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BLAST AJ#d41

ATGACCTCAAATCACTCTTTGGCAACGACCCCTCGTCACAATAAAGATAGGGGGGCAAC
T
AAAGGAAGCTCTATTAGATACAGGAGCAGATGATACAGTATTAGAAGAAATGGAGTTGC
C
AGGAAGATGGAAACCAAAAATGATAGGGGGAATTGGAGGTTTTATCAAAGTAAGACAGT
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MSQICKRGLLISNRLAPAALRCKSTWFSEVOMGPPDAIL
GVTEAFKKDTNPKKINLGAGAYR
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BLAST AJ#d41
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AGAAGAAGACATAGTAATTAGATCTGAAAATTTTACGAACAATGCTAAAACCATAATAG
TACAGCTGAAGGAATCTATAAAAA
TTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGCAACGGGGGGA
GCAATTTATGCAACAGGAGACATA
ATAGGAGATATAAGACAAGCACATTGTAACCTTAGTAGAGACCAATGGGATAACACTTT
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ATGAGAGTGAAGGAGAAATATCAGCACTTGTGGAGATGGGGCACCATGCTCCTTGGGTT
GTTGATGATCCGTAGTGC
TGCAGACCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCA
CCACTCCATTTTGTGCAT
CAGATGCTAAAGCATATGATACAGAGGTACATAATGTTTGGGCCACACACGCCTGTGTA
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>HTG sequence

GAATTCATTTAAGGAAAGAAAATGAAAATTTGATCCCTAATATTATTT
AATGAAGTGGCTAAATGAATATCTCTGCTTTGTGGTTTGAAAATTAAT
ATTGATTTTTTTTCCCCCTAGAGGAAGAAATCCTACTTAGCGACATGA
ACAAACAGTTGACTTCAATCTCTGAGGAAGTGATGGATCTGGGTAAGC

>cDNA of WRNgene

TGTGCGCCGGGGAGGCGCCGGCTTGTACTCGGCAGCGCGGGAATAAAG
TTTGCTGATTTGGTGTCTAGCCTGGATGCCTGGGTTGCAGGCCTGCTT
GTGGTGGCGGTCCACAGTCATCCGGCTGAAGAAGACCTGTTGGACTGG
ATGTTCTCGGGTTTTCTTTCAGATATTGTTTTGTATTTACCCATGAAG
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BLAST A J7E:%1]

AGCCCCCTCACCTCACTCCGCAGCCATACAGCCCCAGAGGCTCCCGATGGCGAGATTAT
GGTGC
CTTGGCTATCATCATGGCAGGAATTGCATTTGGCTTTCAGCAACTCTACAAGAGGTACC
TGCTG
CCCCTCATGCTGGGAGGCCGAGAGGACAGAAAGCAGCTGGAGAGGATGGCAGCGAGTCT
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BLAST finds regions of similarity between biological sequences. more..

=3 Designing or Testing PCR Primers? Try your search n Primer.BLAST, ,_gg.}]

BLAST Assembled Genomes
Choose a species genome (o search, o list all genomic BLAST databases

o Human
8 Mouse
o Rat

8 Ambidopsis thaliens

Basic ELAST

a Oryza sative o Gallus

a Bos taurus o Pan troglodytes
8 Damio rerie o Microbes

o Drasophily o Apiz mellifers
malanogaster

Chooze a BLAST program 1o un

| Eearch a nucleatide database using a nucleotide quary

Argomthms: blastn, megablast, discontiguous megablast

| Search protein database using a protein query

Aigorthms: blastp, psi-blast, phi-blast

Search protein database using a translated nucleotide guery

Search translated nucleatide database using a protein query

thiasts |

Search translated nucleotide dalabase using a translated nuclestide qui

Specialized BLAST

Chooze a type of specialized search (or database name in parentheses.)

o Make specific pimers with Primer-BLAST

B Search trace archives

8 Find consenad domaing m your sequence (cds)

8 Find saquences with similar copsepved domain architecture (cdar)

n Daareh cannansas ihal b sane auneaeeian sealilae G2EM

A new Bl2seq
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BLAST pages that
alowes you to align &
qusry sgainel & o |
ke o= ons Dy o
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it BLAST saarche
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dalabazes of exact
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Home  Recont Results  Sawved Strategies  Help

¢ NCEL BLAST/ blastn suile

[biemtn | biestn | biasts | tblasin | thiasts |
Enter Query Sequence e e e e Tol . s
Entar acceselon numbier, gi, of FASTA sequsnce @ Claar  Querysubrarige &
Fram | ]
'in_ 3

Onupleadfle [ EHR | WRSNTLERA @

ok Title
Enfar a descriptve file for your BLAST saarch &
[l Blast ? sequences

Choose Search Set

Databasa ®Human genomic + tranzcipt OMosze genomic + teanzeapt O Others {rr ate. )
Husman genomie plus transcnpd [Human G4T) AR

Entraz Query

Optional

Endar an Entraz quary o limi s=arch &
Program Sedection

Optimize far (5 Highly similar saguences (magabilas1)
) Mare dissimilar sequences [discomigusus maegablast)
) Somewhat ssmidar sequences (blastn)
Chooze & BLAST algoranm &

Seach database Human G+T using Megablast (Dptimize for highly similar sequences)
[ Stow eesaitts i a e windiw

> Algarithim parameters

EFEOT A MRy 7 AR LTZWES (CAD T T A <~ —ORIINEIOXFEANTZE D) 2 A1 LD, Lt
Homo Sapiens!ZBRE L@, MBI ¥ ZblastiZ L72#O@., BLASTARZ %7 U v 7 L TOBRRERBLET,
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CEAETHIR =0 =L =N SR A =T P TR S, O #ofardira—=n
;_; E‘L-"‘-ST LT ] H
" Home | Recont Results | Saved Strategles | Help
FNCBU BLAST hlastn saite
| biastn | blastp | blasty | (blawtn | thiasis |
BLASTH progs ch using Uy, mora Hoasonge ook
Enter Query Sequernce = i -
Entar accession number, gi, ar FASTA soquence 4 Coaar Ohneery subrange 48
GTRECTTGATITCEATIC i f
LT uic{uuulmumn Fram |
GACTCIACTACCTTTACEE (j:} X
i Ta|

Or, upload fle

(CRALERR | MRsnTUE#A &
1

Job Title
lEr“.ul a descripive ile for your BLAST search &
[l Blast ? sequences
L0056 56—
Databasa @ Human geacrric + transciipt }Z@ GENOMic + lranscript O Others {nr ate. )
| Hurran genornic plus transcript {Human G-4T:| - o
Entraz Query l
Optional ESSS—S————
Endar an Entrez query i Iimi search &
Program Selection
Optimize far 2 Highly sirnilar saguences (magablas)
il bl santiausy . Frragablast)
® Somewha! simidar sequences (Blastn) &

Seach database Human G+T using Blasin (Dptimize for somewhat similar sequences)
T St resaitts in a e windiow

T5 L TRO LD ITEBRREEIZZ2 ) UL FFo L REREHE~ L BEIRNICBITLET,
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»HCEV BLAST/ Format Requast

Job Title: Nucleotide Sequence (68 letters)

Reguest 1D NVCAHDPZ16
Stalus Searching
Tima since submission 0000000

This pagd wall b avlomatically updated in 1 seconds wntil search 5 dong

INCEU BLASTH blastn sulled Fonmatting Resuits - NT148AVNOIR
Ediend Besubentl S Search Stralegses  ™Eomnalling oplions. ™ Dsenload

MNucleotide Sequence (68 latters)
Query 1D ld|26707 Database Name  dhindes /0606 slcentia_and_rna
Description None Descriptien: Human build 36,3 RNA, reference, and HuRef
Molecule type  ruclie acd assemblies
Query Length &8 Program BLASTH 2.2.19+ BCgabon

Othar reports: BSagech Summary [Tasonomy reports] [Ditance wes of rediis] [Human qenome viswl

=3 Designing or Testing PCR Primers? Try your search i Primer-BLAST | Gal

¥ Graphic Summary
[Distnbution of 4 Blast HES on the Ouery Sequence &
Mouse-over o show deding and scares, chck to show alignments ]
Caler key for alignment scores
¥ Degcriptions

Lagend for links 10 olher regowcas M uniene B 60 B Gene B Stnuctuce [ map Viewer

Epquences producing slenificant &l legrments:
(Gl ik Feaders Lo sort mll.uu::

= a7 sk SN,

. T %
MT 01075545 fid Sapiehs chrafraicime 17 genamic sontig, refareh F
B 0GB ARINE 2 mo sapiens chromosome 17 genomic contig, alternate ¢ 34 4 1.1 5% & 100%




