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https://www.google.cz/url?q=http://www.ikeafan.cz/o-ikea&sa=U&ei=_qRXU-zYFqSX4wTXyIBY&ved=0CD4Q9QEwCA&usg=AFQjCNE2WXawCvEmvfSwiFpvsKpIKiOyjA

ColorSeq

http://npsa-pbil.ibcp.fr/cgi-bin/npsa_automat.pl?page=npsa_color.html

COLOR PROTEIN SEQUENCE

[Abstract] [NPS(@ help] [Original server]

Sequence name (optional) : |

Paste a protein sequence below : help
MEEITIYDLAELSGYVSASAVSATLNGHWEERRISARLAREVIRTAEEQGYATHROQASML
E
SEESHVIGHMITIPEYDHRYFGSTAERFEEMARERGLLPIITCTRRRPELETEAVEAMT.SW
2

VDWVVATGATHEFDE I SALCOQAGVETVNLDLPGSLSFSVISDNYGGARAT.THRILANSL
E

RRGELAPLTFIGGRREATITPASVYAASTMRIASWGLACEERTIFWLFATREATLETACRES
=

Qutput width :

Color :

Vyznacte v sekvenci vsechny tryptofany,
tyrosiny a cysteiny.

+ apredefined residue set - | Hydrophobic (ALIVIMWY) V|

+ oOf your amino acid set :|

SUBMIT | [ CLEAR |




Protein Colourer

http://www.ebi.ac.uk/cgi-bin/proteincol/ProteinColourer.pl

Default Colour Eey: AGILEYV FYW DENQERHSTE

Colour Keys: You may change the assignment

Blue Red Green Yellow

IAGILPV IFyw IDENQRHSTK IcM

Input: Please paste a sequence bhelow.

LENKAPEPAMARTINWALTERGITAADAMAGATAAGNESALANC
ECILCEDRIKDALIDADANAEMILIEERIKEVAFILIPGERHAR
DHERMINAKARELKATERINAMARLENAMARKETAVALDEMARA
VLASTIMILA

Cotou Protein

Results: Your Protein

LENERAPEFR ! ARTINWALTE RGITAADRAVA GATRAAGNESAE
LANCECTLCE CDRIKDATLTDA DAMAEMTLIE ERIKEVAFIL
IPGERHARDH ERMTHAKARE LEATERTNAY ART.ENAYARK
ETAVALDE L BAVLASTINT LA

Obarvéte si sekvenci...




Filter Protein/DNA

http://www.bioinformatics.org/sms2/filter _protein.html
http://www.bioinformatics.org/sms2/filter_dna.html

Sequence Manipulation Suite:

Filter Protein

liter Protein removes non-protein characters from text. Use this program when you wish to remove digits
and blank spaces from a sequence to make it suitable for other applications.

Paste the text into the text area below. Input limit is 500000 characters.
1 MEEVHEERDA VFEDHIGDRER ERSVRSLLEEA FADEMEETSY e

41 DVEVADTPQP HIPIRFRHPE
81 MERGQAVDFC HWVSHLIATE
121 VIDSTTEAREK LFNDEIWPAT
16l IHVSGDQLEG QRHEQEDRFL
201 FDGHGGHECS QYLAGHLWET

IAGEVHDVEG
IDEKFSEVAF
DEILQQNAET
AYPNGQYMDR
WLEVRESRDP

DATHDIFQEM
RDVQYNEDIY
CPILSEEWSG
GEDPISVLAV
SDSLEDQLEE

b

Please check the browser compatibility page before using this program.

Sequence Manipulation Suite:
Filter DNA

Filter DNA removes non-DNA characters from text. Use this program when you wish to remove digits and
blank spaces from a sequence to make it suitable for other applications.

Paste the text into the text area below. Input limit is 500000 characters.

41
g1
121
1el
201

ttattotoga
gatccoggteo
togaagtott
cagtgataac
cactcaagta

acctocoogot
agtcogtoac
attccacgty
cgoctogtgeo
ctgattttta

tgtgccgoca
attctgococaa
ctcaaagcaa
agatccaaat
tcatcaggta

1 ttaagatttg cgcoctttgocca actgtacacc caacctogght

toctgoatata
ttgagtatecc
gggtatocgta
toctocgattaa
actaaaaact

F

b

Flease check the browser compatibility page before using this program.

