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LB AT -

. Splign : DNA&cDNAD=® v Fv7

. Blast align : DNA X cDNAD < v 5%

. EMBOSS program" : DNA ¢ cDNAD < v v 7
EMBOSS program’ : DNARS% 7 3 / BRi5112 2
. BLAST(NCBI) :EETOHRERY—HER

. BLAST(DDB)) :#fzFDHRERY—HR

. Softberry/FGENESH : #&f& 7D FHl

. GeneMark : E&ETOFH

. GENESCAN : &{5T- 0Tl

. clustalW: 774X b

. InterProScan : F XA VfEht

. PSORT : flliai @73

. GEO : BI5FFBif#HT

. Gene Ontology : FZEZHW7-BRK

. SSPN : 2774 ¥ v 7 Ol

—
o ©

—_ e
[S2I VI \ R



m U.S. National Library of Medicine > NCBI National Center for Biotechnology Information

Sign in to NCBI

BLAST°

Home RecentResults  Saved Strategies Help

Basic Local Alignment Search Tool

QuickBLASTP
BLAST finds regions of similarity between biological sequences. The program Try QuickBLASTP for a fast protein search of nr.
compares nucleotide or protein sequences to sequence databases and
Learn more Tue, 23 May 2017 13:00:00 EST More BLAST news...

calculates the statistical significance.

Web BLAST

[t D

/

BLAST Genomes

Enter organism common name, scientific name, or tax id.
Human Mouse Rat Microbes

Standalone and API BLAST

B yse BLAST API Use BLAST in the cloud

‘ Download BLAST
Start an instance at a cloud provider

L] Get BLAST databases and executables mm Call BLAST from your application

Specialized searches

Find proteins highly similar Design primers specific to Compare two sequences Find conserved domains in
to your query your PCR template across their entire span your sequence
LY PN | TN LY B L\



m) U.S. National Library of Medicine > NCBI National Center for Biotechnology Information Sign in to NCBI

BLAST ® » blastn suite Home  RecentResults  Saved Strategies  Help

Standard Nucleotide BLAST

blastn | blastp | blastx | tblastn | tblastx |

Enter Query Sequence BLASTN programs search nucleotide datab using a nucleotide query. more... Resetpage  Bookmark

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &

From
To
4
Or, upload file TrAVERR | 77 AILRER Q
Job Title
=t < iptiastilias for your BLAST search &)
Align two or more sequences &
Choose Search Set
Database Human genomic + transcript ( Mouse genomic + transcript @Others (nr etc.):
Nucleotide collection (nr/nt) (?)]
Organism .
Optional Exclude *
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown &)

Exclude I Models (XM/XP) "] Uncultured/environmental sample sequences

Optional

Limit to | Sequences from type material

Optional

Entrez Query Youlll[§ Create custom database

Optional Enter an Entrez query to limit search &

Program Selection

Optimize for © Highly similar sequences (megablast)
) More dissimilar sequences (discontiguous megablast)
Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

‘ ‘ Search database Nucleotide collection (nr/nt) using Megablast (Optimize for highly similar sequences)

| Show results in a new window

(¥)Algorithm parameters




m) U.S. National Library of Medicine > NCBI National Center for Biotechnology Information

Sign in to NCBI

®
BLAST » blastn suite
Align Sequences Nucleotide BLAST

blastn | blastp | blastx | tblastn | tblastx |

Home

Recent Results

Saved Strategies

Help

BLASTN h nucleotide subject i
Enter Query Sequence programs searcl j using a
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
From
To
Vi
Or, upload file TPAVERR T 7 ALRER @
Job Title
Enter a descriptive title for your BLAST search &)
Align two or more sequences &
Enter Subject Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Subject subrange &
From
To
4

Or, upload file TPALERR T 7 AILRER 2]

Program Selection
Optimize for © Highly similar sequences (megablast)
' More dissimilar sequences (discontiguous megablast)
) Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

de query. more...

