BoipaBHUBaHUA



dopmarsl (paniioB, HCIOIb3YEMBIX B

OMOMH(OpPMATHKE
FASTA

>roal_drome Rea guano receptor type I11 >> 0.1

MVNSNQNQNGNSNGHDDDFPQDSITEPEHMRKLFIGGLDYRTTDENLKAHEKWGNIVDV
VVMKDPRTKRSRGFGFITYSHSSMIDEAQKSRPHKIDGRVEPKRAVPRQDIDSPNAGATV
KKLFVGALKDDHDEQSIRDYFQHFGNIVDNIVIDKETGKKRGFAFVEFDDYDPVDKVVLQ
KQHQLNGKMVDVKKALPKNDQQGGGGGRGGPGGRAGGNRGNMGGGNYGNQNGGGN
WNNGGNNWGNNRGNDNWGNNSFGGGGGGGGGY GGGNNSWGNNNPWDNGNGGGNF
GGGGNNWNGGNDFGGYQQNYGGGPQRGGGNFNNNRMQPYQGGGGFKAGGGNQGNY
GNNQGFNNGGNNRRY

>roa2_drome Rea guano ligand

MVNSNQNQNGNSNGHDDDFPQDSITEPEHMRKLFIGGLDYRTTDENLKAHEKWGNIVDV
VVMKDPTSTSTSTSTSTSTSTSTMIDEAQKSRPHKIDGRVEPKRAVPRQDIDSPNAGATVK
KLFVGALKDDHDEQSIRDYFQHLLLLLLLDLLLLDLLLLDLLLFVEFDDYDPVDKVVLQK

QHQLNGKMVDVKKALPKNDQQGGGGGRGGPGGRAGGNRGNMGGGNYGNQNGGGNW
NNGGNNWGNNRGNDNWGNNSFGGGGGGGGGYGGGNNSWGNNNPWDNGNGGGNFG
GGGNNWNGGNDFGGYQOQNYGGGPQRGGGNFNNNRMQPYQGGGGFKAGGGNQGNYG
NNQGFNNGGNNRRY



ClustalW

e O4eHb M3BECTHAd M IIMPOKO PaCIPOCTpaHEHHAs
nporpamma: UNIX, Internet, Windows.

* Bemmonasger MSA; MOXET CTpOUTh (DUIOTEHETHYECKUE
JIEPEBBAL.

e BxogHou ¢aiin — popmar multi-fasta.



ClustalW

(@ hist Making the file in unix

>IPNS_STRJU P18286
MPILMPSAEVPTIDISPLSGDDAKAKQRVAQEINKAARGSGFFYASNHGVDVQLLQDVVN
EFHRNMSDQEKHDLAINAYNKDNPHVRNGYYKATKGKKAVESFCYLNPSFSDDHPMIKSE
TPMHEVNLWPDEEKHPRFRPFCEDYYRQLLRLSTVIMRGYALALGRREDFFDEALAEADT
LSSVSLIRYPYLEEYPPVKTGADGTKLSFEDHLDVSMITVLYQTEVONLQVETVDGWODT
PRSDEDFLVNCGTYMGHITHDY FPAPNHRVKFINAERLSLPFFLNAGHNSVIEPFVPEGA
AGTVKNPTTSYGEYLOHGLRALIVKNGQT

>IPNS_STRCL P10621
MPVLMPSAHVPTIDISPLFGTDAAAKKRVAEEIHGACRGSGFFYATNHGVDVQQLQDVVN
EFHGAMTDQEKHDLATHAYNPDNPHVRNGYYKAVPGRKAVESFCYLNPDFGEDHPMIAAG
TPMHEVNLWPDEERHPRFRPFCEGYYROMLKLSTVLMRGLALALGRPEHFFDAALAEQDS
LSSVSLIRYPYLEEYPPVKTGPDGQLLSFEDHLDVSMITVLFQTQVONLQVETVDGWRDI
PTSENDFLVNCGTYMAHVTNDYFPAPNHRVKFVNAERLSLPFFLNGGHEAVIEPFVPEGA

SEEVRNEALSYGDYLQHGLRALIVKNGQT

input file:
Multi-fasta



ClustalW

CLUSTAL W (1.7) multiple sequence alignment

IPNS_STRJU
IPNS_STRGR
IPNS_FLASS
IPNS_PENCH
IPNS_CEPAC

IPNS_STRJU
IPNS_STRGR
IPNS_FLASS
IPNS_PENCH
IPNS_CEPAC

-MPILMPSAEVPTIDISPLSGDDAKAKQRVAQEINKAARGSGFFYASNHGVDVQLLQDVV
-MPIPMLPAHVPTIDISPLSGGDADDKKRVAQEINKACRESGFFYASHHGIDVQLLKDVV
----MNRHADVPVIDISGLSGNDMDVKKDIAARIDRACRGSGFFYAANHGVDLAALQKFT
--MASTPKANVPKIDVSPLFGDNMEEKMKVARAIDAASRDTGFFYAVNHGVDVKRLSNKT
MGSVPVPVANVPRIDVSPLFGDDKEKKLEVARAIDAASRDTGFFYAVNHGVDLPWLSRET

NEFHRNMSDQEKHDLAINAYNKDNP-HVRNGY YKAIKGKKAVESFCYLNPSFSDDHPMIK
NEFHRTMTDEEKYDLAINAYNKNNP-RTRNGYYMAVKGKKAVESWCYLNPSFSEDHPQIR
TDWHMAMSAEEKWELAIRAYNPANP-RNRNGY YMAVEGKKANESFCYLNPSFDADHATIK
REFHFSITDEEKWDLAIRAYNKEHQDQIRAGY YLSIPEKKAVESFCYLNPNFKPDHPLIQ
NKFHMSITDEEKWQLAIRAYNKEHESQIRAGY YLPIPGKKAVESFCYLNPSFSPDHPRIK