! Submit ¢

Clear

Reset




Three to One

http://www.bioinformatics.org/sms2/three_to_one.html

Sequence Manipulation Suite:

Three to One

hree to One converts three letter translations to single letter translations. Digits and blank spaces are
emoved automatically. Non-standard triplets are ignored.

Paste the raw sequence or one or more FASTA sequences into the text area below. Input limit is 100000
haracters.

rzequence 1

L]l aCyshspEluPheGlyHisIlelysAsxXaaGlx

rzequence 2
LenProGlonArgSerThrValTrpTyr#*«

Please check the browser compatibility page before using this program.
Submit H Clear H Reset l

Three to One results

*results for sequence "sequence 1" starting "alalysispGlu”
ACDEFGHIEBXE

*results for sequence "sequence 2" starting "AsnProGlnbrg"
WPORET VWY *




One to Three

http://www.bioinformatics.org/sms2/one_to three.html

Sequence Manipulation Suite:

One to Three
One to Three converts single letter translations to three letter translations.

Paste the raw sequence or one or more FASTA sequences into the text area below. Input limit is 100000
characters.

»zequence 1
ACDEFGHIEBXZ

rzequence 2
LMNPQRSTVHWY*

Flease check the browser compatibility page before using this program.

One to Three results

rresults for 12 residus sequence "segquence 1" starting "ACDEFGHIEEB"
AlaCyshspGluPhellvHisIlelyshszXaallx

*>results for 12 residue sequence "sequence 2" starting "LMNPORSTWW
LeuMetbisnProGlnbArgRerThrVal TrpTyr*+%




Three-/ one-letter code
http://molbiol.ru/eng/scripts/01_17.html

Mame (not necessary): I:I

Amino acid sequence:
{case insensitive, all symbols, except standard symbols of
amino acids and stop-codons ("*", "***" and "end") are disregarded.
LENFAPEPAMART INWALTERGITAADAMAGATARGHESALANCECTILCE
DRIKDALIDADANAEMIL.IEERTREVAFILTPGERHARDHERMTHAKARE
LKATERINAHARLENAHARKETAVALDEHARAVLASTIHILA

One letter sequence:

= 142 aminoacids; Mw=15457.77Da
LENKAPEPAMART INWALTE
RGITARDAMAGATARGNESA
LANCECILCEDRIKDALIDA
DANAEMILIEERIKEVAFIL
IPGERHARDHERMINAKARE

amino adds in one line; LKATERINAMARLENAMARK

capital letters (for one letter code); EIAVALDE VLASTINI

]'_A"x
print out the original sequence.

[ Three...-» one... ] [ One... -=three.. ] [ Reset ]

Three letter sequence:

= 142 aminoacids; Mw=15457.77Da
LenGluasnlLyshAlaProGluProfalaMetdlafdrgThrilef=snTrpflalenThrGla
ArgGlyIleThrilaflafdsphlaMetilaGlyalaThrAlaflaGlyisnGluSerila
LenflafesnCyeGluCyesIlelenCyasGlubsphirgllelyshsphlalenllefisphla
SAephlafsnhlaGluMetIlelenIleGluGluargllelyeGluValdlaPhellelen
IleProGlyGlulrgHisAlalrghAspHisGlulrgMetIlefAsnilalysalalrgGla
LeulLysilaThrGlublrgllebsnAlaMetAlabrglhenGluli=snhil aMetAlalrglys
GluThralaValilaleulspGluMethlafArghlaVallLeuflaSerThrIleMetIle
LeuRla**¥




Reverse Transcription and Translation Tool

http://www.attotron.com/cybertory/analysis/trans.htm

DNA sequence:

Transcription and Translation Tool

GEEERCCECCGCACCGTTATCAGCCGTCR
ATCGACTRACCGGRAGEGCGAGACAGACGA
CGETIGITAGCTACTTACATGGCGTTCGR

GLGTTGCTACGCGGTAGGCTTGRACTCCAL

CTACRACGGRACGTGRATCTCATITIGESE
TTTAGATATTGGGGTCGRARATCCAGCGRA
GCATTATTRAAGGGGCTCCGTRARCCTGGR
GERACATTGAGGTCTTTCAGTICRALACGE
TCCTGEATAGGGCGCARCTCCCACTACR

CCARCTTTRRCCTCACATTACCCIGITICT

transcribe>

<reverse transcribe

DNA (deoxyribonucleic acid)

a permanent copy of genetic
information.

uses "T" instead of "U"

no 2' OH group

more stable than RNA

lower error frequency during replication

than RINA

Converts DNA to ENA to protein.

