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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




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.