BrixogHoit daii: aln format
doopmaTbl

http://www.ebi.ac.uk/help/formats.html



ClustalW - pesynbsrar

IPNS_STRJU
IPNS_STRCL
IPNS_NOCLA
IPNS_CEPAC

IPNS_STRJU
IPNE_STRCL
IPNS_NOCL&
IPNE_CEPAC

IPNE_STRJU
IPNE_STRCL
IPNE_NWOCL&
IPNS_CEPAC

IPNE_STRJU
IPN3_STRCL
IPNE_NWOCLA
IPNZ_CEPAC

IPNE_STRJU
IPNZ_STRCL
IPN3_NWOCL&
IPNE_CEPAC

IPNS_STRJU
IPNS_STRCL
IPNS_NOCL&
IPNS_CEPAC

IPNS_STRJU
IPNE_STRCL
IPNS_NOCL&
IPNZ_CEPAC

------------------ SYNTHASEMP - ILMPSAEVPT ID ISPLEGDD AKAKQRUVAQE IN
==YNTHASEMP -VLMP 3 AHUPT ID ISPLYGTD 23 AKKRVAEE IH
A5EM---KMPSAEVPT IDUSPLFGDDAQEKVRUGQE IN

IPNSISPENICILL INNSYNTHASEMGEUPUPVANUPR IDUSPLFGCDDEEKKLEVARAID

e N R S 0 SRR CT L R * * *

KaARGEGTIYASNHGUDUQLL QDUUNE FHENMSD QEKHDL & INAYNEDNP ~-HURNGYYES
GACRGEGTIYATNHGUDVQQLQDUVUNE FHGAMTD QEEKHDL & IHAYNPDNP ~HURNGYYKS

KACRGEGTIYAAMNHGUDUQRLQDUUNETHRTMSP QEKYDL & IHAYNENN S ~HURNGYYMA
233RDTGPIYAUNHGUDLPUL SRETNKTHMSE ITDEEI-’WQL AIRAYNKEHESQ IRAGYYLP

*_E_ L hEEEE EEEEE. +* *.kE . chkE L kEE hEE .. k3

IKGEKAVESFCYLNP SFSDDHPM IKSETPMHEUNLWPDEEKHPRFRP FCEDYYRQLLEL S
VP GRKAVESFCYLNPDFGEDHPM I AAGTPMHEVNLWPDEERHPRFRP FCEGYYRQMLELS
IEGKKAVESFCYLNP SFSEDHPE IKAGTPMHEUNSWPDEEKHP SFRP FCEEYYWTMHRL S

IPGKKAVESFCYLNPSFSPDHPRIKEPTPMHEVNUWPDE AKHP GFRAFAEKYYWDUEGL S
E L I s EEEEEEE KEEE . kE Kk _k_* Kk . kE

TUIMRGYALALGRREDFIDEAL AEADTLSSVEL IRYPYLEEYPP - -VKT GADGTKLSTED
TULMRGL AL AL GRPEHFFDAALAEQDSLESVEL IRYPYLEEYPP - -VKT GPDGQLLSFED
KUVLMRGFALALGKDERFFEPELKEADTLSS3VSL IRYPYLEDYPP - -UKT GPDGEKLSFED
SAVLRGYALALGRDEDFFTRHSRRDTTLSSUUL IRYPYLDPYPEPAIKT ADDGTEKLSFEW

* *. . r x Tx. T . = Eak ok

HLDUSMITULYQTEVQNLQUETVDGWQD IPREDEDFLUNCGTYMGH ITHD Y P APNHRUK
HLDUSMITULFQTQUQNLQVETVDGUWED IPT SEND FLUNCGCTYMAHUTHNDYIP AP NHRUVK
HFDUVSMITULYQTQUQNLQUETUDGWRDLPT SDTDFLUNAGT YL GHLTHDYIP SPLHRVK
HEDUSL ITULYQEDUVQNLQUVKTPQGUWQD IQADDT GFL INCGSYMAH ITDDYYP &P INRUVK

E b O b b R SRR b b R R PR T . TEk-% .- % e XXX XY

FINAEPLSLPFFLNAGHNSVIEPFUP----EGAAGCTUK-NPTTSYGEYL QHGLRAL IVEN
FUNAERLSLPFFLNGGHE AV IEP FUP ----EGASEEVR-NE AL 3YGDYL QHGLRAL IVEN
FUNAEFRLSLPFFFHAGQHTL IEPFIP ----DGAPEGKQGNE AVRYGCDYLNHGLHSL IVEN

WUNEERQSLPFFUNLGUWEDT IQPUWDP AT AKD GAKD 2AKDEP &1 SYGEYL QGGLRGL INKN
Lk kE KEEEE_ . k| k. k. * L o kEL AR Ak _kE A

GQT 227
GQT 226
GQT 221
GQT 262

ek




http://www.eb1.ac.uk/Tools/msa/muscle/

Cookies on This website uses cookies to store a small amount of information on your computer, as part of
EMBL-EBI the functioning of the site. Cookies used for the operation of the site have already been set.

website To find out more about the cookies we use and how to delete them, see our Coo

Yy
statements.

Dismiss this notice
EMBL-EBI

MUSCLE

Input form ;| Web services | Help & Documentation

Services = Research | Training | About us _

* Feedback

Too

Multiple Sequence Alignment

MUSCLE stands for MUItiple Sequence Comparison by Log- Expectation. MUSCLE is claimed to achieve both better average accuracy and better speed than ClustalW2 or T-Coffee, depending on the
chosen options.

STEP 1 - Enter your input sequences

4
afile: | BuiGepute daiin | ®aiin He seibpaH

STEP 2 - Set your Parameters
OUTPUT FORMAT: | ClustalW v

The default settings will fulfill the needs of most users and, for that reason, are not visible.

More options... | (Click here, if you want to view or change the default settings.)