RINA sequence:

GGGGACCGCCGCACCGUUAUCAGCCGUCA
UAUCGACUACCGGAGGGCGAGACAGACGA
UCGGUGUUAGCUACUUACAUGGCGUUCGA
GAGUUGCUACGCGGUAGGCUUGACUCCAA
CUACAACGGAACGUGAAUCUCAUUUUGGG
UUUUAGAUAUUGGGGUCGAAUCCAGCGAA
AGCAUUAUUAAGGGGCUCCGUAACCUGGA
UGGAACAUUGAGGUCUUUCAGUUCAACGA
AUCCUGGAUAGGGCGCAACUCCCACUACA
CCAACUUUAACCUCACAUUACCCUGUUCU
UAUUGCGCAA

Pohrajte si s RNA...

translate=

Protein sequence:

GDERTVISEHIDYRRARQTIGVSYLHGVR
ELLRGRLDSNYNGT . ISFWVLDIGVESSE
SITKEGLENLDGTLRSFS5TNPG.GATPTT
FTLTSHYPVLILQ

Protein

« consists of amino acids linked by aminoester
("peptide") bonds.

« most enzymes and many structural components
of cells are made of proteins.




Reverse Translate

http://www.bioinformatics.org/sms2/rev_trans.html

Sequence Manipulation Suite:

Reverse Translate

Reverse Translate accepts a protein sequence as input and uses a codon usage table to generate a DNA
sequence representing the most likely non-degenerate coding sequence. A consensus sequence derived
from all the possible codons for each amino acid is also returned. Use Reverse Translate when designing
PCR primers to anneal to an unsequenced coding sequence from a related species.

Paste the raw sequence or one or more FASTA sequences into the text area below. Input limit 1s 20000

characters.

rsample sSedquence
LENKAPEPAMARTINWALTERGITAADAMAGATAAGNESALANCECILCEDRIK ?
DALIDADANAEMILIEERIKEVAFILIPGERHARDHERMINAKARELKATERIN [
AMARLENAMARKETAVALDEMARAVLASTIMILA

Flease check the browser compatibility page before using this program.
“Submit | | Clear || Reset | Enter the codon table you wish to use (in GCG format). The default codon usage
table was generated using all the E. coli coding sequences in GenBank. It was obtained from the Codon

Usage Database.
Amicid Codon Hunber F1000 Fraction .- R

Gly GGG 50527.00 .12 .15 Prelozte si protein...
Gly GG 39036.00 .59 12

Gly =GET 114185.00 .14 . 34
Gly GGC 130043.00 .63 .38




Enter sequence here: | GERQKWFIPVYWF|

Amino Acid Keypad

[ Aa@ [ AgR) |[ Asny) [ AspD) ][ Cys(C) | . | GERQKWFIPVYWF P '
[%Qﬂ[mﬁ][wm”[mmﬂ[m | : 13 HE
[Leu) |[ Lys®) |[ Met ) ][ PheF) |[ Pro(P) | : E L EP RAW

)
[ ser(s) || Te@m J[ Teow) |[ Tyrey) || ic point (pl):  9.59

+1

+8.31 Kcal *mal
Extinction cneﬁ'clent': 12490 M * em™

Extinction coefficient’: 12490 M * cm™

Kolik aminokyselin
program zvladne?

- PepDraw
http://www.tulane.edu/~biochem/WW/PepDraw/index.html




POLYVIEW

http://polyview.cchmc.org/

PDE deposited protein structure

PCOE ID Zvny  considered as | Asymmetric unit V| Examples: 3ert, 1ttu, Tnag

Get ID by keyword

Custom structure in the PDE format

FilE| |[ Browse.. |

[] Given coordinate file represents a multi-model structure, such as MMR (e.g., PDB ID Zkmv, Zkej),