B2 H2ARDEINCHT LTy hAHD Z EDRMERTEETEREA), bt v MIVWTRH1TEREREAED b
DTTN, FTONWNTIEE L= FUIZEE Y —3 7 AT X Areference 7B 7L L IF B ST-AAD S ) I
EHHGELEZLOTHY, FE LIXITEROAERO—FEFNICE Yy FLTWDZ Ll 9,

FEREEE FICAZ B — L L TENENDOREDOT I A Ve RDE, 7T A4 ~—Dforward/reverse Wi DOEL
4373Plus@Dstrand EMinusDstrandiZ & v F L TNA Z ERFERTE E9,  (forward®~ v B2 7 HEA A I
A CHENTZEFT, reverseD~ v B2 ZIEFRMAIRIMUMA TR E &) 22k Y, forward/reverseD 77 A ~
—HBHAZFICELS vy B 7SN TND I ERHRTEET, 2074 ~v—IC X VRS DI, 178
ARDS5, 001, 573bp~5, 001, 796bplZ 72 ¥ £ 9,

SCIref [NT 010755. 15 |Hs17 10912 ICI Homo sspiens chromosome 17 genomic cont
Lenzth=5072431

Sort alignments f
E value Score
Buery start pos

Features flanking this part of subject sequence:
1164 bp at 5" side: breast cancer 1, early onset isoform BRCAI-deltall
44590 bp at 37 side: similar to 605 acidic ribosomal protein PI

Score = 35.6 bits (38), Expect = 4.4
ities = (100%), Gaps = 0/18 (0X)

1
Strand=Plus/Plus

Query 50 GACTCTACTACCTTTACCC 68

LLLLLLELL LD
Sbjct [5001573 | GACTCTACTACCTTTACCC 5001591

Features f lanking this part of subject sequence:
1369 bp at 5° side: breast cancer 1. early onzet isoform BRCAI-deltall
44335 bp at 37 side: similar to BOS acidic ribosomal protein P

Score = 35.8 bits (38), Expect

Ident ities = 19718 (100%), Gaps
2t rand=Plus/Minus

g 11
Sbjct | 5001736 | GTACCTTGATTTCGTATTC S001773

[T |

4.4
0/18 (0%)

W A2
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FIERIZblastnDEHIF ABHEIZB W CREBEIO R SN ZESE AT LET, 72720, AEIET 74 A2 MERE R
WOT, HAIDALignment Viewd 7Y a DO FT% flat-query anchored with identitiesiZZ8 % L CBLAST% 3
TLET, BTN — 3 Tk blastFATRFIC 7 A —~ v FOREN TEE LN, BIHEO A=V 3 o THEE

i LET. )
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Home  Recent Results =~ Saved Strategies | Help

FNCEL BLAST/ blastn suile
| blastn | bisstp | blastx | tbiastn | thisstx |
BLASTH programs search nucleotide datak using a nucleotide queny. mors

Enter Ciien Semiance

Enter accession number, gi, or FASTA sequance &4 Queny subrangje &
CCRRAGTAGTATGACRARAAT FTTAGRECETTT T AGAGRACAARAT CCABRRATAGTTAT .
CEATCRATACATGGATGATTTETATGTAGGAT CTEAET TAGAACT ARGECAGLATAGAGE From |

ARRAAT AGREGRACTEAGACEACATCTGTTGAGETEEEERTTTACCACACCAGACARARR
ACATCAGARAGAGCCTCCATTCETTTGOA

To —

Or, upload file BRENTLERA @

Job Title |
Enter a descriptive title for your BLAST search &
[l Blast 2 sequences

Choose Search Sel

Database O Human genomic + transcrpt OMouse genamic + transcript @ 0thers {mr etc.)
| Mucleotide callection {nifnt) | @

Organism T |

Optional I ter orga It | nelet e Bte :
Emer organism commaon name, binormial, or tax id. Only 20 fop taxa will be shown, &

Entrez Queny |

Optional

Enter an Entrez query 1o Hmit search &

Program Selection
Optimize for O Highly similar sequences (megablast)

e dizsimilar n i i

Search database nr using Blastn {Optimize for somewhat similar sequences)

[ show results in a new window

FHOTHFRA MRy 7 ZAER LTEEWVESIEZ AT LO, T—F_X—R%&nr/ntiZ L@, MEBET Y ZblastiZ LT
%@, BLASTRZ %227V v L TOBRERERBLET,

TA5E, KIREENE LI ICHIV-1~DZL Ot v FRRDLNET,
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Query ID [cl]19753 Database Mame e
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Query Length %89 or 2 HTGS sequences)
Program BLASTH 2.2.19+ ECitation
Other reposts: tSogech Summary [Taugnomy reports] [Distance tree of rasults]
¥ Graphic Summary

Distribution of 100 Blast Hits on the Querny Sequence &

[Mouse-over ta show defline and scores, click to show alignments

Color key for alilgnment scores
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Home | Recent Resulis Savird Strategies Hulp Liian inl [Reister]

»NCEIBLAST Hame

Your Recent Results
BLAST finds reqions of similarity between binlogical sequences. moge., Mewd
[E71 Desigriing or Testing PCR Primers? Try your search in Primer.BLAST | Gaol W
BLAST Assembled Genomes
Chooze a species genome to seach, or listall genamic BLAST databases hewrs
& Human & (hyew satha 8 Gallus galhe M
2 Mausiy 2 Bos s B P troglodytes
o Rat o Danio rerio o Microbes e
o Ambidopsic thaliane  © Drosophils melanogasier © Apis mellifars ook
o e starcknd
BLAST pages that
Basic BLAST Moz oas 1 sk &
uery aganst a sel of
Choose a BLAST program to un et Demasnoe:
2005-009-04 1 15552
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s NCEV BLAST/ blastp suite

BLASTP programs search protein databases esing a protein gueny, more

Enter Query Sequence

Enter accession number, gi, or FASTA sequence 4 Clear Quarny subrange 44
|BLIEOLER PERS| YLLHACARNSTGYDRTLEQWRE | AL VEKRARLTPF | DNATCAFATGD] a| ;
| DRDAEAYRTFERDERDF CLADSF AKMMIL YHE RAGAF TVLCSDEE ERARVMEOVEI LI RGLY From |
SHPPYHEAR | ARE | LUKEOLRAOWLKDVELMWAOR] I DVATELKONL | RLGSSOMPIHI vNO | \.l —_
|ANFCF TBLEPERYAKL | KOHSYLTHDORYSHABYT SENYETLAES | HEVTE i

To |

]

Or, upload file I ILERIR | SEEnTOERA @
Job Title l
Enter a descripive title for your BLAST search &

CBlast2 SEUENCes

Choose Seargh-set
Datahase EE‘Misspm! profein sequances(swissprot) ¥ & {E}
Organism :
Option JE.0AR Dot Er Adré o crimphetion s | B Biggesiad
Enter organism comman name, binomial, or taxid. Only 20 top taxa will be shown. &
Entrez Query |
Optional L

Enter an Entrez query to limit search &8

Program Seleciion
Algorithm @ blastp (protein-protein BLAST) &
U PEEBLAST (Fosition-Specilic tersted BLAST)
O PHEBLAST (Pattern Hit Initiated BLAST)
Choose a BLAST algorithm &

T @
|AS Search database swissprot using Blastp (protein-protein BLAST)
] showe results in a new window

P Algorithm parameters Note: Parameter values that differ fry

LIZLHL LTELNAMERE RS &, 20O BTV bAspartate aminotransferase T,
Pight LI EIEEMPO X R THEIZE Yy LTNWEZ ERbMY £97,

Pongo, Mouse, Rat,



[Mouse-over 1o show defline and scores, click 1o show lignenents

Color key for alignment scores

— —
¥ Descriptions
Score E
Seguancas producing signif icanl aligresnts: (Bits) Yalus
G Entrez Gene

sp|DGREED. 1|AATH PONSE RecHame: FullsAsparioie aminokrensfers... 557 4= 158 I~

a 3 . T . o 'ﬂ'\ﬂ:] .)I_,-f'l’.':l

sl FOGI0L. 1]AATH WLEE RecHame: FullzAsparisle aminobransiers... S5 de- 168

sl FOO505, F | k4T HMIN Rocawe; Full=ksparisle aminobransfers,.. S5  le- 157 G

ge|FO0S07, ¢ | S4TH FAT RecHame: Full=Aspartale amirolrensferass,., 5 2e 157

ﬂﬁ:ﬁm BATW WAFL RacHams: Full=Aspsrisile sminotrsnsfers... 5 2e= 157

SIREED AATW HNGE RecHame! Full=Aspariale eminokrensfers... 54 =155

b kLRSI O B RIS RO ARG ~— 27 ODOWNWT WA E 27 U v 735 Z & TEntrez GenedD2—
DABEITH L THERTEET,
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7o e -m [ Clear| Save Search

Saarch| E_;erre ‘-"fBr| ]

| Limits | Previewindex | History | Clipboard | Detaiis |
our browser varsion may net work well with NCEl's Web applications. More information hare
Display |FullRepost  »| Show (20 v Sort by Relevance ™) Sendto ¥

All:1 | CurrentOnly: 1 | Genes Genames: D | SNP GeneView: 0 [}

[11: GOT2 glutamic-exaleacetic transaminase 2, mitochendrial (aspartate aminetransferase 2) [ Pongo

abeli]
GanelD: 100171753 updated 16-0ec-2008
Summary t 7

Gene description glutamic-oxaloacetic transaminase 2, mitochondrial {aspartate aminotransferase 2)
Gene type protein coding
RefSeq status PROVISIONAL
Organism Ao i

Lineage Eukaryota Metazoa; Chordata; Cramata; Vertebrata; Suteleostor; Mamrnala
Eutheria; Evarchontoghres; Primates; Haplarching Catarrhing Hormndze; Pongo

Also known as  GOT2; DEFZp459L1636;

Bibliegraphy ]
GeneRIFs: Gene Retarences Inte Function Wihiat's b GenaFF?