STEP 3 - Submit your job
(7] Be notified by email (Tick this box if you want to be notified by email when the results are available)

Submit

If you plan to use these services during a course please con




Step 1

Cookies on This website uses cookies to store a small amount of information on your computer, as part of
EMBL-EBI the functioning of the site. Cookies used for the operation of the site have already been set.
website To find out more about the cookies we use and how to delete them, see our Cookie and Privacy
statements.
Dlsmlss this notice

EMBL-EBI

MUSCLE

Input form Web services Help & Documentation

Services Research Training About us _

#® Feedback
Tools > Multiple Sequ lignment > MUSCLE

Multiple Sequence Alignment
MUSCLE stands for MUltiple Sequence Comparison by Log- Expectation. MUSCLE is claimed to achieve both better average accuracy and better speed than Clustal

chosen options. /

STEP 1 - Enter your input sequences

a set of sequences in an

[Trametes hirsuta]
[MPRVPFLGIIVALVLAVSVLGAIGPKGNLVISNAAIAPD

A

AIVVNGVFPSPLITGKKGDHFQLNVIDKLTNHTMLKTTSIHWHGFFQEGTNWADGPAFVNQCPIASGHSFLYDFHVPDQAGTFWYHSHLSTQYCDGLRGPMWY
DPKDPQAYLYDVDNEGTVITLADWYHVAAKLGPKFPLGAQSTLINGFGRSAETPTAQLAVINVQRGKRYRFRLYSLSCDPNHTFSVDGHNLTIIEVDGVNSKPLTVDSIQIFAAQRYSFVLNANQPYDNYWIRANPNFGTTGFAGGYN

SAILRYKGAPASEPTTTOSTSVRPLVETNLHPLASMRVPGLPVPGGVDKAINLAFNFNGTNFFINNATFTPPTVPVLLO|LSGAHTAQDLLPPGSVYPLPAHSSIEITLPATSLAPGTPHPFHLHGHVFAIVRSAGSTTYNYVDPIFRDW .
STGTPAAGDNVTIRFRTDNPGPWFLHCHIDFHLDAGFAVVMAEDIPDVRAVNPYSKAWSDLCPIYDKLGSDDL




Step 2

MUSCLE

Input form Web services Help & Documentation

ple Sequence

chosen options.

STEP 1 - Enter your input sequences

[MPRVPFLGIIVALVLAVSVLGAIGPKGNLVISNAAIAPDGFNRDAIVVNGVFPSPLITGKKGDHFQLNVIDKLTNHTMLKTTSIHWHGFFQEGTNWADGPAFVNQCPIASGHSFLYDFHVPDQAGTF
DPKDPQAYLYDVDNEGTVITLADWYHVAAKLGPKFPLGAQSTLINGFGRSAETPTAQLAVINVQRGKRYRFRLYSLSCDPNHTFSVDGHNLTIIEVDGVYNSKPLTVDSIQIFAAQRYSFVLNANQP

SAILRYKGAPASEPTTTQSTSVRPLVETNLHPLASMRVPGLPVPGGVDKAINLAFNFNGTNFFINNATFTPPTVPVLLQILSGAHTAQDLLPPGSVYPLPAHSSIEITLPATSLAPGTPHPFHLHGHVH
STGTPAAGDNVTIRFRTDNPGPWFLHCHIDFHLDAGFAVVMAEDIPDVRAVNPVSKAWSDLCPIYDKLGSDDL

Or upload a file: | Buiepute ¢aﬁny{

STEP 2 - Set your Parameters
OUTPUT FORMAT: | ClustalW

The default settings will fulfill the needs of most users and, for that reason, are not visible

More options... | (Click here, if you want to view or change the default settings.)




Step 2 cont...

MUSCLE

Input form Web services Help & Documentation

Tools > Multiple Sequence Alignment > MUSCLE

Multiple Sequence Alignment

chosen options.

MUSCLE stands for MUItiple Sequence Comparison by Log- Expectation. MUSCLE is claimed to achieve both better average accuracy and better speed than ClustalW2 or T-Coffee, depending ¢
STEP 1 - Enter your input sequences

|> LacE [Trametes hirsuta]

[MPRVPFLGIIVALVLAVSVLGAIGPKGNLVISNAAIAPDGFNRDAIVVNGVFPSPLITGKKGDHFQLNVIDKLTNHTMLKTTSIHWHGFFQEGTNWADGPAFVNQCPIASGHSFLYDFHVPDQAGTFWYHSHLSTQYCDGLRGP!

DPKDPQAYLYDVDNEGTVITLADWYHVAAKLGPKFPLGAQSTLINGFGRSAETPTAQLAVINVQRGKRYRFRLYVSLSCDPNHTFSVDGHNLTIIEVDGVNSKPLTVDSIQIFAAQRYSFVLNANQPVDNYWIRANPNFGTTGFA
[SAILRYKGAPASEPTTTQSTSVRPLVETNLHPLASMRYPGLPVPGGVDKAINLAFNFNGTNFFINNATFTPPTVPVLLQILSGAHTAQDLLPPGSVYPLPAHSSIEITLPATSLAPGTPHPFHLHGHVFAIVRSAGSTTYNYVDPIFF
|STGTPAAGDNVTIRFRTDNPGPWFLHCHIDFHLDAGFAVVMAEDIPDVRAVNPVSKAWSDLCPIYDKLGSDDL

STEP 2 - Set your Parameters
OUTPUT FORMAT: | ClustalW

x|

| Pearson/FASTA
The default settings w

st users and, for that reason, are not visible
ClustalW (strict)
HTML view or change the default settings.)
GCG MSF
Phylip interleaved
STEP 3 - Submit you Phylip sequential




MUSCLE stands for MUItiple Sequence Comparison by Log- Expectation. MUSCLE is claimed to achieve both better average accuracy and better speed than ClustalW2 or T-Coffee, de

chosen options.