morph (example), or low-frequency motion (example) g ca

REGEFSIPPNTDFREIFFHHEBEQQHIKLFIGDSQEPEEYHKLTTRDGPR
H BN N | H N u B Bu

CCEEEECCCCCEEEEEEEECCCCCEEEEEEECCCCCCCEEEEECHHHCCE

| Structural Data from Predictions (Help

‘EH Dl B I T"EEEENE | AN EEE s
65160605671 500000000074402030010958724032501393223

Lo,

EéTLNSGNGKIRFEVSVNGKPS&TDERLAPINGKKSDGSPFTFNFGI?US
HEBN | H Nm I n

EEEEECCCCEEEEEEEECCEECEEEEEECCEEEECCCCCEEEEEEEEEEE

HE 7 NI
215130440402040207945012333502068062975470402000000

109+ 128
EDGHDSDYHDGI?ULQWPIG
Il EERBE
ECCCCCCCECEEEEEEECCE

[
I:I1'?8311EIEIEIEIEIEIEIEIDEI429




POLYVIEW

http://polyview.cchmc.org/

General settings (Help)
Structure unit FOB asymmetric unit v
Representation of Secondary Structure | View 1 v Background color
Number of residues per line |50

Start numeration from (Empty field means the original numeration)

Shown information (Help)

Hide Show
Chemical property profile
Letter code for secondary structure

[] Residue numbering
[] Amino acid sequence

[] Graphical secondary structure

[] Relative solvent accessibility Mumerical relative solvent accessibility

DS5P output

Mark RSA for incorrectly resolved residues
Show DSSP warnings

Pick color

D
01234567859

—c—mmEmE.

0123456789
GLCFEPFERL

Description
Amino acid residue numeration

Protein secondary structire
H-alpha and other helices (model 1)
H-alpha and other helices (model 2)
E-beta-strand or bridge

C-coil

Relative solvent accessibility (RSA)
0-completely buried (0-9% ESA),
O-fully exposed (90-100% RSA)

Physical-chemical properties
H-hydrophobic: A.CF.GILMPYV
A-amphipathic: HWY

P-polar NQS.T

N/C-charged: D .E-neg; R K-pos

Confidence level of prediction
0-the lowest level,
O-the highest level

Travsmembrane domain




Extracellular

LIndlifalsiclall (K

TOPO2
http://www.sacs.ucsf.edu/TOPO2/

== E@GHIFELHNE@LGHLlL@VGIFn
= FOEECEEEELECENCOEROCEOEEELEEGEN
T.,.._TF“.I".. E.FT“._._._FI.,..__"_.I_.,.un__F.,.._FLln__.l.,..__._._l.,.._.o

b
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MyDomains

http://prosite.expasy.org/mydomains

MyDomains - Image Creator

Protein/View data

Protein length Horizontal scale

Domain data Toadd ad ]
50,150 , 2.4, MY oa d daomalin: start, stop, =shape, color, text

300 ,400 , 3,2, DOMAIN = Shape is any number befween 1 and 6:

100 ,200 , 1 = Coloris any number between 1 and 4:

» Toadd arange: scart, stop, type

= TypeisOor1:
* To add a site: position, type

° Typeis[mrt_u;

DRAW [ see result right below



PLLSASIVSAPVVTSETYVDIPGLYLDVAKAGIRDGKLQVILNVPTPYATGNNFPGIYFAI
ATNQGVVADGCFTYSSKVPESTGRMPFTLVATIDVGSGVTFVKGQWKSVRGSAMHIDSYAS
LSATIWGTAAPSSQGSGNQGAETGGTGAGNIGGGGERDGTFNLPPHIKFGVTALTHAANDQT
IDIYIDDDPKPAATFKGAGAQDONLGTKVLDSGNGRVRVIVMANGRPSRLGSRQVDIFKKS
YFGIIGSEDGADDDYNDGIVFLNWPLG

271 aa, 1-129 TNF 1like domain, 157-271 Lectin domain,
189-191 vazebné misto, 256-258 wvazebné misto

EECTTH_LmrMATH

CINEER

THE_LETRE_ LA TH ETHEER LECTIN_OUMATN




Protein/View data

Protein length Horizontal scale

Domain data To add a domai
1,129 , 3,2, TNF_LIKE DOMAIN oa d or_nam. start, stop, shape, cr:u_lr:ur, Text
130, 156, 1,4, LINKER = _Shape_m any nur_nber between 1 and 6:

157 271 4,2, LECTIN DOMAIN .