Submit: New GenpRIF

General protein information t 2

Prefarred Names
glutamic-oxaloacetic transaminase 2, mitochondnal (aspartate aminotransferasa 23

Names
glutamic-oxaloacatic transaminase 2, mitochondnal {aspartate aminotransferase 2}

Aspartate aminotransferase, mitochondrial

NP_0D1124886.1
EC2.:6.1.1

IS DFERSRWVEDHOEESE >3 v a U3 OAspartate aminotransferase Tdh 25 2 & N AHEI L E

o

W %22

blastpZ FAV 7= 4H [E R 2R 2

F#kICblastpDN— I ICIED WG DEESIZ A SO, 7 —F2 X=X /pbswissprot @R LO), Mgz v

L L Cblastp & ER#%®), blastiR¥ V2 L CTOMBEEITLET,



» NCEYl BLAST/ blastp sufte

blastn | blastp | blasts | thiastn | thlastx |
BLASTP programs &earch protein databages using a protein queny. mora.

Enter Query Sequence
i i Query subrange &
PYFRENGYRGF ARSMAT ASAVILVERELEREVF EVET 68 YF GHLMOAGRLCLCOEESFGTASH A : -
HIREKDG I WAYLARI 5YMIHT 1K1 D LKRHESYGRNTFTRYDYEECASOPCNEMVATMEKT g From
| FAPEFVEKS YSSGGET YEVKEADNF 5 YT ORVIRSVAT KOGLRI VFEDGSRI WWRLSETG5SEA 3 L
VAL Y1 DSYEREMVLGIASVMLEPL | 01 ALE| SOLEKFTERNARTYIT =
| o

0 load fil {D
] LR B TrAIERIR | BIRERTLERA 2
Job Title |
Entera nese'rip!n-e fitle for'.'uurBL.;’wST gearch &

[l Blast2 SafjUBnCes

Choose Searsh-—=ct

Database |S~A¢sspml_praain saQquences(swissprot) v?gl
Oryganism )
Optional | ] d=completio | he suggestad
Enter organism cammon name, binomial, or taid, Onky 20 top taa will be shown, &
Entrez Querny | 1
Optional

Enter an Entrez query 1o limit search &

Program Selection
Algorithm ® blastp (protein-protein BLAST) @
= Faieu qu"lsn

O PHIBLAST (Pattern Hit Initiated BLAST)
Choose a BLAST algorithm &

Search database swissprot using Blastp (protein-protein BLAST)
[ Show resutts in a new window

LIELHL LTELNAMERE RS & 2O BTV 1 Phosphoglucomutase © . 3 3 v¥ 3 U 3T Human’g
CXESFAMOF R IEIZE Yy FLTHWET, ZRODOEHEPSMNWEDLEEINT v a v ya oo
Phosphoglucomutase T 5 Z & NEEHAE S E T,
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Color Key for alignment scores
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¥ Descriptions
Seore E
Sequences oroducing significent allensents: (Bits) Yalue
=0 09U . 1 [POM I RecMaes: Ful IzPhosehogiucosulaze; Shorl,.. 1163 0.0
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selPIEET 1 FIPGM) HAAN RecHame: Full=Phosphogluccmdass-1; Sh... B8 0.0 E
se|00aE *Ll,f"'a-_l!'-_[{r_c' | Recame: Ful |=Fhosphog lucomulase-17 Sh... __E,ﬂ_;_ 0.0 E
ol OAFSEL STFGUT WETFE  RecMame: FullsPhoscholuccautase-1: Sh,.. THIE 0.0
e 0900FY 3 PO WOIEE  RacHame: Full=Phosphoglucomutase=1: Sh, .. _EBiS 0.0 E
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blastxZ FA\V 7= HH [ EHE 2R

B ZOoNTEEBES O EZIZT7 L—L52 7 MR A TWENEFHIDT2DITblastxz AVVET, BLASTA ==—0
R—U ) Bblastx (FEERIWEHEES] vs 7 I BT — 2 N— ) @R L E7,



:‘__., BLAST

Home @ Recent Results Saved Strategies | Help

FHNCEITBLAST Home

BLAST finds regions of similarity between biological sequences. more...

[
Designing or Testing PCR Primers? Try your search in Primer-BLAST. | GoJ

BLAST Assembled Genomes

Choose a species genome to search, or list all genomic BLAST datahases.

o Human o Qryza sativa o Galfus galfes

o Mouse o ] o Pan troglodites
o Rat o o rerio o Microbes

o b is thal 0 Drosophila melanogaster 0 Apis mellifers
Basic BLAST

Choose a BLAST program fo run,

Search 3 nucleotide database using a nucleotide query

nuclentide hlast
Algomthms: blastn, megablast, discontiguous megablast

Search protein database using a protein query
Algonthms: blastp, psi-blast, phi-hlast

protein blast

arch protein database using a translated nucleotide guery

thlastn | Search translated nucleotide database using a protein query

thlasts | Search translated nucleotide database using a translated nucleotide guery

Specialized BLAST

Choose a type of specialized search (or database name in parentheses.)

Make specific primers with Primer-BLAST

Search trace archives

Find conserved domains in your sequence (cds)

Find sequences with similar congserved domain architecture (cdan)
Search zequences that have gene expression profiles (GEQ)
Search immunoglobuling (lgBLAST)

Search for SHPs (snp)

Screen sequence for veclor contamination (vacscrean)

Blign twio sequences using BLAST (bl2seq)

Search protein or nucleotide targets in PubChem BioAssay

WA DLEESE LTEZONFEINZ AT LD, ZOIENET 74V FOEETBLATRZ 227 v 73502
LCHREuU—RREFHL ET,



i BLAST
Home @ Recent Results = Saved Strategies  Help
HHCEl BLASTS Hasix

Dlagtn | IMagtp | blastx | (blasin | Iblasiy |
BLASTY search profein dalabases using o translsted nucleotide queny, more

Enter Queny Sequence

OQuenysubrange 44
CEECEATERAG ~ R
GEACARAT TAGATAT TCATCARATAT TACAGAGATATTCTTARCARGAGATAGTBETARCACARECEATEAE Fram
RCEGAGAECTT - L
CHEGACCTGOAGEAGEARATA

To |
ar, upluaﬂ file j'.F"‘le: mﬂanruxﬂ,& T ]
Genetic code S[a ndsrd (1}
Job Title

.Enler ades L.':pli'u-'E' file for your BLAST search ey
[] Blast 2 sequences

Choose Search Sat
Database | Non-redundant pratein sequences (n)  ¥| &
Organism
Dptional

Entar Urg.anusm common |'|d|1'||:" hll'lUr?"Idl o tax [d ')ni'r 0 Inaluiawll Be shown, &

Entrez Querny
Optional
Enter an Entrez gueny 1o limit £8arch &

Search database nr using Blastx jsearch protein databases using a ranslated nucleoti

[ $how rosuita in @ new window

AERE FLD &RV ‘ébﬁﬁﬂﬁ”l:}:envelope glycoproteinTdh 5 Z LWL I, TIZAZ 8 — L LTEDT T4 A

VENERDETTAA IR SEEN T L—AB TN TNDEZ RNV ET, “HOHDT T A4 AL FI+2
D7 L —LIxTHHDT, F'EJb\/\éoﬁﬁaﬁlJmeSprw&bofiaD R<HENT-ETTESR) | —DBEOT Z