STEP 1 - Enter your input sequences

> LacE [Trametes hirsuta]
MPRVPFLGIIVALVLAVSVLGAIGPKGNLVISNAAIAPDGFNRDAIVVNGVFPSPLITGKKGDHFQLNVIDKLTNHTMLKT TSIHWHGFFQEGTNWADGPAFVNQCPIASGHSFLYDFHVPDQAGTFWYHSHLSTQYC

DPKDPQAYLYDVDNEGTVITLADWYHVAAKLGPKFPLGAQSTLINGFGRSAETPTAQLAVINVQRGKRYRFRLYSLSCDPNHTFSVDGHNLTIIEVDGVNSKPLTVDSIQIFAAQRYSFVLNANQPVDNYWIRANPNF
SAILRYKGAPASEPTTTQSTSVRPLVETNLHPLASMRVPGLPVPGGVDKAINLAFNFNGTNFFINNATFTPPTVPVLLQILSGAHTAQDLLPPGSVYPLPAHSSIEITLPATSLAPGTPHPFHLHGHVFAIVRSAGSTTY
STGTPAAGDNVTIRFRTDNPGPWFLHCHIDFHLDAGFAVVMAEDIPDVRAVNPVSKAWSDLCPIYDKLGSDDL

Or upload a file: | Buibepute caiin | ®aiin He BuibpaH

STEP 2 - Set your Parameters

OUTPUT FORMAT: | ClustalW M
OUTPUT TREE QUTPUT ORDER
'none v aiigned v

STEP 3 - Submit your job

Be notified by email [l is box if you want to be notified by email when the results are available)

If you plan to use these services during a course please contact us.




Input Validation

o Filtering the parameters

o Validating the parameters
l
i

M Please wait



Tools > Multiple Sequence Alignment > MUSCLE

Results for job muscle-120141001-133924-0133-44036811-pg

CA e glshiel | Result Summary | Phylogenetic T

Download Alignment File = Show Colors = Send to ClustalW2_Phylogeny

Submission Details

CLUSTAL multiple sequence alignment by MUSCLE (3.3)

LacC

MSSWSPRTAVTILGLC--GAAMAAIGPVTDLDIVNKEIAPDGLLRDTVLAGGTFPGPLVQ

gi|6366143087 |ref|XP_208038288.1| MSFRSLRRALVFLGVC--GAAFAAIGPVTELDIVNKVIAPDGFARDTVLAGGTFPGPLIT
gi|636614197 |ref|XP_e08038233.1| MSFSSLCRTLVFLGAC--SSALASIGPVTELDIVNKVIAPDGVARDTVLAGGTFPGPLIT
LacD MTFIRSVVFAAALALA--PSALGAVGPRAELVISNSLIAPDGFARDAVVWHNGISPGPLIA
LacA MSRFQSLLTFITISLV--AVAHAAVGPVADLTITDAAVSPDGFSRQAVVWNGVTPGPLVA
gi|636602959 | ref|XP_208832614.1| MSRFHSLLAFVVASLT - -AVAHAGIGPVADLTITNAAVSPDGFSRQAVVWNGGTPGPLIT
1KYA:A|PDBID|CHAIN|SEQUENCE ~  —=-mmmmmmmmommemooemee GIGPVADLTITNAAVSPDGFSRQAVVWNGGTPGPLIT
LacE MPRVPFLGIIVALVLA--VSVLGAIGPKGNLVISNAAIAPDGFNRDAIVVNGVFPSPLIT
gi|636603285 |ref|XP_208032737.1| -MGLQRFSFFVTLALV--ARSLAAIGPVASLVVANAPVSPDGFLRDAIVVNGVVPSPLIT
1GYC:A|PDBID|CHAIN|SEQUENCE =~ —=-mmmmmmmmmmmomooaooeo AIGPAASLVVANAPVSPDGFLRDAIVWNGVFPSPLIT
gi|636609663|ref|XP_208035966.1| MGKFHSFVNVVALSLSLSGRVFGAIGPVTDLTISNADVTPDGITRAAVLAGGVFPGPLIT
LacB MGKLQHFATSIALSLSLGRAVYGAIGPVTTLTIANADISPDGYTRATVLANGVYPGPLIT
gi|636609661 |ref|XP_008035965.1| MGRFSSLCALTAVIHSF-GRVSAAIGPVTDLTISNADVSPDGF TRAAVLANGVFPGPLIT
s EE * .o REF ® e * x E¥o

LacC GKK----------""coumm- GDHFKINVVDKLTNETMLTSTTIHWHGLFQHTTNWADGP
gi|636614307 |ref|XP_008038288.1| GKK---=-------oocomemo GDNFRINVVDKLVNETMLTATTIHWHGMFQHTTNIWADGP
gi|636614197 |ref|XP_208838233.1| OKK-=--==o=c-rmoo—=na GDNFRINVVDKLVNQTMLTSTTIHWHGMFQHT TNWADGP
LacD GQKVCWLAHRAIEGSLRYLLKGDRFRLNVVDKLTNHSMLKTTSIHWHGFFQEGTNIWADGP
LacA L e GDRFQLNVIDNLTNHTMLKSTS IHWHGFFQHGTNWADGP
gi|636602959|ref|XP_208032614.1| GNM-----------"c"uu-- GDRFQLNVIDNLTNHTMLKSTSIHWHGFFQKGTNWADGP
1KYA:A|PDBID|CHAIN|SEQUENCE GNM----~-===-cmmo-=e- GDRFQLNVIDNLTNHTMLKSTS IHWHGFFQKGTNWADGP
LacE KK~ GDHFQLNVIDKLTNHTMLKTTSIHWHGFFQEGTNWADGP
gi|636603205|ref|XP_008032737.1| QK- ~=m=ssoonocasiis GDRFQLNVVDTLTNHSMLKSTS IHWHGFFQAGTNWADGP
1GYC:A|PDBID|CHAIN |SEQUENCE GKK---=----=--mocoemo GDRFQLNVVDTLTNHTMLKSTSIHWHGFFQAGTNIWADGP
gi|636609663|ref|XP_208835966.1 | GNK----~-===-cmmo=e- GDEFQINVIDNLTNETMLKSTTIHWHGIFQAGTNIWADGA
LacB OGN == =~===mrro-mr=cns GDNFQITVEDQLTNSTMLKTTTIHWHGIFQEGTNWADGA
gi|636609661 | ref|XP_008035965.1| | et e D GDNFQINVIDNLSNETMLKSTS IHWHGFFQKGTNWADGA