= Color is any number between 1 and 4:
* Toadd arange: scart, stop, type

= TypeisOor1, —
* To add a site: position, type

° Typeist]cnr‘l:ﬂs

see result right below

THE_CTRE_DOMATH CTREEHR CECT TN _LOMATH




FEATURES

Iource

Region

CRIGIN

mkdnyEvkkp
vytokdhgpth
kKkinhiekdy
akknkskvfk
kKki=zpiky

Location/Qualifiers

1..248

forganism="Candidatus Pelagibacter

Setrain="HTCClO&2"
fdb xref="taxon:335992"

1..248

fproduct="multi-domain protein™

13..61

/region name="S5H3 3"

fnoce="Bacterial 5H3 domain;

fdb xref="CDD:Z254683"

«<125..220

/region_name="Spr"
fnote="Cell wall-associated hydrolases

(invasion—associated proteins)
outer membrane]

/db xref="CDD:223882"

141..5213

coGoTain

/region name="NLPC F&0"

Snoce="H1lpC/P60 family;:

fdb xref="CDD:Za&6746a"

1..248

cli7555"

flmcus_tag="5ARll_OEl&”
fcuded_by="CPGGGG3&.1:215&13..21616&”

fnote="5H3 and WLE/F&0 domains

ftran=sl table=11

lznivkkpna
kEifclkanivy
lkwlkmflki
kgdiifwkgh

fzevtagily
nkgknktknf
kEvlwggktyr
wvavcinagkl

gekfkiiskn
lpfasrismi
gidc=sailgl
ihaygpekkv

pfamis23a"

[Cell enwvelope

{Bfam) "

knwikikvst
denkkfiefe
ffyvnnkfvp
limniketin

HTCClOge2"™

doytgyviknk
kEnkwikkkdi
rdtkdgikys=
riertakltcv

biogenes=sis,

Vytvorte ,,doménové
schéma“ proteinu.




Clustal Omega

Input form ocUumentation

ools = Multiple Sequence Alignment = Clustal Omega

esults for job clustalo-120140424-170544-0349-84275116-pg

s =aie | Result Summary | Phylogenetic Tree | Submission Details

Download Alignment File lors || Send to ClustalW2_Phylogeny

CLUSTAL O(l.2.1) multiple segquence alignment

QLHLRETALALRAEYSYLFIRFALKDAGIVAPIELEYRDAAT AVPDADDLL
TRYATGHNMFPGIYFAIA-THQGYYADGCFT-—-¥S5KYPESTGRMPFTLY ATIDPA-TIL

QLHLEETATATRAFVSVLFIRFALKDAGTIVAFIELEVEL

TEYATGNNFEGIYFAIR-TNQEVVADGCFT ---
HPSCRPLEDHYWRSDYLAAGATTCTADFAY CORDGTY SGYFRWETSIEIA-GS QBCLC

YESEYTRYEGOWESYRGSA---M HIDSY ASLSADIWGTAAPSSOGSGNOGAETRA-II

HPSCRPLKDHYWRSDVLARGATTCTADFAVCORDGTVSG
VESEVT FVKEORKSVEESA e - e a1D5vasr] ADSQ TSSNRAGEFSIPPNTDFRAIFF ANAAEQQHIKLFIGDSQEPAAYHKLT TRDBCLD

POTEQPGFKPSSDREMGHMFSLPPMT AFKAIFY ANAADROQDLELFIDDAPEPAATFYGHNSEDRBCLE
GETGAGNIGGEGEGERDGTFMNLPPHIKFGY TALTHAAMNDOTIDIYIDDDPEPAATFEGAGADPA-TIL
.&TQG'\-’FTLF‘.&NTRFGVT.&F.&NSSGTQTVN'\-’L'\-’NNE--T.&.&TFSGQSTN
ok : : e ‘BCLA GPRE--ATLMSG-
NGKIRFE"JS'v'l"'.IGKF‘S.-’-‘-.TD.-’-‘-.RL.-’-‘-.F‘INGKKSDGSF‘FTVNFGIV'v'SEDGHE-CLD GYRL--
FTLMSK-GGKIRIEASANGREQSATDARLAPLS AGD TWWLGWLGAEDGARCLC
DOMNLGTEYLDSG-MNGRYRYIVMANGRPSELGSEOY DIFE KSYFGIIGSEDGARA-TIL
N.ﬁ.VIGTQVLNSGSSGK"JQVQVSVNGRF‘SDL'\-’SAQVILTN ELMFALVGSEDGT
gy LR Lo R RCLA DSDYNDGIMY LW RIS
E-CLD D.&DYNDGIVILQWF‘ITECLC DDDYMNDGIVFLNWPLGPA-TIL
DHDY MDA Y Y INWPLG ok LR