Reset page Bookmark

’ Search nucleotide sequence using Megablast (Optimize for highly similar sequences)

" Show results in a new window

(#)Algorithm parameters




®0o Protein BLAST: Align two or more sequences using BLAST

Q~ Google

o BLAST
-~  Home RecentResults Saved Strategies = Help

1
blastn § blastp bIth | tblastn | tblastx |
—

BLASTP programs search protein subjects using a protein query. Resetpage Bookmark
Enter Query Sequence - - g —

Enter accession number, gi, or FASTA sequence o Clear Query subrange &
MAAIYLLIAALIASSHALAAHCAGGGVPLAAAAPLPFPGDLAASCKLRTDPNATVPASMDFEGNIT m —_
AALPAAVLFPGSPGDVAELLRAAYAAPGRPFTVSFRGRGHSTMGQALAACGVVVHMQSMGGCG ™ SR

'S —
GAPRINVSADGAYVDAGGEQLWVDVLRAALARGVAPRSWTDYLHLTVGGTLSNAGVSGQTYR 4 B%’t % O) Y=/ E{]f&ﬁa 5 |J
HGPQISNVLELDVITGHGETVTCSKAVNSDLFDAVLGGLGQFGVITRARVAVEPAPARARWVRLY v ~
YADFAAFSADQERLVAARPDGSHGPWSYVEGAVYLAGRGLAVALKSSGGFFSDADAARVVALA

or, l-lli’lm Tile T7AIERR ) 770 WEHA @
Job Title

Enter a descriptive title for your BLAST search &)

™ Align two or more sequences &

Enter Subject Sequence
Enter accession number, gi, or FASTA sequence & Clear Subject subrange &
B — pr————
MAVLLMLNCFVKATAPPPWPPSASSASFLDDLGDLGIAPLIRADEAGTARASADFCGNLSVAG Fro|
VCAPRLAAAAAVLYPSRPADIAALLRASCARPAPFAVSARGCCHSVHCGQASAPDGVVVDM & - — — - ﬁ
ASLGRLQGGCGARRLAVSVEGRYVDAGGEQLWVDVLRASMAHGLTPVSWTDYLHLTVGGT 4 B I IE {K ? 0) j: : / @& ﬁa 5 IJ
LSNAGISGQAFRHGPQISNVLELDVITGVGEMVTCSKEKAPDLFDAVLGGLCQFGVITRARIP v
LAPAPARARWVRFVYTTAAAMTADQERLIAVDRAGGAGAVCGLMDYVECSVHLNQGLVE

Program Selection

Algorithm @® blastp (protein-protein BLAST)
Choose a BLAST algorithm &)

Search protein sequence using Blastp (protein-protein BLAST)

[] Show results in a new window

P Algorithm parameters

Copyright | Disclaimer | Privacy | Accessibility | Contact | Send feedback NCBI | NLM | NIH | DHHS




NCBI Blast:Protein Sequence (532 letters)

O B[ Q- Google

:-.) BLAST My NCBI 2]
Home Recent Results Saved Strategies Help [Sign In] [Register]

sequences/ Formatting Resu

astp suite-
Edit and Resubmit Save Search Strategies > Formatting options > Download
Blast 2 sequences

Protein Sequence (532 letters)
Query ID I[cl|52017 Subject ID 52019
Description None Description None
Molecule type amino acid Molecule type amino acid
Query Length 532 Subject Length 658

Program BLASTP 2.2.22+ P Citation
Other reports: »Search Summary [Taxonomy reports

¥ Graphic Summary

Distribution of 2 Blast Hits on the Query Sequence &

IMouse over to see the defline, click to show alignments ]

Color key for alignment scores
<40 40-50 50-80 80-200 >=200
Query |
I I | I I I
0 100 200 300 400 500 U
» Dot Matrix View Z
¥ Descriptions
Score E
Sequences producing significant alignments: (Bits) Value
1cl|52019 unnamed protein product 481 3e-~140

¥ Alignments [ Select All Get selected sequences NEW

>1cl|52019 unnamed protein product
Length=658

N

A

Score = 481 bits (1239), Expect = 3e-140, Method: Compositional matrix adjust. I:
Identities = 289/519 (55%), Positives = 341/519 (65%), Gaps = 36/519 (6%) v

;E % IRIE




600 NCBI Blast:Protein Sequence (532 letters)

¥ Alignments [ Select All Get selected sequences New

>1cl|52019 unnamed protein product
I Ll oo

Score = 481 bits (1239), Expect = 3e-140, Method: Compositional matrix adjust.
Identities = 289/519 (55%), Positives = 341/519 (65%), Gaps = 36/519 (6%)

Query 39 GDLAASGKLRTDPNATVPASMDFGNITAA= === mmm= LPAAVLFPGSPGDVAELLRAAYA 90
GDL + +R D T AS DFGN++ A AAVL+P P D+A LLRA+ A
Sbjct 33 GDLGIAPLIRADEAGTARASADFGNLSVAGVGAPRLAAAAAVLYPSRPADIAALLRASCA 92