4 A M)+10>7 L— AT 25 DT, BIWEHOERSID268bp2s b E > TS (FLHEN-EIT 22 H)
Z MG, FOHMEINEWE O EEYI D268 LB TH D Z ENHER TEET,

1), Expect{2) =
(98%), Pusltwes : HIJ.-"H? (98%), Gaps = 17112 (0X)

ot it i
Frame = +1

Query TIAFNOSEGE0PE IVMHEFNCGLEFFYCNTTOLFNSTHFTHK-KSTNETGTITLPCRIKD 444
TIAFNASEGEOPEIYMHSFNCGLEFFYCNTTOLFNSTWFTM  KSTNETGTITLPCRIKD
sbjct 890 TIAFNRSEGGDPEIVMHEFNCGGEFFYCNTTOLFNSTHPTNNTESTNETGTITLRPCRIER 143

Buery 445 TINREOEYGEAMYAPPIKGRIRCSSNITGIFLTROGGHASDETETFRPGGGN 600
TTNRWDENCHAMYAPPIKGOTRCSENI TEIFL TROGCMNASDE TETFRPGREN
Shict 160  TINRWOEVGEAMYAPPIKGOIRCESNITRIFLTROGGHNASDETETFRPGGGN 201

Expect(2) =

Score = 181 bits (480),
C1002), Positives = ﬂﬁfﬁﬁ (100%), Gaps = 089 (0%)

it
Identities = 29789

Query 2 EEDIYIRSENF TNMAKT I TVOLKES IK INCTRPRNNTRESIPTATGGATYATGDIIGDIR 181
EEDIY¥IRSENF THMAK T IVOLKESIE INCTRPMNNTRESIPTATGGAI YATGDIIGDIR
Shict 1 EEDIYIRSENFTNMAKTIIVOLKESIK INCTRPHNNTRESIPIATGCAIYATGDIIGDIR B0

Query 182 QAHCNLSRDOWDNTLSOLYTKLREOFGNE
(OAHCHLSROGWDNTLSOL YTKLREGFGNE
Shict 61  OAHCHLSROOWDNTLSOLVTKLREQFGNE 89

W fEE3-2

blastxZ v = HH R FE2

blastx ((ZRERIVEDERS] vs 7 X VRT —F R—2) D_X—=Vinh, Muabeiddl s LTHEZ bitziddlz A



HLD., ZDEMIT 74NV FDOEETBATRZ %27 V) v 7 +5Q0Z L THRERV—REEERLET,

— BLAST

Home @ Recent Results =~ Saved Strategies  Help

»NCBI/ BLAST! hiastx

BLASTH h i databas i 1 slated nucleotide 3 3
Entar ﬁunn;r Sequence saarch prote abases using a tran s qUETY. more

Enter accession numher, gi, or FASTA sequence & Clear Querny subrange &
DEGCT ~ = :
AATTTTAACARGABATAETGHIAACEANACTGATABGARCARCACTRATOREAATEABACCTTCARACCTHE From
A L

ARG W
GERATATEAGGEACART TEGA .

Tu_

D

Or, upload file IrALERIR | BREhTLERA 0 @
Genetic code I__Standard[_‘l] “"
Joh Title |

Enter a descriptive title for your BLAST search &

[ Blast 2 sequences

Choose Search Set

Database | Non-redundant protein sequences (n) %] &
Organism
optional | i qgests |
Enter organism commaon name, binomial, or ta id, Only 20 top taxa will be shown, &
Entrez Queny | ]
Optional

Enter an Entrez query to limit search &

awarch database nr using Blastx (search protein databases using a translated nuc
D Show results in a new window

fERA2R 2D WS bRl diZenvelope glycoproteinTdh D Z ENHEERIN, FICAZa— L L TEDT TA A
VENERDETTAAV IR COIIGEN T L—AR TN TNDZ b0 ET, “HOHDT T A4 A Fid+l
D7 L —LZxT 5 HDT, MWEDOEELSID664bp TR > TEY GRSHENZEHZ2R) | —DHDOT 7
A A IBRR2IDT L— AT 20T, BWEDEESID566bp N HIAE > TS (FLHEENETT 22 H)
ZEMD . FOSWHEATIZFIWA D RESI D65 AT TH D Z L DR TE 9,



>&h AAL31385.1] ervelope zlvcoprotein [Human inmunodef iciency wirus tvpe 1]
Lenzth=514

Score = 553 bits (1440), Expect(Z) = 0.0
r%dﬂnilligg_i 3017306 (93%), Positiwes = 3047306 (99%), Gaps = 07306 (0X)
rame = +

Query| 566 | DIYPIDNDRMDSTSYRLLSCNTSY ITUACPEYSFEPIPIHYCAPAGFAILKCNMKTFSGT 745
DIYPIDNDRMDSTSYRLLSCHTSYI TRACPE YSFEP TP THYCAPAGF AILKCNNE TFSGT
Sbjct 185 DIVPIDMDRMDSTSYRLLECHTSYITOACPEYSFEPIPIHYCAPAGFAILKCHNNKTFIGT 244

Uuery 748 GPCTNVETYOCTHGIRPIYSTOLLLNGSLAEEGIVIRYENITDMAKSITIOLNETVRINC 325
GPCTHYSTYOCTHGIRPIYSTOLLLNGSLAEEGIVIRYENTTONAKS T I+QLNETVRINC
Shict 245  GPCTNVYSTVOCTHGIRPIVSTOLLLNGSLAEEGIVIRYENITDMAKSIIVOLNETVOINC 304

Query 926  TRPUNNTRESIPIGPGRAFYATGDIIGDIRKAYCHNISGAKWNNTLERIAYKLKEQFPNET 1105
TRPNNNTRESIPIGPGRAFYATGDI IGDIRKAYCHTSGAKWNNTLER TAYKLKEQFPNET
Sbict 305  TRPNNNTRESIPIGPGRAFYATGDIIGDIRKAYCHMISGAKWNNTLERIAYELKEOFPNET 364

Query 1106 IYFKPSSGGDPEIYMHSFNCRGEFFYCMTTELFDSSWDAtn I nkt wnntwnknnSTILPC 1285
IVFRPSSGROPE IVHHEFNCRGEFFYCNT TELFDSSWDNTNLME TWHNTWNENNSTILPC
sbjct 365 IMFKPSSGGDPEIYMHSFNCRGEFFYCHNTTELFDSSWDNTHLME TWNNTWNKNNSTILPC 424

Query 1286 RIEQIIMMWOEYGKAMYAPPIEGPLYCLENITGLILTRdzenet dennt denet FRPGGG 1486
RIKDT INMWOEVGE AMYAPPTEGR+YCLENI TGLILTRDGGNETDGNNT G ETFRPGGE
Sbict 426 RIEQIINMNOEVGEAMYAPPIEGPIYCLSNITGLILTROGGNETOGNNTSGKETFRPGGRE 484

Query 1486 MMRONW 1483
+HRDNN
sbjct 485  DMRONN 430

Score = 310 bits (793), Expect(2) = 0.0
dentities = 165188 (87%), Positives = 1727188 (31%), Gaps = 47188 (23)

Uuery 1 MRVEEE Y DHLWRNGTHLLGLLMIRSAADRLWWTYYYGYPYWEEATTTPFCASDAEAYDTE 180
MEVEER YOHLWRWGTHLLGLLKI SAADALWTWYYGYPYWEEATTT FCASDAEAYDTE
Shict 1 MRVEERYOHLWRWG THLLGLLMICSAADOL W TYYYGYPYWEEATTTLFCASDAKAYDTE 60

Query 181 VHNYWATHACYPTOPNPOEYVLANYAENFNMEDNNMYEOKHED I ISLWDOSLKPCYELTP 360
VHUVWATHACYP TOPMPOEYVLANY ENFNMEDNAMVEQMHEDT ISLWDOSLEPCYELTP
Sbict 61 WHMYWATHACYPTOPNPOEYYLANYTENFNMEOMDMYEQMHED I TSLUDOSLEPCYELTP 120

Guery 361 LCYTLMCTDKInntkttpnntstippitviptanssmt GEGEIRNCSFNITTAIRDEVOR 540
LCYTLNCTDH+NNTETTPHNT TT T +o+ GEIRNCSFNITTAIRDEYQ+
Sbict 121 LCYTLNCTDEVWWTKTTPMNTETTTTTVTPTSSSM-—--TGEIKNCSFNITTAIRDEVOE 178

Query 541 GYALFSKL
GYALF+EL m
sbict 177 GYALFNEL 104

fRE - R4

W fE%A-1

blastpZ AV 72BN 342 18 EHR TR

VIR ®DblastiZiX”Search for short, nearly exact matches” & WIHHRHNZHE I N -V —EANRNH 72D TT
N, BTV A, (o T, WHEDOblastBRBDONRT A =L B HIT L2 LT, FEEOHERENMEONE X I
St L7z BB 2R LET,

BLAST A = 2 —DX— U BblastpZiBIR L, WA DEESIE L einstein” E AN LD, T—FX—2 L L
T/'nr” ZER L TLIZEWD),



¥ NCEL BLAST/ blastp suite
blastn | blastp | blastx | tblastn | tblastx |

Enter Query Sequence

BLASTP programs search protein databases using a protein gueny., mees.