Output . .
format |~ ostscript_portrait

Font Size 10

no consensus line v
no consensus line
consensus line with letters

Fraction of [C0nsensus line with symbols

FECQUENCES. |0 5w | (that must agree for shading)
Enter

sequence
number:

only if 'consensus to a single sequenc

Query title
(optional)

* When pasting MSF or ClustalVV files, please make sure
that the pasted text starts with the header line of the alic
contains no extra blank lines at the bottom.

Input
sequence
format

Paste your
multiple-
alignment

BoxShade

http://embnet.vital-it.ch/software/BOX_form.html

BCLA

BCLD

BCLC
PA-IIL
consensus

BCLA

BCLD

BCLC
PA-IIL
consensus

BCLA

BCLD

BCLC
PA-IIL
consensus

BCLA

BCLD

BCLC
PA-IIL
consensus

ADSQT
CDREGTVEGYFRE ESIEIA- QPDEKQPGFKP

-HIp]SYAEJLSATI AAPSSQEEGNQGAETGGYYGAGNIGGGGE

M
ﬁEVNGRPSDLVSAQVILTN

DSDYNDGIVVLQWPIE
DEADYNDGI VENL{s/ WPy
DpIDYNDGI VL WPLE




P"Eh 3¢ ESPript 3

http://espript.ibcp.fr/ESPript/ESPript/

What is ESPript?

m ESPript, '‘Easy Sequencing in PostScript’, is a program which renders sequence similarities and secondary

structure information from aligned sequences for analysis and publication purpose.

vp7 btvio
vp7 btvls

vp7_btvl0
vp7 btvils
vp7 btvl?7
vp7 btwvl3
vp7 _btvia
vp7 btvlia
vp7 ehdvl
vp7 ahsv4
vp7 brd

vp7 _btvio
vp7 btvis

vp7 btvio
vp7 btvils
vp7 _btwvl?
vp7 btwvili
vp7 btv2a
vp7 btvla
vp7_ehdvl
vp7 ahsv4
vp7 brd

el .'-q'.

HFchLDEHL
MFFMCLDMML
MFFMCLDMML
MFFMCLDMMYV
MFFMCLDMML(S
MFFMCLDMML(S
MFYMCLDMILL
MFFMCTDMVL
ITSTEQRCGIR

BA
—-
-
A QPY FFL
Fi
A

QPY FFL
QOPYGFFL

QPYGFFL
QPYGFFL
OPFGYFL
vQT
RND

%GPY FFL

BYA
LITP

S

SAAGINV
SAAGINV
SATGINV
SL CINV
GINVGDIS):
GINVGPISyD
NLNVGNIS|YD
ALL ?QI IS D
HH? F?M G

B
— TT
TT

ETEETFQEERWF .
ETEETFQrERWE.
ETERTFQE[ERWE.

ETEEVYQFERWE .
ETEETFQPERWE .
ETE TY FlERWE .
ALE tR R

GAV SFR
HYE LP

MRARQAVTAVV
DALRQALRTLVYV

HMApy I GV
Tls]HMAp I GV)r¥.
I NLAR I GV)rE

DRALARVGAN é
NP Ol LATIN IR DR, Y

TEAANEIALR
TELANEIAJ:
TELANEIAJ
TELANEIAJ:
TELANEIARVTGETSTHWG
TELANEIARVTGETSTHG
MESANEIAJ: ns ETGTWG
VQLMND IV OMQTFG
PSTFREVOLEIYVSARMIIQ

TT

BE
TT

TT

RALQAVTAVV
RALQVVTPVV
RALQAVALVV
RALAQAVTAVYV
EV|GONVTTS|I
POGRTRGGY|I

PAGGGPRECYA

=TT

CGPDMIQYV
CCPDMIQV
CGPDMIQV
CGPNMVQV
CGPDMIQV
CGPDMIQV
VESESTLAQV
N .SHIAEV
ISATTLOQI

SLNAGARGDVQQT
SLNAGARGDVQOI
SLNAGARGDVQOI
SLNAGATIGDVQOI
SLNAGARGDVQOTI
SLNAGARGDVQOI
EMNAGARGDIQAL

CMDAGAR Q AL
HIDPMONEVLTPL




Pript 3.