Query 91 APGRPFTVSFRGRGHSTMGOALAAGGVVVHMOSMG-~~GGGAPRINVSADGAYVDAGGEQ 147
P PF VS RG GHS GQA A GVVV M S+C GGGA R+ VS +CG YVDAGGEQ
Sbjct 93 RPA-PFAVSARGCGHSVHGQASAPDGVVVDMASLGRLOGGGARRLAVSVEGRYVDAGGEQ 151

Query 148 LWVDVLRAALARGVAPRSWTDYLHLTVGGTLSNAGVSGQTYRHGPQISNVLELDVITGHG 207
LWVDVLRA++A G+ P SWIDYLHLTVGGTLSNAG+SGQ +RHGPQISNVLELDVITG G
Sbjct 152 LWVDVLRASMAHGLTPVSWIDYLHLTVGGTLSNAGISGQAFRHGPQISNVLELDVITGVG 211

Query 208 ETVTCSKAVNSDLFDAVLGGLGQFGVITRARVAVEPAPARARWVRLVYADFAAFSADQER 267
E VTCSK DLFDAVLGGLGQFGVITRAR+ + PAPARARWVR VY  AA +ADQER
Sbjct 212 EMVTCSKEKAPDLFDAVLGGLGQFGVITRARIPLAPAPARARWVRFVYTTAAAMTADQER 271

Query 268 LVAA----RPDGSHGPWSYVEGAVYLAGRGLAVALKS===mmmmaan= SGGFFSDADAAR 312
L+A G YVEG+V+L +GL ++ S FFSDAD AR
Sbjct 272 LIAVDRAGGAGAVGGLMDYVEGSVHL-NQGLVETWRTQPQPPSPSSSSSSSFFSDADEAR 330

Query 313 VVALAAARNATAVYSIEATLNYAANATPSS--VDAAVAAALGDLHFEEGFSFSRDVTYEE 370
V ALA +Y +E  + + A PS+ VD + +L E GF F++DV Y
Sbjct 331 VAALAKEAGGV-LYFLEGAIYFGGAAGPSAADVDKRMDVLRRELRHERGFVFAQDVAYAG 389

Query 371 FLDRVYGEEEALEKAGLWRVPHPWLNLFVPGSRIADFDRGVFKGILOQTATDIAGPLIIYP 430
FLDRV+ E L AGLW VPHPWLNLF+P S + F GVF GIL + T GP++IYP
Sbjct 390 FLDRVHDGELKLRAAGLWDVPHPWLNLFLPRSGVLAFADGVFHGIL-SRTPAMGPVLIYP 448

Query 431 VNKSKWDAAMSAV-TPEGEEEVFYVVSLLFS-AVANDVAALEAQNRRILRFCDLAGIGYK 488
+N++KWD+ MSAV T + +EVFY V +L S A A DV LE QN IL FC++AGI YK
Sbjct 449 MNRNKWDSNMSAVITDDDGDEVFYTVGILRSAAAAGDVGRLEEQNDEILGFCEVAGIAYK 508

Query 489 AYLAHYDSRGDWV-RHFGAK-WDRFVQRKDKYDPKKLLS 525
YL +Y S+ +W RHFGA W RFVORK KYDPK +LS
Sbjct 509 QYLPYYGSQAEWQKRHFGANLWPRFVORKSKYDPKAILS 547

Score = 20.8 bits (42), Expect = 0.17, Method: Compositional matrix adjust.
Identities = 17/47 (36%), Positives = 26/47 (55%), Gaps = 6/47 (12%)
Query 8 IAALIASS===m=m== HALAAHGAGGGVPLAAAAPLPFPGDLAASGKLR 48

IAAL+ +S A++A G G V  A+AP D+A+ G+L+
Sbjct 83 IAALLRASCARPAPFAVSARGCGHSVHGQASAPDGVVVDMASLGRLO 129

[ Select All Get selected sequences New




¥ Alignments [)Select Al Get selected sequences ™%  |dentities: [E] C?E/E§§1 &N rjph/éﬁg
Positives: *’519175/@%1 EHDUNEK
>1cl|52019 unnamed protein product Slmllarlty 11917\/@5%%0 S&jjrj I\/é

Length=658

_Score = 48] bits (1239), F ct = 3e-~140, Method: Compositional matrix adjust.
Identities = 289/519 (55%) IPositives = 341/519 (65%),|Gaps = 36/519 (6%)