*2 X F 2 3 ¥ F E 2 FF X AIFEF 13X ¥BREEE
LacC AFVTQCPIIAGNDFLYNFQVPDQTGTYWYHSHLATQYCDGLRGPLVIYDPHDPHKHLYDV
gi|636614307 | ref|XP_008038288.1| AFVTQCPITTGHDFLYKFHVPDQTGTYWYHSHLSLQYCDGLRGPMVIYDPQDPQAHLYDV
gi|636614197 |ref|XP_208038233.1| AFVTQCPITTGDDFLYNFRVPDQTGTYWYHSHLALQYCDGLRGPLVIYDPHDPQAYLYDV

LacD

AFVNQCPIASGNSFLYDFQVPDQAGT FWYHSHLSTQYCDGLRGAIMVVYDPFDFQRHLYDV
AFINQCPISPGHSFLYDFQVPDQAGT FWYHSHLSTQYCDGLRGPFVVYDPNDPHASRYDV



Input form Web services

Help & Documentation

Tools > Multiple Sequence Alignment > MUSCLE

Results for job muscle-120141001-13

Result Summary Phylog

Download Alignment File | Hide Colors

ic Tree  Submission Details

Send to ClustalW2_Phylogeny

CLUSTAL multiple sequence alignment by MUSCLE (3.8)

LacC
gi|636614307 | ref|XP_008038288
gi]636614197 | ref|XP_008038233
LacD
LacA

gi|636602959|ref|XP_008032614.

1KYA:A|PDBID|CHAIN | SEQUENCE
LacE

gi|6366032085|ref|XP_208032737.

1GYC:A|PDBID|CHAIN|SEQUENCE

gi|636609663 |ref|XP_008035966.

LacB

gi|636609661 |ref|XP_208035965.

LacC

gi|636614307 |ref|XP_208038288.
gi|636614197 | ref|XP_208038233.

LacD

LacA
gi|636602959 | ref|XP_098032614
1KYA:A|PDBID|CHAIN|SEQUENCE
LacE

gi|6366032085|ref|XP_208032737.

1GYC:A|PDBID|CHAIN|SEQUENCE

gi|636609663 | ref|XP_208935966.

LacB
gi|636609661|ref|XP_208035965

.1
.1]

1]

1|
1|

1|

1|
1]

.1

1]
1]

.1

MSSWSPRTAVTILGLC--GAAMAAIGPVTDLDIVNKEIAPDGLLRDTVLAGGTFPGPLVQ
MSFRSLRRALVFLGVC--GAAFAAIGPVTELDIVNKVIAPDGFARDTVLAGGTFPGPLIT
MSFSSLCRTLVFLGAC--SSALASIGPVTELDIVNKVIAPDGVARDTVLAGGTFPGPLIT
MTFIRSVVFAAALALA--PSALGAVGPRAELVISNSLIAPDGFARDAVVWNGISPGPLIA
MSRFQSLLTFITISLV--AVAHAAVGPVADLTITDAAVSPDGFSRQAVVVNGVTPGPLVA
MSRFHSLLAFVVASLT - -AVAHAGIGPVADLTITNAAVSPDGFSRQAVVVNGGTPGPLIT
----------------------- GIGPVADLTITNAAVSPDGFSRQAVVWNGGTPGPLIT
MPRVPFLGIIVALVLA--VSVLGAIGPKGNLVISNAAIAPDGFNRDAIVVNGVFPSPLIT
-MGLQRFSFFVTLALV--ARSLAAIGPVASLVVANAPVSPDGFLRDAIVVNGVVPSPLIT
----------------------- AIGPAASLVVANAPVSPDGFLRDAIVVNGVFPSPLIT
MGKFHSFVNVVALSLSLSGRVFGAIGPVTDLTISNADVTPDGITRAAVLAGGVFPGPLIT
MGKLQHFATSIALSLSLGRAVYGAIGPVTTLTIANADISPDGYTRATVLANGVYPGPLIT
MGRFSSLCALTAVIHSF -GRVSAAIGPVTDLTISNADVSPDGF TRAAVLANGVFPGPLIT

i XE Wiie 3 IiNEE WL IIZNSE: NIE:
GKK---=-----ccmcceeee GDHFKINVVDKLTNETMLTSTTIHWHGLFQHTTNIWADGP
GKK-------mmmm oo GDNFRINVVDKLVNETMLTATTIHAHGMFQHTTNIWADGP
GKK--------cccemeeeee GDNFRINVVDKLVNQTMLTSTTIHAHGMFQHTTNIWADGP
GQKVCWLAHRAIEGSLRYLLKGDRFRLNVVDKLTNHSMLKTTSIHAHGFFQEGTNIWADGP
GNI-----------ccuuu-- GDRFQLNVIDNLTNHTMLKSTSIHWHGF FQHGTNINADGP
GNM-------=--m o= GDRFQLNVIDNLTNHTMLKSTSIHAHGF FQXGTNIWADGP
GNM-------mm e - GDRFQLNVIDNLTNHTMLKSTSIHAHGFFQXGTNIWADGP
OKK---=--=-=eemmmm e GDHFQLNVIDKLTNHTMLKTTSIHAJHGFFQEGTNIWADGP
GKK---=-----ecmcceeeo GDRFQLNVWDTLTNHSMLKSTSIHWHGF FQAGTNIADGP
GKK-------mmmm oo GDRFQLNVVDTLTNHTMLKSTSIHAHGF FQAGTNIWADGP
OGNK-----==-cememeeee GDEFQINVIDNLTNETMLKSTTIHAHGIFQAGTNIWADGA
GNT-------=--=mem e GDNFQITVEDQLTNSTMLKTTTIHWHGIFQEGTNIWADGA
GNK---=------cmceeeee GDNFQINVIDNLSNETMLKSTSIHWHGFFQXGTNINADGA

*. BE & 2 F X X X% 3% X2 XSEF X *EREEE



Results for job muscle-120141001-133924-0133-44036811-pg
Alignments = Result Summary Submission Details

Phylogenetic Tree

This is a Neighbour-joining tree without distance corrections.