Enter accession number, gi, or FASTA sequence &

Clear Query subrange &

@inskain]

From

To |—J
q

Or, upload file T L EEIR | RN TOE B4, o
Job Title l

Enter a descriptive tille for your BLAST saarch &
[ Blast 2 sequences

Choose Seafch Set

Database [Nnn.:adundam protain sequances (nr) J'| &
Qrganism - .
e e £ iy

Enter organism commaon narme, binomial, or tax id. Only 20 top taxa will be shown. @
Entrez Query |'—'" - - ___I
Optional

Enter an Entrez querny to limil search &

Prograrm Selection
Algorithm @ blastp (protein-protein BLAST)
O PSLBLAST (Position-Specific lterated BLAST)
O PHIBLAST (Pattern Hit Inifiated BLAST)
Choose 3 BLAST algorithm &

[ show resutts in a new window

Search database nr using Blastp (protein-protein BLAST)

+ —

Mote: Parameter values that di‘

Wz, HiE FEoFNMA CHENTZ"Algorithm parameters” %27V v 7 L C, FfR/NT XA —X

HTLTEEN,

AR AE A F R S



| BLAST |

W Algorithm parameters
highlighted in yellow

zeneral Farpmelars

[ show resutts in a new window

Filters and Masking

Filter C Low complexity regions &)

Mask [ Mask for lookup table only &

[ mask lower case letters Lz

Search database nr using Blastp {protein-protein BLAST)

Max target |1DDD vl
L Sl tha-raas Jdiri nurmber of aligned sequeances to display &
Short queries Automatically adjust parameters for chort input sequences &
Expect threshold [10 ‘ @
Word size > ol i
. {E}

Scoring Pararpetess
Matrix PANIN v| @ {E}
Gap Costs |Existence: 9 Extension: 1 v | @
Compositional |Cunditi0na| compositional score matrix adjustment ¥ | &
adjustments '

Note: Parameter

F =B NR—=Z~Db v FPRLNZ L ZHE L T, "Max target sequences” (I AEF THOE v FE2HERTH)) %
10001c@. “Word size”% X VA 212®@. "Matrix”% PAM30 L W9 FHWHWEDLEESMEZ DO HDIC@ET L x

s

T, D%, blastRZ U EZMLTHRE R V—MRE2FIT

LIZH S o LERBEREINET, BOTELLDOE Y I3
FL X,

LET,

RBOBNET, Py Ty FOTITA A MR TH

¥ Descriptions

Soore E
Sequences producing simificant alipnments: (Bits) Yalue
of [P £49799,1] acelylgluiosate kinase [Listeria welshimeri .. 2 @
1 0802618, 1] Fyeothelical prolein SHOG 12353 [Phasasph. .. fhae Fed | E
eef 9P O01250878. 1] towothelical prolein LPC_1378 [Legionella... 2E.1 Feh) E
rof |30 446631.1] woramed prolein prodoct [Candida glebratal »... 2.1 w G|
red 137 T37987,1] hypotbebical probein [Plassodium youlii yosl... 18,1 Hr E___

Score¥BMZENNT-TE 7V v 7 LTHATLEEN,

BT LT ITAA MY XY T LET,



S0 ef | ¥P 8497991 E acetylzlutamate kinase [Listeria welshimeri serovar Bb str. SLCCSE34)
=p|A0AJ3E, 1 |ARGE LISNG E Rechame: Full=fcety|zlutamaie kinaze; AltName: Ful I=MAG kinase;
Short=AGE: AltHame: Full=N-acetv|-L-zlutamate 5-phosphot ransferaze

enh | CAK21020.1 E arzlB [Listeria welshimer! serovar Bb str. SLCCS334]

Length=250

GEME ID: 4484962 arzB | argB [Listeria welshimeri serovar Bb str. SLCC5334)
{10 or fewer PubMed |inks)

Score = 26.5 bits (55), Expect =
Identities = 7/8 (87%), Positives = B,.I’S (100%), Gaps = 0/8 (D3)

Query 1 EINSTEIN P
EIN+TEIN
Sbict 139 EINTTEIN E00

300ref | %P 001202616, 1 E hepothet ical protein SNOG_12393 [Phasosphaeria nodorum SHI1S]

I:- EATR0Z06. 1 hypothet ical protein SHOG_12393 [Phesosphaeria nodorum SN15]
Lengt =
GENE ID: 5478525 SHOG 12232 | hwpothetical protein [Phasosphaeria nodorum SN15]

Score = 26.5 bits (55), Expeci =
[dentities = 7/8 (B7¥), Posilives = 3;’3 (1008}, Gaps = 0/8 (DE)

Buery 1 EINSTEIN f
EINSTEI+
Sbict 377 _EINSTEID P24

TIAALPEOVHLNREDIC, BE—HTL2UDIIARBEL RN ERDNY £,

BRI HAEDblastpR TlE, FEROK EEZ R 5 &5000 K912, WA bEESAE NS ICITAERIC
IZAEDETENRTA—IRREINTHREE D—RENFEITINTVET,

HCBIf BLAST! blastp suitef Formatting Results - REEN1CYWDIR

@ *Your search parameters were adjusted to search for a short input sequence.

Edit and Resubmit Save Search Strategies P Formatting options & Download

Protein Sequence (8 letters)

blastp% AW 2 B ECFINZ b3 2 tE R 52

VARIT®DblastiZiX”Search for short, nearly exact matches”&b\jﬁﬁﬂ Bl — ARl HoT-0TT
N, BIEZHY FHA, o T, BHDblastifFRDNRTIA—FZEZEFST L2 LT, AFEORKENEONLDL LI
RS LT-BIZZEALET,

A-1 L FEROBRIER valentein’ BLFNZE X THEITLTAH TS L EL,  BLASTA =2 —D~_— 7 bblastp &R
L. fWEbaEdsE LT valentein”E AH LD, T—F_X—2 L LT nr" 2N L TL 7 EWOQ),



FHCBI BLAST/ hlastp suite

biaein | blastp | blgstx | fblasin | thlastx |
BLASTP programs search protein defabases using a protein quen. mors

Enter Query Sequence

n number, gi, or FASTA sequence & Clgar Querny subrange &
lvalentein -
| From | |

Tu|

O londtle | (57 (LERR ursncokes

Job Title ]
Enter a descriptive tille for your BLAST search &

[ Blast 2 sequences

Choose Seardh Set

Database _Nan-radundarm protein sequences (nr) "_'. T

Organi — - -

Optional cntar ___- = RaErme of compialions will be ___' &
Enler organism common name, binomial, or tax id. Only 20 top taxa will be shown, &

Entrez Query

Optional

Enter an Enirez query o limit search &3

Frogram Selsction
Algorithm & blastp (protein-protein BLAST)
(O PSFBLAST (Position-Specific terated BLAST)
) PHLBLAST {Pattem Hit Initiated BLAST)
Chooge a BLAST algorithm &

Search database nr using Blastp (protein-protein BLAST)
D Show results in a new window

b Algorithm parameters | Note: Parameter values that diffe

WIZ, [ FEOF A TP E 7z Algorithm parameters” % 7 U w7 LT, #fi7e/RT A —H REMH 2 Fom &
HTLEEEN,



W Algorithm parameters
highlighted in yellow
izeneral Parpmeiers

Max target |1DDD =
sequences =— -

[ show resutts in a new window

agipeal

4 b) L

Short gqueries

Expect threshold

Filters and Masking

Filter C Low complexity regions &)

Mask [ Mask for lookup table only &

[ mask lower case letters Lz

Search database nr using Blastp {protein-protein BLAST)

m number of aligned sequences o display &

Automatically adjust parameters for short input seguences &

10 |@
Word size > ol i
Rt {E}
Scoring Pararpetess
Matrix PAMID v| @ &
Gap Costs | Existence: 9 Extension: 1 v/ @
Compositional |Cunditiuna| compositional score matrix adjustment ¥ | &
adjustments '

Note: Parameter

F =B R—=Z~Db v FPLNZ L ZHEEL T, "Max targe
10001Z@, “Word size” % XV E\212®@., "Matrix”% PAM30
T, TOH, blastRF &ML THRER O— R EELT