Query 39 GDLAASGKLRTDPNATVPASMDEFCGNITAA = === === LPAAVLFPGSPGDVAELLRAAYA 90
GDL + +R D T AS DFGN++ A AAVL+P P D+A LLRA+ A
Sbjct 33 GDLGIAPLIRADEAGTARASADFGNLSVAGVGAPRLAAAAAVLYPSRPADIAALLRASCA 92

Query 91 APGRPFTVSFRCGRGHSTMGOALAAGGVVVHMQSMG~~~CGGCGAPRINVSADGAYVDAGGEQ 147
P PF VS RG GHS GQA A GVVV M S+CG GGGA R+ VS +G YVDAGGEQ
Sbjct 93 RPA-PFAVSARGCGHSVHGOASAPDGVVVDMASLGRLOGGGARRLAVSVEGRYVDAGGEQ 151

Query 148 LWVDVLRAALARGVAPRSWTDYLHLTVGGTLSNAGVSGQTYRHGPQISNVLELDVITGHG 207
LWVDVLRA++A G+ P SWIDYLHLTVGGTLSNAG+SGQ +RHCGPQISNVLELDVITG G
Sbjct 152 LWVDVLRASMAHGLTPVSWTDYLHLTVGGTLSNAGISGQAFRHGPQISNVLELDVITGVG 211

Query 208 ETVTCSKAVNSDLFDAVLGGLGQFGVITRARVAVEPAPARARWVRLVYADFAAFSADQER 267
E VTCSK DLFDAVLGCLGQFGVITRAR+ + PAPARARWVR VY AA +ADQER
Sbjct 212 EMVTCSKEKAPDLFDAVLGGLGQFGVITRARIPLAPAPARARWVRFVYTTAAAMTADQER 271

Query 268 LVAA----RPDGSHGPWSYVEGAVYLAGRCLAVALKS==m=mmmmma= SGGFFSDADAAR 312
L+A G YVEG+V+L +CGL a2 S FFSDAD AR
Sbjct 272 LIAVDRAGGAGAVGGLMDYVEGSVHL-NQGLVETWRTQPQPPSPSSSSSSSFFSDADEAR 330

Query 313 VVALAAARNATAVYSIEATLNYAANATPSS--VDAAVAAALGDLHFEEGFSFSRDVTYEE 370
V ALA +Y +E + + A PS+ VD + +L E GF F++DV Y
Sbjct 331 VAALAKEAGGV-LYFLEGAIYFGGAAGPSAADVDKRMDVLRRELRHERGFVFAQDVAYAG 389

Query 371 FLDRVYGEEEALEKAGLWRVPHPWLNLFVPGSRIADFDRGVFKGILQTATDIAGPLIIYP 430
FLDRV+ E L ACGLW VPHPWLNLF+P S + F GVF GIL + T GP++IYP
Sbjct 390 FLDRVHDGELKLRAAGLWDVPHPWLNLFLPRSGVLAFADGVFHGIL~-SRTPAMGPVLIYP 448

Query 431 VNKSKWDAAMSAV-TPEGEEEVFYVVSLLFS~-AVANDVAALEAQNRRILRFCDLAGIGYK 488
+N++KWD+ MSAV T + +EVFY V +L S A A DV LE QN IL FC++ACGI YK
Sbjct 449 MNRNKWDSNMSAVITDDDGDEVFYTVGILRSAAAAGDVGRLEEQNDEILGFCEVAGIAYK 508

Query 489 AYLAHYDSRGDWV-RHFGAK-WDRFVQRKDKYDPKKLLS 525
YL +Y S+ +W RHFGA W RFVQRK KYDPK +LS
Sbjct 509 QYLPYYGSQAEWQKRHFGANLWPRFVQRKSKYDPKAILS 547

Score = 20.8 bits (42), Expect = 0.17, Method: Compositional matrix adjust.
Identities = 17/47 (36%), Positives = 26/47 (55%), Gaps = 6/47 (12%)
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® Safari Jrq)N @E BT BE TyIX-U TAYEY AT
Multiple Sequence Alignment - CLUSTALW

O B Q- Google

Multiple Sequence Alignment by CLUSTALW

CLUSTALW

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

Or give the file name containing your query

77 A LRRE AT EEA

(Execute Multiple Alignment) (Reset)

More Detail Parameters...