Download Phylogenetic Tree File

ac(C:9.11478,

A~ N~~~

gi|6366143087 | ref|XP_008038288.1| :0.07705,
gi|636614197 |ref|XP_008038233.1| :2.08146)
:8.82355)

:0.09463,

(

(
gi|636609663 | ref|XP_008035966.1| :0.09738,
LacB:0.10223)

:0.80755,
gi|636609661 | ref|XP_008035965.1]:2.12918)
:2.83983)

:0.03434,

(

LacA:9.06283,

(
gi|636602959 | ref|XP_008032614.1| :@.00945,
1KYA_A| PDBID | CHAIN|SEQUENCE: -@.08544)
:2.84993)

:8.85736)

:0.01157,

LacD:0.143@9,

(

LacE:9.88739,

(
gi|636603285 | ref|XP_@08032737.1| :0.91463,
1GYC_A|PDBID|CHAIN|SEQUENCE: -2.00461)

«

A @

&




Phylogram

Branch length: '® Cladogram

Real

LacC 0.11478
gi|636614307|ref|XP_008038288.1| 0.07705
gi|636614197|ref|XP_008038233.1| 0.08146
gi|636609663|ref| XP_008035966.1| 0.09738
LacB 0.10223

gi|636609661 |ref|XP_008035965.1| 0.12918
LacA 0.06283

gi|636602959|ref| XP_008032614.1| 0.00945
1KYA_A|PDBID|CHAIN|SEQUENCE -0.00544
LacD 0.14309

LacE 0.08739
gi|636603205|ref|XP_008032737.1| 0.01463
1GYC_A|PDBID|CHAIN|SEQUENCE -0.00461




CTaTuCcTUKA BEIpABHUBAHUSA
MUSCLE

Input form Web services Help & Documentation

Alignments FiEEHESTGERE | Phylogenetic Tree | Submission Details

Input Sequences Jalview




Percent Identity Matrix - created

1S
2
33
4:
5:
6:
7:
8:
9:

LacC

gi|636614307 |ref|XP_008038288.
gi|636614197 |ref|XP_008038233.

LacD
LacA

gi|636602959 |ref|XP_008032614.

1KYA_A|PDBID|CHAIN|SEQUENCE
LacE

gi|636603205 | ref|XP_008032737.

1GYC_A|PDBID|CHAIN|SEQUENCE

1 gi|636609663|ref|XP_008035966.

LacB

1 gi|636609661|ref|XP_008035965.

by Clustal2.1

Ta

OJnIIa




3agaHne Ha 10M

[IpoBecTu BbIpaBHUBAHUE MOCJIEI0BATEILHOCTEN 13 (paiiia
(Muscle)

JlaTh CTaTUCTUKY BhIpABHUBAHMS: OIHCATh, KAKUE OCJIKH UMEIOT
OoJIbIIIEE CXOACTBO (IO pe3yabTaTaM TaOJIHIIbI).

Haitn yyacTku KOHCEpBaTUBHBIE (TIa3aMU U PyKaMH © )



I lonck KOHCEpPBATUBHBIX

YYACTKOB IJIa3aMU U pyKaMu ©

CcLlA65
CclHFU A
LacC Trame
Tsp3KW/ A
LacB Trame
LacD Trame
Tt2HRH A
TvL1KYA
Tv1lKYA A
Th3VvoC
Th3FPX
LacA Trame
LackE Trame
TvL1GYC
TvlGYC A A

%

GPDGVT
GADGV
GPAEFVT
GPAFV

GPAFV
GPAFT
GPAFIT
GPAFT
GPAFI
GPAFI
GPAFV
GPAFV
GPAFV

* .

NOSGDSEFTYSEDAGNEAGTEFWYHSHY]
b-PGHAFLYKEFTPAGHAGTEFWYHSHE
[-AGNDELYNFOVPDQTGTYWYHSHI
N—SGNSFLYDFTVPDQAGT FWYHSHI
N—SGNSFLYDENVTDQAGT FWYHSHI
N—SGNSFLYDFQVPDOQAGTFWYHSHL
5-TGHAFLYDFQVPDOQAGT FWYHSHI
5—-SGHSFLYDFQVPDOAGT FWYHSHI
- SGHSFLYDFQVPDOAGT EFWYHSHL
5-PGHSFLYDFQVPDOQAGT FWYHSHI
b—-PGHSFLYDFQVPDOQAGT FWYHSHI
b—-PGHSFLYDFQVPDOQAGT FWYHSHI
N—-SGHSFLYDFHVPDOQAGT FWYHSHI
N—-SGHSFLYDFHVPDOQAGTFWYHSHI
N—SGHSFLYDFHVPDOQAGT FWYHSHI

L x * kK sk ke kkkhk

QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGA
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE
QYCDGLRGE

Kk Kk khkKhKhkk

L

L
L

VI YDDNDPYKNL

MV IYDDNDPHAAL

VI YDPHDPHKHL

I
I
I
I
I
I

F
F

VVYDPSDPYASM
YDPNDPHADL
YDPEFDFQRHL

VVYDPOQDPHKSL

VVYDPNDPAADL

VVYDPNDPAADL

VVYDPNDPHASR

VVYDPNDPHASR

VVYDPNDPHASR

MVVYDPKDPQAYL

VVYDPKDPHASR
VVYDPKDPHASR

*:** *

« »-CTPOro oJHa 1 Ta K€ aK Y BCCX HOCHCﬂOB&TCHBHOCTCﬁ;

« . » - 3aM€HAa aK U3 OJIHON (PYHKIIMOHAIILHOW KaTEropuu

« . » - 3aME€HA aK 13 Pa3HbIX (PYHKIIMOHAIBHBIX KaTErOpui



CucremMa olleHKH - 0€JIKA

Category Amino Acid

Kucnore\aMmu sl Asp (D) Glu(E) Asn (N) Gln (Q)

OcHoBaHUA His (H) Lys (K) Arg (R)

Apomarndeckue Phe (F) Tyr (Y) Trp (W)

['uapodunbHbIC Ala (A) Cys (C) Gly (G) Pro (P) Ser (S) Thr (T)
I'mapodoOHBIE Ile (I) Leu (L) Met (M) Val (V)




3agaHne Ha 10M

[IpoBecTu BbIpaBHUBAHUE MOCJIEI0BATEILHOCTEN 13 (paiiia
(Muscle)

I[&TB CTAaTHUCTUKY BbIPpABHHUBAHUWAIL.