FAT
LIZH S o LERBEREINET, BOTELLDOE Y I3
FL X,

t sequences” (fIRETHOE v hEFRTIN) %
LWy EOIWEDEESRE DL DIZ@OEE LE

LET,

RBOBNET, Py Ty FOTITA A MR TH

¥ Descriptions
Sears E
Emquences producing signif icand sligrmsnts: (Bits) Value
ghlas0Si20%, 1] similar to Plassodive falciparue, Hypobhelical...| 26,4 148
ref |HP 757584. 1]  1=decoy=D=xylulose S-phosphate reduchoisomer... FE.4 188
xf |4 hypeihet lcal prolein [Diclvostel s discolde,.. 26.9 138
1,11 ABC tranzporier, ATP binding erotein [Mulfel... 265 243
ref [XP 002111207.1] hoeothelical protein TRIADDRAFT 54340 (Tr... 260 334 E

ScoreFiTICE N HFE 7 ) v 7 LTHATLKEEN, #F4TE57 T4 A MYy 7 LET,



| vammssznm zimilar to Plaswodion falciparum. Hypothetical protein [Dictvostelium
discaideum
Length=1693

Score = 26.9 bits EEE) Expect =
Tdent ities = 9711 (81%), Positives = EIJ"H (81%), Gaps = 2/11 (18%)

Buery 1 VALENTE--IH |3
YALENTE N
Sbjet 203 VALENTEGDIN (8139

H f WP 7575341 E 1-decuy-D-xvlulose G-phosphate reductoisomerase [Mycoplasma penetrans

=p|EEWOE. 11DKHR MYCPE RecMame: Ful 1=1-deoxy-D-xylulose B-phosphate reductoiszomerase;
Short=00F reductoizomerase; AltName: Full=1-deowyxylulose-5-phosphate
reductoisonerase; AliName: Ful 1=2-C-methy |=D-erythritol

4-phozphate synihaze

dbj |BAC43938. 1 E 1=deoxy=D=wyluloze S-phogphate reductoizomeraze [Mycoplazms peneirans
HF =2
Length=377

GEME D 1040787 MYPEI4T0 | 1-deowy-0-xvlulose S-phosphate reductoisomerase
vooplasma penetrans HF-2] {10 or fewer PubMed |inks)

Score = 26,9 bits (58), Expect =
Identities = 7/9 (77%), Positives = 9."9 (100%), Gaps = 0/9 (DX)

Query 1 YALEMTEIN | 9
+ALENTE+M
Sbict 543| IALENTEWM | 351

TIAALPEOVHLNREDIC, BE—HTLUDIIRBEL RN ERDNY £,

| R - RS

W fRA5-1

mRNAZ FV 7= 3B 1 JHRSR

FPE. mRNAELSI A W TR TR 7 M ZblastnOFHIC L W~ 27 ) AEFIF LR LTAE L X 9,



rHCEl BLAST Home
BLAST finds regions of similarity between biological sequences, more,,,

Designing or Testing PCR Primers? Try your search in Primer-BLAST. | 6o

BLAST Assembled Genomes

Choose a species genome to search, or list all genomic BLAST databases

g 1133 a9 Quyza sativa 8 Gallus gallus
o Mouse o Bos faurus o £ troelo
7] a Danio rerio o Microbes

o Armabidopsis thalfana 9 Drosophila melanogaster © Apis mellifera

Basic BLAST
Choose a BLAST program to run.

Search a nucleotide database using a nucleotide guery

nucleotide blast : -
Algorithms: blasin, megablast, discontiguous megablast

Search protein database using a protein query
protein blast
Algorthms: blastp, psi-blast, phi-blast

blastx | Search protein database using s translated nucleotide guery

thlastn | Search translated nucleotide database using a protein query

thilastx | Search translated nucleotide database vsing a translated nucleotide quer

BLAST A = = — D _X— )35 "BLAST Assembled Genomes”="Mouse” Z &N L F 7,

BLAST
Overview BLAST Mouse Sequences.
Fads
Mews ) @& Enter an Jocession, gi, or a sequence in FASTA format:
Manual HH_DOB26S
References {D’

Retrieve results

Genome Project |
O o, choose a file to upload

2r-AIEHRIR | ERENTLERA

set s u_hsequ BNCE: ;npnnnall )

Fraom: | Tao!
Database: )
_genorne (reference only) | 316 sequences
Brogram: -
(BLASTH: Compare nucectide sequences |
aptional parameters

Expect Filter Descriptions  Alignments

(0.01 v |default v | [100 (100 |

Advanced options:

@D

[ Begin Search | | [_Ciear Input |

queryD T F A "R v 7 AIZ”NM_008268" & A ) LD, Databaseld”genome (reference only)” %@, Program
1X"blastn” ZEIR L TO® “Begin Search’RZ v 4= L T@, mEaY—HELZEmL F1,

Z DX HIINCBICHEfE L TV BblastifRFE TIEfW &b Eis & L CEBORSILIMNCT 7y v a v &EE AN
TAHZELAFETT, £/2, T—ZX—R L L TgenomelZ _f#¥H (all genomes, reference only) 2NEfE L E T



D, HIE TN AR L7 277 U OftiiZceleratt SRR L7 ) AT — X R ENEEN TR,
MO L RDTOBEFELTRLE L,

ik vs EBEOMBNFIATTEHH D E L Cidmegablast b H W F 943, megablast TILEHICEERNFIITTE DX
., WWEOEES EFEREOBERWEY LIMERT LI ENTEERA, TORH, ZOMBETIIblastnZ &R L
TWET,

FATT 5L UTFOL D REFRGELEET HME~EEBLET, 22T 7740 bOEE View
report"RH¥ %7V w7 LET,

»NCELY BLAST! Format Roguist
Query  refhd_O0S268] (1912 letiers)

Database ol _cantig

Jdab tithe  reflied_O0E26E] (1912 letiers)

Reguest 10 '_mwmpﬁ | Miewt repont | 1o resulia in & niw wandew
Forma show [sgoment 3| ss[Hi (] [Tadvanced view [ Tuse old BLAST veport format Flozel form bo et
e P e . .;‘_.

Disptey  [Floencricsl Crrview | [FlLnkow EMehﬂlM !]u:a:g [Ccos rastre

Limit Fesulte  Descripfors lDﬂ = mmmm
Oigtitrh  Tyns coranon hars, Barormial_ Lo, or grous Rarfe . Ol 20 bos ban. wil B ahown

[Erirez wr.'-

FEE L LTIR. FRIS/RLIZ X 9 ITNM_008268 73 RIS ) b FITIFEET D @ﬁﬁ(ll%i’éé@t) IZ—FEBHNA2T T
LRIZblzoTt v bL, 2SN EE CLIEFT, E-value:l. 0e—10LA FIZH D & WA R ELS O —E 034 Bl
IZey FLTWAZ LR TEET,

BFormatting options  =Downlgad

refiNmM_008268| (1912 letters)
Query 1D i 1603587 79| raf|NM_00B268.2] Database Name gpipe/10090/ref_contig
Description  Mus musculus homeo box BS (HoxbS), mRNE Description mouse build 37 genome d

Molecule type nuceic acid
Query Length 1912

Other reports: #Search Summary [Taxonomy reports]
¥ Graphic Summary

Program BLASTH 2.2.19+ =}
m TG YIEW

iation

Distribution of 40 Blast Hits en the Query Sequence 4

|Huuga-cmar to show defline and scores, click to show alignments

Color key for alignment scores
<40 40-50 S0-80 20-200 =200
Query
1} 350 TOo 1050 1400 1750
FECHES
o —
-
¥ Descriptions
Seore E
Sequances producing significenl aligrmsnis: (Bits) Yalue
el 185710, pel1 165007 37 s msculus chrowosoms 11 gen... ig24 0 | 1081 OEIToEYk
EETTT IS T TRE HIEET 7 M mosculus chrowssome: 16 molii - bess| FEETED
el THT 0T, Tial Siidr 37 Mos musculus chrososome £ genoai... 14 le-32
et (W1 Ud, s 0384 97 Moz musculus chrososose § pencaii... iﬂ.-.: Ge-15
P EE] b 745 07 Wus musculus chrososoes 5§ penomi... 4 de-ll
ref [HT OTE30T STHal FHIES 37 Wos msrwlus chrososcms | penosi... 541 Ja=07

F 72, W _E#O House mouse genome view” (FWA) Vo720Vl F5AT47T7L5ELTINLDE ¥
MIBOWMELZRDZ L TEET,



Mus muscuius (laboratory mouse) genome view BLAST

Build 37.1 statistics Switch to previous build

1 2 3 4 5 b
1
1

D —
B —
|H ——— ]
L]

il

[

1 2 4 =] =] 1
Hit Gls: | 1 1 3 1 1
Hits: 1 & 1 4 ] 1@
N -N- “ N ﬂ ﬂ ‘ ﬂ - ]
12 13 14 13 16 iz 18 12 H it 1T
Hit Glsz: 1 1 1
Hits: & 1 1
Color key for scores: <40 20-200 Bach]

ELAST search results: 12 BELAST hits found
Cuery refftThd 008268 (

BLAST results E]]
Chr v Map element Type Hits Score ¥ E walue

1 NT 078297 CONTIG 1 644 2e-07
2 HNT 039207 CONTIG & 147 2e-32
4 HNT 039280 CONTIG 1 5.2 3e-05
5 all matches

3 WT 039224 CONTIG 2 297 Se-15
3 WT 039306 CONTIG 1 134 4e-10
5 WT 039302 CONTIG 1 336 de-04
6 NT 039353 CONTIG 9 235 5e-59
7 NT 039433 CONTIG 1 536  de-04
11 NT 165773 CONTIG 10 2224 0.0
15  NT 039621 CONTIG 6 192 6e-46
17 HNT 03964% CONTIG 1 500 0.004
3 NT 039706 CONTIG 1 50.0 0.004

7 XV BES 2 AV e A u JERER

WIT, 72 BRI ERWEREr JHREEZIToTHEL X I,

~ U AR LcblastiREBEE 2, WG hwEls & LT I BESIDOT 72y a v FEEThH
5”NP_032294" % A S LD, Databaseld”genome (reference only)” %@, Programid”tblastn” Z IR L TE
“Begin Search”RZ L &4 Z L TD, SErY—MBLE L L F9,

tblastnTIX T X /BEECHIZ A & L, BT —Z N— R 6 L THRENARETY, ZOBT —Z X—2 1167 L
— DT R_RTET I BRICERL, T3  vs 73V BOMBENETSNET,



BLAST Mouse Sequences.

Pt
W ENNer Jlr

[NP_nazza4
fults {D

lject

accession, @i, or a sequence in FASTA format:

O or, choose 2 file to uptagd
JEA IR | BREh TV A

Set subsaquence: (optional)

From: | | mo:| |

Database: _

[ genome (reference only) M| | 316 sequences

Program: =
| TBLASTM: Compare a protein sequence against a nuclectide database bl
Optional parameters

Expect Filter Descriptions  Alignments

[0.01 > [default | [100 ¥ [100 ]
Advanced options: |
&

[ Begin Search | | [ Clear Input |

Gat the URL with praset values ? Get URL

AENIMTIORT LY ICFEFEICZ< o vy FRARONET, BRRELOE LY b2 E T I/ BRICER LT
DIEIPRENRE N 8D £9, nRNAL O TIZ—E Lk v RO SN0 o 7221F (6, 1I5F YK
~DOE v M) BIFFERICOE> THUL TWD Z ERHERTEET, EICH- =R Tu 70K TT N, KAEtn

TDEFHETDHZLITHLWTT A, Hl2IEEEAE-value : 1.0e-10& 35 & 9ffH L 720 F9 (2e-39~2e-13),



Distribution of B4 Blast Hits on the Query Sequence 4
[Mouse over to se the defline, click 1o show alignmants |
Color key for alignment scores
Query
0 20 100 150 200 250
L EEE &
TP ADRENT LS
S ——
P ——
==y
Descriptions
Score E
Sequences producing significant aligrments: (Biks) Yalue
HT 165773 ¢ Iisl Mz muzculus chromososs 10 da-47
r:i :; Ii] g f':.: : jlﬂ:ﬁnmlllmﬁ:lr‘m E1 m-‘:r l;a—gg 1 0e—1 0L FEw
FErIHT DI AT TliaT TI00T ST s mascuivs chromosons 2 tsacas.. ol Ao
ref i “'HH'E&“’;" B 37 Mus musculuz chrososows § genos 2e-17
ried [N 48 37  Mur mesculus chrososoms § genos| 2e-18 W‘EE‘?L"ITT:ED
red THT 65760, "3%351 s susculuz chroscoose § genca, .. b= 16 Hue T A
Xl TR 1T T a7 Moy musculus chromosoms | penomi. .. la=14 Hitot
ref [N H,g_, T l}’_‘; M mesculus chrososoes § genoal. .. B 14
re ™ E] Moz mesculus chrososoms T genosl, .. 1e-13)
re HRET, FTMa iy 3 ?g? 31 Mus wusculus chroscsose 19 geno... Je-10
re FEERERAT T RE] 31 s musculus chrososome 11 geno... Se-10
W fEE5-2
nRNAZ AV e 35 1 SR

4 < [AAEIZBLAST X = 22— D X— U s Bmouse 28k L7=blast Z IR L.  “AY013770" % AJ1& LD, Database
I1Z”genome (reference only)” %@, Programif”blastn” % @& L C “Begin Search”R¥ &4 Z &L T@D, K
T —MREEEmLET,



BLAST Mouse Sequences.

— 1 = »
W EnIer ap accession, of, or & sequence in FASTA format:

A¥013770
@

ts

O or, choose a file to upfoad

DRI BHRENTILERA

Set subsequence: (optional)

Frorm: | Tao: |
Database; @
| genarme (reference anly) v| 316 sequences
&

Program;
BLASTH: Compare nucleotide sequences v|
tIptional parameters

Expect Filter Descriptions Alignments

[o.01 | [default | [100 v 100 ¥

Advanced options: | |

&
[ Begin Search | | [ Clear Input |

AYO13770% AJ1 & L7zfITlix, Z OBESIBNFEIET D 1I8FRAK~DTERRE v bR UEROND DL THER ZIX
M ENEFATLE,

bFamat ing aptiong EDownlogd

gb|AY013770| {2457 letters)
Query ID il 13876277 |gblayD13770.1] Database Name opine/10090/ref_contig
Description Mus musculus protocadherin beta 1 mRkA, Description  mouse build 37 genome d
complate cds. assembly anly)
Molecule type ma Program BLASTN 2.2.19+ BCiabion
Query Length 2457
Other reports: B Saarch Summary [Taxonomy roporte] [Distancs trae of recults] [Houss moUEe qenarmes vigw]
¥ Graphic Summary

Distribution of 52 Blast Hits en the Query Sequence i

Mouse aver to see the dafiine, click 10 show alignments |

Color Key for alignment scores
4050 NEOSE0 B0-200
Ty
[¥] 450 S00 1350 1800 2250
¥ Descriptions
Srcors E
Sequences producing 2lgnif lcant al fgreents: (Bitz) Yalus

pef INT D39874, 7 ksld 28704 27 Bhus susculus chromcsose 19 gerw.., 4437 0.a

7 2 BEECEHZ W2 AT v SRR

FlEFENCTT 2 JBEY DT 7 vy a & EThD7AK26059” % AJ1 LD, Databaseld”genome (reference



only)”%®). Programl¥”tblastn”ZiEiR L T® “Begin Search’RZ L Z 42 L T@D, FmEo—KEKRE2FEHL

THEL X I,

BLAST Mouse Sequences.

&HFrterap accession, gi, or a sequence in FASTA format:
|4A4H26053
Eults
pject
O or, choose a fils to Lpload

DPAILERE RIRSNTOEBA

Set subsequenca: (optional)

From: | To:

Database: @

| genome {reference only) ¥l | 316 sequences
Program: i i

| TBLASTN: Compare a protein sequence against a nucleotide database

Optional parameters
Expect Filter Descriptions Alignments
(0,01 | [default ¥ [100 100 ¥

Advanced options:

—a@

| Begin Search | | [ Clear Input |

BRI Lo TIE RO ool R En IR <BO o ET, B2 IXEEEE-value :

13l & 72 © FF (6e—159~1e-31),

1.0e-10& 25 L



gh{AAK26059] (818 letters)

Query ID gil13876278]gb|8AK26059.1| Database Mame Qpipe/10090/ref_contig
Description  protocadhenn beta 1 [Mus musculus] Descriptlon mouse buitd 37 genome datd
Molecule type amino acid assembly only)
Query Length B18 Program TBLASTN 2.2,19+ PCitation
Other reports: BSgarch Summary [Tasonomy reports] [House MoUse genome vigw]
¥ Graphic Summary

Distribution of Z38 Blast Hits on the Query Sequence &

[Mouse over to see the defline, click to shaw alignments |

Color Key for alignment scores
BO-200
Duery
150 300 450 &00 T50
¥ Descriptions

Seore E
Secuences producing =ignif icant alignesnls: (Bits] Yalue
pof INT 0595747 |MelE 39714 37 Mss usculus chrososons 18 gong. ., 0.0 1 0e—1 0L bk
eal [N Rl ¥ suzculur chrosososs § Eenos Ee-153 [;1 41',_'1:
o limld ZOEAE 37 “:;r!: nssnl.ulmd?q'mxu pn, ?r:i;;

zome  penom i

:$& Mer. mmcilis. chicammvns 7. gwron] segs | ouend PR REDLD
el INT 0 Mhss musculus cheososose X psnos! ... Be-b2 [;13—{5’:
f Mt mustulus chromosoes § peoei... ekl
E;!@ 7 Mg misculus chrosszone 1 penos. .. 2e=EN
el Mips muzculus chrososoee § penosl, . . le=fi
£ !'H Miep suzculut chromoposs 3 penosl. .. Te-dd
£ Mt musculus chromososs 15 pens... Je-4f
L Mus musculus chromosose [1 peno. .. ge=dll
ref | susculus chromosoms Enm o
r: iﬂ 1 bt suzculus chromososs [0 pano. .. He-08

| R - RR6

W 7561

BLAST A = =2 —®DX— v HAlign two sequences using BLAST (bl2seq) Z3&IR L £ GRIEA) .



*NCBI/BLAST Home
BLAST finds regions of similarity between biological sequences. more.,

=7 Designing or Testing PCR Primers? Try your search in Primer-BLAST. | _Ga)

BLAST Assembled Genomes

Choose a species genome 10 search, or list all genomic BLAST databases.

o Human 8 OQnyza sttiva o Galfus galing

o Mouse o Bas lauris o Pan troglodites
o Rat o fanio rerig o Microbes

o Arabidopsis thaliana o Drosophile melanogaster o Apic maflifers

Basic BLAST
Choose a BLAST program to run

Search 3 nucleotide database using a nucleotide query

nucleotide blast ! :
Ajgorthms: blasin, megablast, discontiguous megablast

Search protein database using a protein guery

protein bliast
Algonthrres: blastp, psi-blast, phi-blast

hlastx ‘ Search protein database using a translated nucleotide guery
thlastn ‘ Search translated nucleatide database using a protein query

thlastx ‘ Search translated nucleotide database using a translated nucleotide guery

Specialized BELAST

Choose a type of specialized search (or database name in parentheses )

hdake spacific primers with Primer.61 AST

Search trace archives

Find consended domains in your saquance (cds)

Find sequences with similar consernved domain architecture {cdar)

Search sequences that have gene expression profiles (GEQ)

Search immunoglobuling (lgBLAST)
Sean:h ﬁnr S_Iiﬁ (snpjl

eV THLS 3 A TSequencel, 2IZFNZIFRE CTORINEZESNEZATI L, ZDIENET 74NV FONRT A—H
DFEFTHRER V—ME L FEE Li‘?‘ BLAST 2 sequencesid. blastZ HAVNT2ARDEF|D & OEASFELIL TV D
M EHICRET 5 BIZRHE L= b 0T,



_

€ & | C | %y hup//astachlnlmoeibgee’ B0 o wbler? og r O F-
SR T =0 =TT DR S W A =S P T, [ T =

BLAST 2 SEQUENCES

This functionality is now available in the main BLAST pages and this link will be
removed in the near future. Step-by-step instructions for use are available.
Thiz teal preduces the alignment of two given sequences using engine for lecal almnmem

The stand=akona executable for blasting two sequances l:htZseq can be retrieved from

Boference: Tatana A Tatuscva, Thomas L. Maddan (1898}, Blut 2 sequences — a naw tool for comnrfn: protein
and nucleotide saquances”, FEMS Microbiol Lett 17424725

Parameters used in BLASTM program only; "
Reward for a matcht P«nalty for a mismatch: -2 |

[] Use Maga ELAST Strand option [Bothstrands % View option [Standed |

Masking charactar option [X for protein, n for rucleotide = Masking color option |Biack |
O Show CDS translation

Opan gap _5_ |ar'|:| e}marl;mnnamz |pana|t|&a
gap x dropoff 50 | eomect [100 |word size (11 | Fiker 1 [(Alan |

Sequence 1
Enter accession, Gl or sequence in FASTA format from{o oo |
CTGCCTCAGLCT CODGAGTAGCT GGGACT ACCGRCGICCGICACLOTA |
WTGETI.I-TTTTT TITTTATTTTTAGTAGAGACGEGGT T TCACTGTG

AGCCAGERATCETCT CRATCTCUGRACCT CATRAT G TGLCOECETOL |
G{!}STWHGTG}TWT TACAGGCGT TAGCCACCGOGICA LT &
or upkad FASTA Tl | eI amik | RN TLE Bh
Sequance 2 . e
Enter accession, Gl or sequence in FASTA format fromio oo

RATACGTTGTTAAATGETAT TAGT TGACCAGHEDAGT GRAKATEARAD
CGOATT TTGGATGLCAT TARATAGGGARARAACATGTARALAATGTAA
RATGEAGA AR T TECACTAGGOARGTGTATATI TIGTATTTTATATA |
ﬁﬂITGTHHTTTTTI?M.GTHTMHMHGTIT TTCATACTGAA =

or uglead FASTATIe [ JP{L 0 [HIRENTLE BA
[l ] | G gt |

Comments and suggestions te Sast=heb@nchininabgor

FAEROWE CITET B Z O ZARKOESIO EOFERSFEU L2203 A EB LRy b~ R 27X (=T m Yy
MR TORENET P RTHS7280) e TDOTFIZT 74 A2 FOFEMAIREINTOWET, SEFAVZA

FITIE—AKB OEFD116bpA> 5233bp B 28 A B OFEF[D954bp H 22 51071bpHIZE v P LTWAB Z Edboh F

j—o



[ Blast Resul ¥

« Cllw Blast nobi nlronibgow ! > O~ F-
SEENTeRT =5 =iy = A R A = P T ] ZOenTsa—5

-

Blast 2 Sequences resulis

BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2218 [Mar-02-2008]

Matchil | Msmatch:-2 | gap opans ﬁpmﬂtensmrr 2

xdropoff 0| expect] 1000 wordsize: |11 | Filar Wizw aption Standard |
Masking chara:mropmn ¥ for pratein, n 1nr ruCisotiss (v Masking colar omnn | Bilnck ]
[ Show CDE translation

Sequence 1. HTG sequence
Length = 1488 (1 .. 14589)

Saquance 2 cOMA of WRNgana
Length =5180 (1 . 5180)

-

1

MO TE Bitscora and expect value are calculated based on the size of the nr database,

MNOTEIf protein transkation B reversed, please rapeat the search with reverse strand of the quary sequence.

—

gcore = 227 bils t 16}, Expect = 1o~ 55
Identilies = 1164118 (100%), Gaps = 0/118 (0%)
Shrand=Plus/Plus

o o ettt
Gusry |78 1 CATGOTTTCAGTARAT TGARAA 233

O ittt i iy

CPU 1 fme: 0.08 weer seca. 0.02 svs. secs 0.08 total secs.

W

—ARH OEHINHTC (7 /7 AW F O—88) T, —ARKHOEFINNATHDHZ Ea2E2D E, —ARHOEFD116-233bp
BNy Vo TEDRIENRA L b THDLHZ L, ZDOxT Y Y 2 FeDNA EDISA-107T1bp HfHETH D Z L3
MO ET, TNERECH KB LEDLED LITED 7 VU 8ITHY LET, Lo TIZDOHIGIZIZ=Z V8
DEENTND EHERTEET,

W fif%6-2

4 < [ABEIZBLAST A = 2o — D _X— U3 BHAlign two sequences using BLAST (b12seq) #38#R#%. Sequencel, 2iZ%
NENRETORENZEINEZAT L, TOENIT 74NV FORT A= OEETHREO Y —RREEM L ET,



_

= 3 || C| ¥ hups/sestachlnlrihgow b o/wbie? ool > | D for
SEEITAT =5 [Tl R A LR A TP A TR, 0 zorearse->
BLAST 2 SEQUENCES

This functionality is now available in the main BLAST pages and this link will be
removed in the near future. Step-by-step instructions for use are available.

Thiz teal preduces the alignment of two given sequences using engine for local alignment.

The stand=aksne execiutable for blasting two sequances (bt can be retrieved from

Reforence: Tatmra A Tatusova, Thomas L. Madden (1995}, Blnt 2 sequences — a naw tool for comnrfn: protein
and nucleotide saquances”, FEMS Microbiol Lett 17424725
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Blast 2 Sequences resulis

BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2218 [Mar-02-2008]
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MO TE Bitscora and expect value are calculated based on the size of the nr database,

NOTEIf protein transkation B reversed, please rapeat the search with reverse strand of the quary sequence.
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Blast 2 Sequences results
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ELAST 2 SEQUENCES RESULTS VERSION BLASTN 22 18 [Mar-02-2008]
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BLAST 2 SEQUENCES RESULTS VERSION BLASTM 2218 [Mar-02-2008]
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MOTE Bitzcore and axpact value are calculated based on the size of the nr database

NOTE protein translation & reversed, please repeat the search with reverse strand of the quary sequence
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