Pairwise Alignment Parameters:

For FAST/APPROXIMATE:
K-tuple(word) size: 1 , Window size: 5 , Gap Penalty: 3

Number of Top Diagonals: 5 , Scoring Method:

For SLOW/ACCURATE:
Gap Open Penalty: 10.C, Gap Extension Penalty: 0.1

Select Weight Matrix: [ BLOSUM (for PROTEIN) %]

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

Multiple Alignment Parameters:
Gap Open Penalty: 10 , Gap Extension Penalty: 0.0%f
Weight Transition: () YES (Value: 0.5 ), ®NO

Hydrophilic Residues for Proteins: GPSNDQERK
Hydrophilic Gaps: ® YES (O)NO




Multiple Sequence Alignment by CLUSTALW

ETE3 MAFFT CLUSTALW PRRN

Help
General Setting Parameters:
Output Format: cLUSTAL [E)
Pairwise Alignment: @FAST/APPROXIMATE SLOW/ACCURATE

Enter your sequences (with labels) below (copy & paste)y/©PROTE

Prot—=CD)!

DNA
DPKKLLSPGQDIFN
>B2
MAVLLMLNCFVKATAPPPWPPSASSASFLDDLGDLGIAPLIRADEAGTARASADFGNL
SVAGVGAPRLAAAAAVLYPSRPADIAALLRASCARPAPFAVSARGCGHSVHGQASAPD

Afpreg NGy GE GRS Y mmen — ﬁ
BEinFDF7I/BERS
=/ %
GVVVDMASLGRLQGGGARRLAVSVEGRYVDAGGEQLWVDVLRASMAHGLTPVSWT /,\

Or give the file name containing your query B2 E "1_3 D7/ ﬁg B § |
B3 Bz FDT7I/ELECS
R — B4 E=FDT73/ELELH

K-tuple(word) size: 1 , Window size: 5 , Gap Penalty:

Execute Multiple Alignment Reset

More Detail Parameters...

o1

Number of Top Diagonals: 5 , Scoring Method: PERCENT

b BSiEIEF DTS/ BERS

Gap Open Penalty: 10.0 , Gap Extension Penalty: 0.1
Select Weight Matrix: BLOSUM (for PROTEIN) [

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

Multiple Alignment Parameters:

Gap Open Penalty: 10 , Gap Extension Penalty: 0.05

Weight Transition: ) YES (Value: 0.5 ), ©NO

Hydrophilic Residues for Proteins: GPSNDQER}
Hydrophilic Gaps: @ YES' NO

Select Weight Matrix: BLOSUM (for PROTEIN) [
Type additional options (delimited by whitespaces) below:

(-options for help)

( Execute Multiple Alignment ,Reset



000 - - CLUSTALW Resul
!ll, g @ E Ghttp://align.genome-jplslt-bin/clustalw (6] -

CLUSTALW Result

[clustalw.aln][clustalw.dnd][readme]

CLUSTAL W (1.81) Multiple Sequence Alignments

Sequence type explicitly set to Protein
Sequence format is Pearson

Sequence 1: Bl 532 aa
Sequence 2: B2 658 aa
Start of Pairwise alignments
Aligning...

Sequences (1:2) Aligned. Score: 47.5564
Sequences (2:2) Aligned. Score: 100

Guide tree file created: [clustalw.dnd]
Start of Multiple Alignment

There are 1 groups

Aligning...

Group l: Seguences: 2 Score:4053
Alignment Score 1571

CLUSTAL-Alignment file created |[clustalw.aln]