Haitn yyacTku KOHCEpBaTUBHBIE (TIa3aMU U PyKaMH © )

[Toctpouts LOGO xoHCcepBaTuBHEIX y4yacTKOB (Weblogo)
(He MEHee TpeX yJacTKOB, a JIyUllle BCE, KaKHe HaleTe.



3agaHne Ha 10M

[IpoBecTu BbIpaBHUBAHUE MOCJIEI0BATEILHOCTEN 13 (paiiia
C UCIIOJIb30BAHUEM JIPYTHUX MPOTrPAMM:

T-coffee

ClustalW

ProbCons

CpaBHUTB PE3YJIbTaThl BBIPABHUBAHUS ITOCIIEA0BATEIILHOCTEN
Pa3HBIMM MPOTPaMMaMH (€CTh I OTINYHS — CCIATh
1 ONHCATh CKPUHIIOThI BRIPBAHUBAHUI )



[lporpammebl Ha
http://www.expasy.org/tools/

Multiple

Decrease redundancy &) - Reduce a set of sequences into a non-redundant set

CLUSTALW [At EBI, PBIL, My Hits &3 or at EMBnet-CH &3]

KALIGN - An accurate and fast multiple sequence alignment algorithm [At Karolinska Institute or at EBI]
MAFFT [At Kyushu University, EBI or at MyHits &3]

Muscle [At Berkeley or at BioAssist]

T-Coffee [At Vital-IT &3, BioAssist or at EBI]

MSA - at Genestream (IGH)

DIALIGN - Multiple sequence alignment based on segment-to-segment comparison, at University of Bielefeld, Germany
Match-Box - at University of Namur, Belgium - at Washington University

Multalin [At GenoToul Bioinfo or at PBIL]

MUSCA - Multiple sequence alignment using pattern discovery, at IBM




llocTtpoenune Logo
Weblogo —

http://weblogo.berkeley.edu/



CcL1lA65
CclHFU A
LacC Trame
Tsp3KW/ A
LacB Trame
LacD Trame
Tt2HRH A
TvL1KYA
Tv1iKYA A
Th3VvaC
Th3FPX
LacA Trame
Lack Trame
TvL1GYC
TvlGYC A A

1 »Tamn — onpeaeisiem

KOHCEPBATUBHBIN Y4aCTOK

GPDGVTQCPIAQSGDSEFTYSEFDAGNEAGT FWYHSHYGTQYCDGLRGPL
GADGVNQCPIS-PGHAFLYKFTPAGHAGT FWYHSHEFGTQYCDGLRGPM]
GPAFVTQCPIT-AGNDFLYNFOQVPDOAGTYWYHSHLATQYCDGLRGPL

GPAFVNQCPIA-SGNSFLYDETVPDQ
GAAFVNQCPIA-SGNSFLYDENVTDQ
GPAFVNQCPIA-SGNSFLYDEFQVPDQ
GPAFVNQCPIS-TGHAFLYDEFQVPDQ
GPAFINQCPIS-SGHSFLYDEFQVPDQ
GPAFINQCPIS-SGHSFLYDEFQVPDQ
GPAFINQCPIS-PGHSFLYDEQVPDQ
GPAFINQCPIS-PGHSFLYDEFQVPDQ
GPAFINQCPIS-PGHSFLYDEFQVPDQ
GPAFVNQCPIA-SGHSFLYDFHVPDQ
GPAFVNQCPIA-SGHSFLYDFHVPDQ
GPAFVNQCPIA-SGHSFLYDFHVPDQ

x s K KKK L x K kK

AGTEFWYHSHLSTQYCDGLRGPL
AGTFWYHSHLSTQYCDGLRGPM]
AGTFWYHSHLSTQYCDGLRGAM]
AGTEFWYHSHLSTQYCDGLRGPT]
AGTEFWYHSHLSTQYCDGLRGPE"
AGTEFWYHSHLSTQYCDGLRGPE"
AGTEFWYHSHLSTQYCDGLRGPE"
AGTEFWYHSHLSTQYCDGLRGPE"
AGTFWYHSHLSTQYCDGLRGPE
AGTFWYHSHLSTQYCDGLRGPM]
AGTFWYHSHLSTQYCDGLRGPE”
AGTFWYHSHLSTQYCDGLRGPE”

Kdhk ek kkhkhk  khkkhkhkkhok

/1 YDDNDPYKNL
/I YDDNDPHAAL
/1 YDPHDPHKHL
/VYDPSDPYASM
/VYDPNDPHADL
/VYDPFDEFQRHL
/VYDPOQDPHKSL
/VYDPNDPAADL
/VYDPNDPAADL
/VYDPNDPHASR
/VYDPNDPHASR
/VYDPNDPHASR
/VYDPKDPOAYL
/VYDPKDPHASR
/VYDPKDPHASR

:k:** *




2 7Tam — BEIOMpaeM o0I11ee
BbIPABHUBAHME DTOI'0 Y4aCTKa

GTFWYHSHLSTQYCDGLRGPL
GTFWYHSHLSTQYCDGLRGPI
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHFGTQYCDGLRGPM
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHLSTQYCDGLRGPM
GTYWYHSHLATQYCDGLRGPL
GTFWYHSHLSTQYCDGLRGAM
GTFWYHSHLSTQYCDGLRGPM
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Introduction

WebLogo is a web based application designed to make the generation of sequence logos as easy and painless as possible. Click here to create your own sequence logos.

Sequence logos are a graphical representation of an amino acid or nucleic acid multiple sequence alignment developed by Tom Schneider and Mike Stephens. Each logo consists of stacks of symbols, one stack for each

position in the sequence. The overall height of the stack indicates the sequence conservation at that position, while the height of symbols within the stack indicates the relative frequency of each amino or nucleic acid at
that position. In general, a sequence logo provides a richer and more precise description of, for example, a binding site, than would a consensus sequence.

WebLogo Source Code

The WebLogo source code is available for download. See the README file for installation instructions and release notes, and LICENSE for the open source license.

Disclaimer

While no permanent records are kept of submitted sequences, we cannot undertake to guarantee that data sent to WebLogo remains secure. Moreover, no guarantees whatsoever are provided about data generated by WebLogo.
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The Look & Feel of the sequence logo generation form was inspired by the GIF/PNG-Creator for 2D Plots of Chemical Structures.




4 sTar — nocJjaea0BaTeIbHOCTH

BCTABJIZICM B OKHO

WEBLOGO - about - create - examples -

© Multiple Bée Alignment

@ Upload Sequence Data: | Buibepute daiin | Oaiin He Buibpan

Image Format & Size
© Image Format: PNG (bitmap) ¥ © Logo Size per Line:




4 sTan — nocjaea0BaTeJIbHOCTH

BCTABJISICM B OKHO

IEeLoco

© Upload Sequence Data:

© Image Format:

- about - create - examples -

© Multiple Sequen:

GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHFGTQYCDGLRGPM
GTFWYHSHLSTQYCDGLRGPF
GTFWYHSHLSTQYCDGLRGPM
GTYWYHSHLATQYCDGLRGPL
GTFWYHSHLSTQYCDGLRGAM
GTFWYHSHLSTQYCDGLRGPM

,7 Bribepute aiin | aiin He BhIbpaH

PNG (bitmap) ¥

Image Forma
:




5 atamn — coznanue L.ogo

EBMOGO -gbout - create - examples

6 Multple Sequence Alignment

GTFHYHSHLSTQYCDGLRGF A
GTFIYHSHLSTQYCOGLRGPF
GTFIYHSHLSTQYCDGLRGPF
GTFIYHSHFGTQYCOGLRGP!
GTFIYHSHLSTQYCOGLRGPF
GTFIYHSHLSTQYCOGLRGRH
GTYYHSHLATQYCOGLRGPL
GTFIYHSHLSTQYCOGLRGAN
GTFIYHSHLSTQYCOGLRGRH

| 4

6 Upload Sequence Data \' Bueninedain G e s

Image Format & Size
6 Image Fomat PG pimp) 7 6 Logo Size per e B X5 v

Creae Logo m



6 3Tan — roToBeIU LOgo

o o CoxpaHWTb KapTHHKY Kak...
-

1S BNMELES

Kenupeeate URL kapTuHku
KenupoeaTe KapTUHKY

OTKpbITE KAPTUHKY B HOBOW BKN3AKE
Haiiti 370 nsoBpaxenue e Google

Meuarte...
33BnoKUpOEaTE 3INEMEHT

MpocmoTp KoAa 3neMeHTa




MOoXXHO 1ourparb ¢ HaCTpOUKaMU

(TIpH KeJIaHuH © )

Advanced Logo Options
© Sequence Type: aminoacid ' DNA/RNA © Automatic Detection
© First Position Number: 1 © Logo Range:
© Small Sample Correction: v © Frequency Plot
© Multiline Logo (Symbols per Line): (2 )

Advanced Image Options

© Bitmap Resolution: % pixelsfinch (dpi) ¥  Antialias Bitmaps: )

0 Tile:  Y-Axis Height (bits)

© Show Y-Axis: v 0 Y-Axis Label: bits

© Show X-Axis: ‘ 6 X-Axis Label:

© Show Error Bars: 6 Label Sequence Ends: )

© Boxed / Boxed Shrink Factor: [ 05 6 Outline Symbols:

© Show fine print; ‘ 0 Y-Axis Tic Spacing: 1 (bits)

Colors
© Color Scheme: ¢ Default - Black & White - Custom (See Below.)
© Symbols 6 Color 9RGB 9 Symbols 9 Color 9RGB
KRH green v purple ¥
DE blue v orange ¥
AVLIPWFM ed v black v
black ¥ Other black v

‘ Create Logo | Reset |




3ajaHne Ha 10M

[IpoBecTu BripaBHUBAHUE MTOCJIEA0BATEIHLHOCTEN U3 (hailia
(pa3nbie nporpammbl Muscle, T-coffee, ClustalW, ProbCons)
-CpaBHUTH pPe3yJIbTaThl BEIPABHUBAHUS,
MOJy4YEeHHBIEC pa3HBIMU MPOrpaMMaMu
-Cnenatb otaenabHbIi ¢aiin (Word) ¢ pesynsraramMu
BbIpaBHUBaHMUs Muscle
-Oncarp pe3ynbTar (BhIAEIUTh 00JIACTH, UMEIOIIINE
HUJICHTUYHOCTh U CXOJICTBO, IJI€ OHU JIOKAJIN30BaHbI)
JlaTh CTaTUCTHKY BbIpABHUBAHUS: OINMCATh, KAKUE OCIKU UMEIOT
0O0JIBbIIIEE CXOJCTBO (MO Pe3yJbTaTaM TAOJIMIIBI).
IToctpouts LOGO koHCepBaTUBHBIX ydacTKoB (Weblogo)
(HE MEHEE TPEX YYaCTKOB, a JIy4llIe BCE, KAKME HAWUJICTE.

Brickinaete 2 ¢aiina — ogqud B Word ¢ pe3ynbraramu
BbIpaBHUBaHMUsI Muscle; BTopoil — B ppt — oCTaJIbHbIEC pE3YIbTAThI