ESPript 3

http://espript.ibcp.fr/ESPript/ESPript/

(1) ALNfile

cIustaIu-IED14D424-1449DD-D552-§H Browse...
Example file = Tutorial

@ Mumber sequences [

@ Secondary structure depiction

Top secondary stru

ctures Parameters

@ Inputfile  Upioad z e below QR click here: [ THER
(®) Sec. structure labels: ol B1,02 B2,

H Browse... | () Sec. structure labels:  CARACBRB,...

) Sec. structure labels:  ©1TPACZEE..

@ chainio [ | (7) Relative accessibility []

@ Colar scheme

Qrientation

FPaper size

(:D Footnotes

@ Moarmal O Flashy O Thermal O Slide O BaEw

(&) Partrait (O Landscape

&ad Oas Oan OUs letter O Tapestry

(:D Font size {D Mumber of columns




CLUSTAL O{1.2.1) multiple sequence alignmentBCLA

[ ] CLD
LYIVDAYTLLS AYPEASRDPAAPTYIDGRHLY VYEPGDAL---QLGHNDSRLF TGLSPGDBCLC
r I p 0 SAPY--WTSETYYDIPGLYLDYAKAGIRDGKLOYILNYP-PA-TIL -
|

BCLA

u
QLHLRETALALRAEYSYLFIRFALKDAGIVAPIELEVRDAAT AVPDADDLL -
TRYATGNNFPGIYFAIA-TNQGYY ADGCFT---¥S5KYPESTGRMPF TLYATIDRA-TIL
BCLA

http://espript.ibcp.fr/ESPript/ESPript/ [reoramecrmcrcrorsomonarmeroms o aac

YGESGYTRVRGOWESYRGSA---M------—- HIDSYASLSAIWGT AAPSSQGSGNQGAETRA-II

ADSQTSSNRAGEFSIPPNTDFRAIFFANAAEQOHIKLFIGDSQEPAAYHKLT TRDBCLD
PDTKQPGFKPSSDRMGHFSLPPNTAFKAIFY ANAADRQDLKLFIDDAPERPAATFYGNSEDBCLC
GGETGAGNIGGGEGERDGTFMLPPHIKFGY TALTHAANDQTIDIYIDDDPKPAATFKGAGAQPA-TIL
ATQGVFTLPANTRFGVTAFANSSGTQTVNVLVNNE -TAATFSGOSTH
* . (BCLA GPRE--ATLMSG-
NGKIRFEVSVNGKPSATDARLAPINGKKSDGSF‘FTVNFGIVVSEDGHBCLD GYWRL--
FTLHSK-GGKIRIEASANGROSATDARLAPLSAGD TYWLGWLGAEDGARBCLC
DOMLGTEYLDESG-NGRYRYIVMANGRPSRLGSROYDIFK KSYFGIIGEEDGAPA-TIL
NAVIGTQVLNSGSSGKVQVQVSVNGRPSDLVSAQVILTN ELMFALVGSEDGT
: * BCLA DSDYMNDGIVYLOWRIG
BCLD DADYNDGIVILQWPITBCLC DDDYNDGIVFLN\NPLGPA 1L
DHDYMDAY WY INWPLG ok

>
1 lﬂ 20 % 30

ADSQTSSNR RAIFFANAAE
QPGFKPSQDR KAIFYANAAD

RD GVTALTHAA
T GVTAFANSS

Bo 37 p8
.. T T el

* 60 70 80
METTmﬂGPRE A .N[EKIRFEVSVi\eKPEATDARLAP
VGNSEDGVRL. .F K.GEEKIRIEASANEROEATDARLAP
NGAGNQDQNLGTK G.N[ERVRVIVMAN{e RPERLGSRQVD
FSIGQSTNNAVIGTQ SS[EKVQVQVSVi{e RPEDLVSAQVI