clustalw.aln

CLUSTAL W (1.81) multiple seguence alignment

Bl MAAIYLLIAALIASSHALAAHGAGGGVPLAAAAPLPFPGDLAASGKLRTDPNATVPASMD
B2 = e MAVLLMLNCFVKATAPPPWPPSASSASFLDDLGDLGIAPLIRADEAGTARASAD
2. *: oL... ¥ . . S3¥: ¥ *kk, 2 shex Ko *hk *
Bl FGNITAALP= === AAVLFPGSPGDVAELLRAAYAAPGRPFTVSFRGRGHSTMGOAL
B2 FCGNLSVAGVGAPRLAAAAAVLYPSRPADIAALLRASCARP~APFAVSARGCGHSVHGQAS
*kEgg * KkKK LK K Kk KKKKy K K Kkykk Kk KKK KKK
Bl AAGGVVVHMOSMG~~~GCGCAPRINVSADGAYVDAGGEQLWVDVLRAALARGVAPRSWTDY
B2 APDGVVVDMASLGRLOGGCGARRLAVSVEGRYVDAGGEQLWVDVLRASMAHGLTPVSWTDY
kL KEEK K Ky KAk Ky Kk 1k KKKRRKRNKKNKKNRK g iR h s h KAKKA
Bl LHLTVGCGTLSNAGVSGQTYRHGPQISNVLELDVITGHGETVTCSKAVNSDLFDAVLGCLG
B2 LHLTVGGTLSNAGISGOAFRHGPQISNVLELDVITGVGEMVTCSKEKAPDLFDAVLGGLG
KRRKKRKKRKKRR G RRK L s RRRRKRRKKRRKRRKAR KK KRN LRERRRRRRRAR
Bl QFGVITRARVAVEPAPARARWVRLVYADFAAFSADQERLVAARPDGSHGPWS ===~ ~YVEG
B2 QFGVITRARIPLAPAPARARWVRFVYTTAAAMTADQERLIAVDRAGGAGAVGCLMDYVEG
KRKKKKKKRK Y 3 KRRKKRKKRK  HRy Kk s hRNRAR K *, x, . Tk
Bl AVYLAG= == == RGLAVALKSSCGCGFFSDADAARVVALAAARNATAVYSIEATLN-Y
B2 SVHLNQGLVETWRTQPQPPSPSSSSSSSFFSDADEARVAALAKEAGGVLYFLEGAIYFGG
shrw I 1 3 JhK, KERKKK KK KKK e 2 *
Bl AANATPSSVDAAVAAALGDLHFEEGFSFSRDVTYEEFLDRVYGEEEALEKAGLWRVPHPW
B2 AAGPSAADVDKRMDVLRRELRHERGFVFAQDVAYAGFLDRVHDGELKLRAAGLWDVPHPW
P R sH LK KK Kpakkik  KRKKKy K K KKKK KKKKK

<«



| ® 00 Multiple Sequence Alignment - CLUSTALW

O Bl Q- Google

CLUSTALW MAFFT PRRN

Help

General Setting Parameters:

Output Format:

Pairwise Alignment: @ FAST/APPROXIMATE () SLOW/ACCURATE

@ 0 o . - @ @ R ~$ — —
APYTT.QKQWKAHFGAX B1 ~ B5 — / ﬁ‘- |
>B5 lg K —~ &
MMLAYMDHAAAAAEPDACAEPAVAAVDAAEFAAAMDFGGLVSARPAAVVRPASSDD
VASAIRAAARTAHLTVAARCNCHSVAGQAMARGCLVLDMRALPRRMQLVVAPSGEKF y

Or give the file name containing your query

T AUBRRENTONERA

(Execute Multiple Alignment) (Reset)

More Detail Parameters...

Pairwise Alignment Parameters:

For FAST/APPROXIMATE:
K-tuple(word) size: 1 , Window size: 5 , Gap Penalty: 3

Number of Top Diagonals: 5 , Scoring Method:

For SLOW/ACCURATE:
Gap Open Penalty: 10.C, Gap Extension Penalty: 0.1

Select Weight Matrix: [ BLOSUM (for PROTEIN) |4

(Note that only parameters for the algorithm specified by the above "Pairwise Alignment” are valid.)
Multiple Alignment Parameters:
Gap Open Penalty: 10 , Gap Extension Penalty: 0.0%
Weight Transition: () YES (Value: 0.5 ), ®NO

Hydrophilic Residues for Proteins: GPSNDQERK
Hydrophilic Gaps: ® YES () NO

Select Weight Matrix: [ BLOSUM (for PROTEIN) 5]

Type additional options (delimited by whitespaces) below:

<«



CLUSTALW Result

o]

Q~ Google

core: 3854
Group 3: Sequences: 4 Score:3342
Group 4: Sequences: 5 Score:3508
Alignment Score 12129
CLUSTAL-Alignment file created [clustalw.aln]
clustalw.aln
CLUSTAL W (1.81) multiple seguence alignment
Bl MAAIYLLIAALIASSHALAAHGAGGGVPLAAAAPLPFPGDLAASGKLRTDPNATVPASMD
B2 = mmeeed MAVLLMLNCFVKATAPPPWPPSASSASFLDDLGDLGIAPLIRADEAGTARASAD
B3 = mmeead MAWCLVFMVFLIYCLISTVGLPVAPADEAAMQOLGGVGGCGRLSVEPSDVMEASLD
B4 ==MRCGAMKPSIVHCLKLLMLLALGGVTMHVPDEDDVVASLCGALRLDGHFSFDDAHAAARD
B5 MMLAYMDHAAAAAEPDAGAEPAVAAVDAAEFAAAMD
* H *
Bl FGNITAALP === o= AAVLFPGSPGDVAELLR-AAYAAPGRPFTVSFRGRGHSTMGOA
B2 FCGNLSVAGVGAPRLAAAAAVLYPSRPADIAALLR~ASCARP~-APFAVSARGCCGHSVHGOA
23 FGRLTSAEP-- ~LAVFHPRGAGDVAALVK~~AAYGSASGIRVSARGHGHSISGOA
B4 FGNRCSLLP-~ ~AAVLHPGSVSDVAATVRRVFQLGRSSPLTVAARGHGHSLLGQS
85 FGGLVSARP= == == = o, AAVVRPASSDDVASAIR--~AAARTAHLTVAARGNGHSVAGQA
*x *k* *ak s $ Ky Kk Kkk *k
Bl LAAGGVVVHMOSMG~~~GGCGAPRINVSADG~~AYVDAGCGEQLWVDVLRAALARG~VAPRS
B2 SAPDGVVVDMASLGRLOGGGARRLAVSVEG-~RYVDAGGEQLWVDVLRASMAHG-LTPVS
B33 QAAGGVVVDMSHGWRAEAAERTLPVYSPALGGHY IDVWGGELWIDVLNWTLAHGGLAPRS
B34 QAAGGIVVKMES -~ ~~LAAAAARAVRVHGGASPHVDAPGGELWINVLHETLKHG-LAPRS
B5 MARGGLVLDMRALP === === RRMOLVVAPSCGEKFADVPGCALWEEVLHWAVSKHCGLAPAS
LR LT 4 ST L L A T L
Bl WTDYLHLTVGGTLSNAGVSGQTYRHGPQISNVLELDVITGHGETVTCSKAVNSDLFDAVL
B2 WTDYLHLTVGGTLSNAGISGOAFRHGPQISNVLELDVITGVGEMVTCSKEKAPDLFDAVL
33 WIDYLYLSVGGTLSNAGISGOAFHHGPQISNVYELDVVTGKGEVVTCSESNNPDLFFCGAL
B4 WTDYLHLTVGCGTLSNAGVSGOAFRHGPQVSNVNQLEIVTGRCGEVVTCSHEVNSDLFYAAL
85 WTDYLRLTVGGTLSNGGVSGQSFRYGPQVSNVAQLEVVTGDGECHVCSRSADPDLFFAVL
HERAKE Ko hkRRRRRN Kok hR oo ohhN o hhh sk okh *k SR SRR x
Bl GCGLGQOFGVITRARVAVEPAP ARARWVRLVYAD
B2 GGLGQFGVITRARIPLAPAP ARARWVRFVYTT
B33 GGLGQLGIITRARIALEPAP HRVRWIRALYSN
B84 GGLGQFGIITRARIALEPAP KMVRWIRVLYSD
B85 GCGLGOFGVITRARIPLSPAPQTVSTTPPPNRNERRPNRPAAADRRELALOVRWTRVVYAS
t"":t:ttt":': *hx ." * :t:
Bl FAAFSADQERLVAARPDGSHGPWS = === YVEGAVYLAG= == = = = = = e = RGLAVALKSSGG
B2 AAAMTADQERLIAVDRAGGAGAVGGLMDYVEGSVHLNQGLVETWRTQPQPPSPSSSSSSS
33 FTEFTADQERLISLQHGGRR === ===
B4 FETFTEDQEKLIASEKT ===~
85 FADYAADAEWLVTRPPHEA === == =x
P
Bl FFSDADAARVVALAAARN-~ATAVYSIEATLN-YAANATPSSVDAAVAAALCGDLHFEEGFS
B2 FFSDADEARVAALAKEAG-GVLYFLEGAIYFGCGAAGPSAADVDKRMDVLRRELRHERGFV
B33 FFSPQONPVKLSSLKHHSG-VLYCLEVTKNYD~~~~DSTAVTVDQDVEALLGELNFIPGTV
B4 SFKPQDPVQASQFQSDGR-VLYCLELTMNFN~~~~HDEADIMEQEVGALLSRLRYISSTL
35 PIPDGAHFDASLLPANAGPVLYCLEVALYQRGGGGDGGGDDMDKRVGEMMROLKYVRGLE
. . .. . *
Bl FSRDVTYEEFLDRVYGEEEALEKAGLWRVPHPWLNLFVPGSRIADFDRGVFKGILQTATD
B2 FAQDVAYAGFLDRVHDGELKLRAAGLWDVPHPWLNLFLPRSGVLAFADGVFHGILSRTPA
33 FTTDLPYVDFLDRVHKAELKLRGKGMWEVPHPWLNLFVPASRIADFDRGVFRGVLGSR-T
B4 FYTDVTYLEFLDRVHTSELKLRAQGLWEVPHPWLNLLIPRSTVHKFAKEVFGKILKD~~S

<«




00 CLUSTALW Result

I . U . o EOFESE -
B3 FTEFTADQERLISLQOHGGRR== ===~ FDYVEGFVVAAEG-~ - ~~LINNWRSS r
34 FETFTEDQEKLIASEKT==~~ FDYIEGFVIINRT- ~=GILNNWRT
B35 FADYAADAEWLVTRPPHEA= == ===~ FDYVEGFAFVRSD==m=mmmm - DPVNGWPTV
s ox x wgy wakw |
Bl FFSDADAARVVALAAARN-ATAVYSIEATLN-YAANATPSSVDAAVAAALGDLHFEECGFS
B2 FFSDADEARVAALAKEAG-GVLYFLEGAIYFGCAAGPSAADVDKRMDVLRRELRHERGFV
33 FFSPONPVKLSSLKHHSG~-VLYCLEVTKNYD~~~~DSTAVTVDQDVEALLGELNFIPGTV
B4 SFKPQDPVQASQFQSDGR-VLYCLELTMNFN~~~~HDEADIMEQEVGALLSRLRYISSTL
B35 PIPDGAHFDASLLPANAGPVLYCLEVALYQRGGGGDGGCGDDMDKRVGEMMROLKYVRCGLE
: : i : *eo .
Bl FSRDVTYEEFLDRVYGEEEALEKAGLWRVPHPWLNLFVPGSRIADFDRGVFKGILQTATD
B2 FAQDVAYAGFLDRVHDGELKLRAAGLWDVPHPWLNLFLPRSGVLAFADGVFHGILSRTPA
B3 FTTDLPYVDFLDRVHKAELKLRGKGMWEVPHPWLNLFVPASRIADFDRGVFRGVLGSR-T
B34 FYTDVTYLEFLDRVHTSELKLRAQGLWEVPHPWLNLLIPRSTVHKFAKEVFGKILKD-~S
B35 FAAGVCGYVDFLSRVNRVEDEARRNGSWAAPHPWLNLFISSRDIAAFDRAVLNGMLADG =~
* Lk kK _kw * LK K KRRRKKK gy PR *y g
Bl IAGPLIIYPVNKSKWDAAMSAVTPEGE~EEVFYVVSLLF~~SAVAN-DVAALEAQNRRIL
B2 MG-PVLIYPMNRNKWDSNMSAVITDDDGDEVFYTVGILR~~SAAAAGDVGRLEEQNDEIL
B3 AGGPILIYPMNRHKWDPRSSVVTPEEDVFYLVAFLRSAVPGSTDPAQSLEALERQNREIL
34 NNGPILLYPVNRTKWDNRTSVVIPDEEIFYLVGFLSSAP~~SSSCHCGSVEHAMNLNNKIV
B35 VDGPMLIYPMLKSKWDPATSVALPNGEIFYLVALLRFCRP-YPGGGPPVDELVAQNNAITL
*geehkg g hhk ¥ee o2 ¢ . : . : LA
Bl RFCDLAGIGYRKAYLAHYDSRGDWVRHFG~-~AKWDRFVORKDKYDPKKLLSPGODIFN=~~
B2 GFCEVAGIAYKQYLPYYGSQAEWQKRHFGANLWPRFVORKSKYDPRAILSLQYYVLLVYY
33 EFCDEAGICGAKQYLPNHKAQREWEAHFG-~ARWARFARLKAEFDPRAMLATGQGIFDSPP
B4 DFCEKNGVGMKQYLAPYTTOKQOWKAHFG~~AX
B35 DACRSNGYDYKIYFPSYHAQSDWSRHFG~~AKWSRFVDRKARYDPLAILAPGONIFARTP
* * * ks, 3 83 ¥ .
Bl
B2 QPICMHAWMPSYACRSQTYCGMLECIMMHIYRRLIFHIQHVLCIKPELTARSIDVSQSSER
B3 LLAES
B34
B35 SSVAAAAAVIV.

QLTTTANDTGDSHHHRYITWITTTLLVAFELANLCLVPTTT

clustalw.dnd

(

(
B81:0.25377,
B82:0.27066)
:0.04462,

(
B3:0.25219,
B4:
.02580,
B5:0.34051);
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Ehttp://align.genome.jp/sit—bin/gettree?njc+pid+QkaPquCI+n
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