustry Contact us

Help & Support Postdocs & PhDs Support for tramers team Events

Contact organisers Jobs

Licensing

I agree, dismiss this banner

This website requires cookies, and the limited
processing of your personal data in order to

function. By using the site you are agreeing to
this as outlined in our Privacy Notice and
Terms of Use.




Significance of Chain B. Vinculin Protein:

Humans bearing familial or sporadic mutations in vinculin suffer from chronic, progressively
debilitating DCM that ultimately leads to cardiac failure and death, whereas autosomal
dominant mutations in vinculin can also provoke HCM, causing acute cardiac failure. The
DCM/HCM-associated mutants of vinculin occur in the 68-residue insert unique to the muscle-
specific, alternatively spliced isoform of vinculin, termed metavinculin (MV).

What | learn:

By working on this protein in different databases | have learnt how to retrieve data of protein.
Now | can easily obtain different data sets of any protein like its i.d accession number its
sequence in different formats, how to compare sequences using blast and how to obtain
multiple sequence alignment using clustalw or clustal omega and to develop phylogenetic
trees. We can retrieve functions by using pumbed data base

Regards:

VU Expert Zoologists:




