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» What does NCBI do?

Established in 1988 as a national resource for  » Assembly Archive
malecular biology information, NCBI creatas

public databases, conducts research in ¥ Clusters of
computational biology, develops software orthologous groups
toals for analyzing genome data, and
disseminates biomedical information - all for :
the better understanding of molecular Genes & Disease,
processes affecting human health and NGEN Frandloak

disease. More about NCEI... P Flactmonic PCR
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r:—"‘_ BLAST

Home | Recent Results | Saved Strategies | Help

»HCBU BLAST Home
BLAST finds regions of similarity hetween hiological sequences. more..,

[ Designing or Testing PCR Primers? Try your search in Primer-BLAST, | Ga) |

BLAST Assembled Genomes 7). Bfsnsdl s £ iEDT —48(C

. _FEaiEER

Choose a species genome to search, or lisy auw gooun | uououason

o Human o0 Qryza sativa o Gallus galfus

o Mouse o Bos taurus 8 Pan troglodytes

& Rat 8 Danio rerio 8 Microbes

o Ambidopsis thaliana o Drosophils melanogaster 0 Apis meliifers
Basic BLAST
Choose a BLAST program to run, B hlastia =

Search a nucleotide database using a nucleotide guery

nucleatide blast ) F -
Afgorthma: blastn, megablast, discontiguous megablast

hlastn

protein hlast
hlastp

hlastx

Search protein database using a protein guery
Afgonthma: blastp, psrblast, phi-blast

Search protein database using a translated nucleotide guery

thlastn | Search translated nucleotide database using a protein guery

thlastx | Search translated nucleotide database using a translated nucleotide query

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

L g
Make specific primers with Primer-BLAST FrED AEEH0 %5
Search trace archives
Find conserved domains in your seguence (cds)
Find sequences with similar conserved domain architecture (cdar)
Search sequences that have gene expression profiles (GEQ)

Search immunoglobulins (lgELAST)
Search for SHPs (snp)

Screen sequence for vector contamination (vacscreen)
Align two sequences using BLAST (biZseq)
Search protein or nucleotide targets in PubChem BioAssay

TlE. HWUA T ENT="Basic BLAST 276 —F& F D nucleotid blast’Z2 27 U v 7 L THATLIEEN,
ToOXD RREHEICBEH L ET,



»HCBY BLAST! blasin suite; BLASTH programs search nucleatide databases using anuclaotide query,  moes

Enter Query Sequence
Enter accession number, gi, or FASTA sequence & Claar Duery subramge &3

From |

To|

chliplesditie IrOL. TOERA @

Job Title |
Enter a descr plive title far your BLAST search &3 ;
[ Blast 2 sequences FlatEacHo A
Choose Search Set
Database ®Hurnan genamic + transcript O Mouse genomic + transcript O Others {nr ate.):
" Human genamic plus transcript (Human G+T) v: [
Entrez Querny |
aptional -
Enter an Entrez Queny to Nt search L) j—‘_l ‘_B_N _lljl:j j%#ﬂ
Program Selection
Optimize for & Highly similar sequences (megablast)

2 Mare dissimilar sequences (discantiguous megablast)
) Somewhat similar sequences (blastn)
Choose a BLAST algorithm &

ERIOUDLOIER
Search database Human G+T using Megablast (Optimize for highly similar sequances)

Dﬂlﬂh‘ resulls in a new window

[» atgorithm parametess | 1554 -0 38 F

ZOEE T, LSRN A THE N ZEE THWE DO EESIOREEZ, ROFWEADOHEK TT — 4 X—AD
REL, FEOEHTRET 0 VT AOREXITV., "BLAST"RZ L %27 U v 7452 THRER D—REBENETS
nET,

I HIZFD Algorithm Parametes” %27 U v 7 925 & MRBEFO/NT A — X ERENAHEIZ/R D 97,

BIVVE O BELS 2 5% B3 5 (blastn)
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TRy Ya rFHETORE

B R CnhEEL X,

& LT,
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GTTCGAGAGGTGTGCTCTGAACAAGCCGAGACGGGGCCGTGCCGAGCAATGATCTCCCGCTGGTACTTTG
ATGTGACTGAAGGGAAGTGTGCCCCATTCTTTTACGGCGGATGTGGCGGCAACCGGAACAACTTTGACAC
AGAAGAGTACTGCATGGCCGTGTGTGGCAGCGCCATGTCCCAAAGTTTACTCAAGACTAGCCAGGAACCT
CTTGCCCGAGATCCTGTTAAACTTCCTACAACA

ORIV EDERSIE LTANLTAHAEL X 9, BARKICZORINTT —F N—RITREKSNTEY, 77
Ty va UESTX06981 T,



Enter Query Sequence
Enter accession number, gi, or FASTA sequence &) Clear Query subrange &)
From
To

LR LG FPALERIR | Fprth. TOERA @

Job Title |

Enter a descriptive titte for your BLAST search &
[ Blast 2 sequences

—F/KA—Y Ry 7 A HEE, RBRMA T E - EIC B EORSIZ T HiATeh, HDHWE, 2—Fflo =
VB a— OB EE ST Yy FT U RR=ZA T L5 TY, ANTHETROLS TR T,

Enter Query Saquence

Enter accession number, gi, or FASTA sequence & Clear Queny subrange 3

>tast # -
GTTCEAGAGETATGCTETGARCARGEEGAGRCGEGECCATACCAAGCARTEATCTCCCGCTGATACTTTG From

AT AT EAC T ARG GRRGTGTGCCCCATTCTTTTRACGECEEATETEECEECARCCHGAACARCTTTGACAC
AGARGAGTACTACATOGLCGTOTGT GHCAGCECCATETCCCARAGT TTACTCARGACTACCCAGGRACLT

CTTGCCCEAGATCCTETTARACTTCCTACARCH r To [
LD ZOVERIR ] 7Lt TOERA @
Joh Title

Enfer a descriplive title for your BLAST search &
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Enter Query Sequence
Enter accession number, gi, or FASTA saquence 4 Clear Query subrange &
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To|
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Frogram & o4 -k :‘ :
Optimize for - :
& e .
F 2ebI=0 o R v FaLith
[ s Bp M v A= LTIK(R)

TrANVEROI AT a IRREET, T THURT 7 ANVERRL, 77 A VET v 7 r—FLTLESN,

Iz, 777y a yFEETOREFEZONTTT, Zud, MG bEIZHEWZWESIOT 72y v a &
BN TWBFHIT LaMEZ TN, M CHEMZRFETY,



ZITET 7'y v a yEEFHX0698L Lo TWET, TEELIFEEMWEbEES A2 A L& & [ TR
MTHENT-FEBRICAS LT &N,

Enter Query Sequence

Enter accession number, gi, or FASTA sequence & Clear
X05981

TN T, RIZABMICELY T 2RSS DERSI L 220 7,

RIS hREFIDO L PaIEET 5 (blastn)

fVEDEESNICHET 2@ TOZOMORELZ R THEL L9, £TIE. MOEDERSO L PHRETT,

Enter Query Sequance

Enter accession number, gi, or FASTA sequence & Clear Queny subrange &)
[koEag1 h

From

Ta
Al el E DPAVEBIR | Sr L. TUERA ©
Job Title ¥0381:Human mRNA fragment for amyloid beta-protein...
Enter a descriplive title for vour BLAST search &

[ Blast 2 Sefueances

Ziit, ERORMADES TIT O OTTR, MNEGLRESIOH D —HnDiEMnEbeE s LTHE S BAICE
FELET, B2 IERWE RS 4K A3600bpd - 72 & L TEDHDFEFA300bp D H % BIWAHEESI & L CTfEvV /-
WIBAIZIE, “From” DIC1% " To” DIIZ300% AN THiZEZFIT L £7,

T 74V N () OHEICEANIENTEEIIOLEE WG DR E L THEWET,

F—F R—REHET 5 (blastn)

BNTTF— A _R—ZEZELELL D,

THOFEEHT, 7= N—XIRELET,

Choose Search Set

Database ®Human genomic + transcript O Mouse genomic + transcript O Others {nr ete):
Hurman genomic plus transcnpt (Human G+T) ¥ ik

Entrez Query ) )

Optional
Enter an Enfrez guery to limit seanch &

blastntiZBFDT 7 4/ M. “Human genomic + transcript” (& "7 A LEREREY) LipoTWET, Zh%
BELI-WEAIZIE, FO4EFED Mouse genomic + transcipt” (v VA7 ) A LEZBFEY) ERTH, HD
WETFDTNE T A a—DoRBEFETHT —F_X—A%ERLET,



Choose Search Sat

Database O Hurman ganomic + transcrpt O Mouse genomic + lranscrlm & Cithers (nr etc.):
[Mucleatide collection (rrdnt) Ll
Organism Genomic plus Transcript
Optional Hurnan genomic plus transcript (Human G+T)
Mouse genomic plus transcrpt (Mouse G+T) top taxa will be shown, &3

Other Databases
hucleotide collaction (nrint)
Reference mRMNA sequences (refseq_ma) ;
Refarence genomic sequences (refseq_genomic)
Program Selectia MCEI Genomes (chromosome)
Expressed sequence tags (est)
Optimize for Mon-hurman, nor-mouge ESTs (es1_others)
Genomic survay sequences (ges)
High throughput genomic sequences (HTGS)
Patent sequencesipat)
Protein Data Bank (pdb)
Human ALl repeat elements (alu_repeats)
| Sequence tagged sites (dbsis) |
Whole-gename shotgun reads (wgs) what similar sequences]
Emdronmental samples {enw_nt) |

T_IShow resulis in a new window

Entrez Query
Optional

TNE YA =2 —PbBRTE 57— _N—2A0F TRERNR2HDITIT, UTOXIRbDNRHY £,

Nucleotide Collection(nr/nt)

GenBank, EMBL, DDBJ, PDBIZ & £ C W A RS04 MU (HTGSO, 1, 2, EST, GSS, STS, PAT, WGS% D

F<) BEUORefseqlitdn b EBHEZRWZHO
Referece mRNA sequences (refseq_rna)

NCBI Refseq”7 &= 7 kTERK L T\ %mRNAKLS]
Reference genomic sequences (refseq _genomic)

NCBI Refseq7m ¥ =7 FCIERL T\ %7/ ARSI
NCBI Genomes (chromosome)

NCBI Genomes|Zg £ILTUVD 47/ Afidd
Expressed sequence tags (est)

GenBank, EMBL, DDBJIZ & % 41 AESTHCA!
Non—human, non—mouse ESTs (est_others)

v~ <7 ALSDOESTELS

BT VL #ERIRT 5 (blastn)

W CHEER L ORAILEREORB T DU ERELEL X 9, OICITHBALEEATLER, EBEOMWED
WHESN E LD T — Z _— 226 L THRET DA 1m%m#%m6ni¢# F =B R—= 2 YA ZDJERALIC
PRV, BRI Sblast E WX EHRLIND LR TEE LT,

SO, £ ERICRET S = & OTRARRET Y VL Bblastnd BIRE LT TE TE E Lz, LORK=LY
EBRET B EETS FROFE T,

Frogram Selection

Optimize for O Highly similar sequences (megablast)
O More dissimilar sequences (discontiguous megablast)
® Somewhat similar sequences (blastn)

Choose a BLAST algorithm &
L BIEIZ,
megablast
VG DERES & FEF TV ERERISN D B & @l IR T 5, KIS O E—FR Eo bDE T
%

discontiguous megablast
megablastJZ DHEZDDI A TFEHF LY — RO MBEBT 5, N2 - BREOHRRNT]
FJ!:

blastn
T E—E1 25 o — Kb oWER, M@Etiasun

Lo TnET, ANICEDETEIRL T ZSV,



ZOFITIE, HlE L TORLET 7|y a & EX06981 D FEELY Znr/ntT — & ~_X— A 2% L C blastnZ AT
MBETHZ L LET,

Enter Query Sequence

Enter accession number, gi, or FASTA sequance 4 Clear Query subrange 4

Xo5921 .
From

Tu:.

Siniipnad flle TR | Sl TLEEA @

Jahb Title 405981 Human mRMA fragment for amyloid beta-protein.

Enter a descripiva lille for your BLAST search &

[ Biast 2 SEQUENCES

Choose Search Set

Database CHHuman genomic + transcript O Mouse genomic + transcrpt @ 0thers (nr etc.):
| Nucleatide collection (nifnt) ¥ @

Organism

Optional

Enler organism common name, binomial, of tx [, Onfy 20 top taxa will be shown o9
Entrez Query
Opticnal
Enter an Enlrez query to Nmil search &

Program Selechion
Optimize for O Highly similar sequences (megablast)
O More dissimilar sequences (discontiguous megablast)
(¥} Samewhat similar sequences (blastn)
Choose a BLAST algorithm &

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

[ Show results in o new window

L FE TOMHIHE> TR ERAZASIL, "BLAST"REZ %27 ) w7 LTHRREFEITLTAELLE I,

5L, FROLIICY a 7 e I ElEAFRr SN Ed, ZOmEmIABMICERTSh, BERPETT5L
RSRAE REH 2NFR SIVET,

FNCEI BLAST/ hlastn suitel Formatting Results - GGF/HXX601R Formatting options

Job Title: X08881 :Human mRMNA fragment for amyloid betaprotein...

Reguest D GGFTHXXED1R

Status Searching

Submitted at Wed Oct 29 06:37:37 2008
Current time Wed Oct 29 06:37:39 2008

Time since submission

This page will be automatically updated in 16 seconds

M1-2 blastni@ZEfEHEO LY

feEDOBEE (blastn)
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£



¥ Graphic Summary

Distribution of 109 Blast Hits on the Ouery Sequence i
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Accession | _ Descripton B e A U -
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AR 1l Synthetic constryct DNA, clome: pFIKB3334, Homo fapeen; 239 439 100% Je-120 100

HM_O0oepd > Homa sapinng wnyploid beta (A4) precursor profen (APF), 439 439 100% 34-120 100%

L e Woma sapisns amyloid bets (&d) precursor protein (pephd 439 439 a4 psid 1008,

ADESRL.1 Human mAKA fragment for smyloid bata-protein (AF) nse 439 100% Je-120 1007%.

AKZMEM 1 Homeo sapiens cOM& FLISDA%E complete ofs, highly simeles 437 [L Y Gps1d0 100

4 5.1 Homa sapinng cONA, LT3N, Homs sapions semyloid bt 434 100% 15-118 9%

MM 0000130081 Pan tregladyies arylod beta (Ad) precursor protein [APP] 430 100% 1e-117 9% G

MERTRE H fasoculans miyloed bepeotéin precursor Kumd? protease alé 100% Je-113 9% [!J
Sus sorofa smyloid beta (A4) precursor protein (BFR), mR I 100% 1e-108 5% m
Artriczal game for APP]T2 ] B 1e-10% 100r%:
Hasaca mulatts ARP-70 mENA Fagreent Ter arvyloid preed =83 3% 25-105 L U E G|
Stanells coeruleoalbs beta-amyloid drecurisr profein T4% ] 100% Aga105 5 |
Caris lupus familisris amybosd beta {44} precursor protein Te 100% 4g-101 v %
Caces Faralians beta-amyloid precurior protein TR0 mBRG ITE B00% 3e-10] Sa%
Cawis sp. putative amyloid precursor protes mBNG, partic k] 100% Ze-91 %
Hiss musoubis amyloid beta (8d) precursor protein, mikL. b ] 5.1 1 100% Ze-0% f0% m
Mus musoulus osteoclast-lice call cONA, RIKEN full-length 336 k] ] 100% Ze-89 % E
Mizs enupcolus B6 FLOY ceBs cOMA, RIKEN fdl-length e 335 36 100% b 0%
Huss musoulus osteoclast-lkee call cONA, RIKEN full-length i36 F36 1004 Te-B9 0%
Hizs miusoulas osteoclast-lee cell cON&, RIEEM full-length b} 35 100% 2e-0% 0% m
Mz musoutus smiploid-bets precursor probean-Ske protein 335 336 1004 To-89 0%
Himse amyloid bets protein 658 (mBPPESS) professe mbll 336 336 100% Ze-89 %
Rattus norvegicys amybosd beta (44 ) procursar protein (AF 229 329 G, 38-87 0%
Hizs rrvsiuius oifeocla-lke coll cOMA, RIKEM full-langth 4 Jpd 100%: 1e-85 B9%
Musine mdbh fragment for &4 smigleed precursor protern x4 a4 L= 1Y 1e-0% %

4M 001336006.3 Moma sapisns smyloid bsts (Ad) precursor protein (AFF), 318 18 TE% B 100% E
Homo sapiens cOM& FLISO5IE complete ods, highly sirmilss 18 e Fiy EasBd 1 (v
Synttiptic condtryct Homs Lapiens done HAIB: 100067806, 2l 318 TI% Ep-Bd 100%

MM 20q413.1 Home gapiens amylond betes (AS] precurssr pretein JARF), 218 318 TZ% Ea-Bg 1007% [%

ERREESY v Moreen scanipng srnglold hebs {ESY nrprrone o N omENLE  wag 318 o £ 185
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Distribution of 109 Blast Hits on the Query Sequence @
|NM_III113513D Homo sapiens amyloid beta (A4) precursor protein (APP), . S=439 E=2.Ea-12i

Color key for alignment scores
5 80-200

Query

120 160
CluenyE &

=

et e

QueryZRIZXI LT, EZIMBEZOHEVICE Yy RBRRLNTZONPRFEREINTHVET, N—TERINTND
FATHRT —HARXR—=ZANDIZ 2 VIS L, Query E Tl v hOH - 2fBIICEARDIT R TWET, Al kiR
ENTWALLEHIZZa 7 TRAIESHTWET,

ZOBITIE, QueryDEFEIZE-S Ty T2 MR EOFITHATEY, BAFIEENDS FIZiZQueryD1-
170bplE ER BT o TND Y FUDBATND Z B0 F9,

FATICv U AL ERD &, EOTHFA MRy 7 220z FVICHT ML 237 e-valuelp ENRRS
nET,

F12 Vv s 358, 2O FUICHT DT T4 AL MER (BR) ~EBEBHLET,

Descriptions® K. J7 (blastn)

RIZ Descriptions” DFEIK T4, ZOEHHTIEe v F L7z R JIZOWT, ZOMERREXTRENTWE
?«O

Descriptions
Leqgend o1 inks 10 other iesouces m UNGEHEEGEDE Gene E Structure mMap s

Zenuences wmm: aienil jesnl alicmeenls:
(C] ik hsadars surl oo lishis)

Aecession T_ il g -m- l_ J__ﬂ_nym.l_ — value l.-!.!e!J_Em

B 0011361301 Homa sepoens amylaid Bets (Ad) precsor protein ':F-PF'I a3 435 100%: 3120 100%
ric i B § Synthetic sommbrast DNA, danp: pPIKBIEES, Hamme gapieni 4 :._'. 433 100%: Je-120 100%

2 Hofrs sagieni amylaid Bets (44) precurior protein (APP), 439 a3s 100% Je-120 wes  [TEIE
Homs sapaens amylaid Beta {Ad) precursor protein (peptd 439 439 100% Je-120 100%

ENBIAIZ, Accession®E s, =2 FUDOFH, 227 (Zoxr U EBWEDOEES L NEEMT e v R L
7”_ SRR KOAAT) | AFtAa7 (Fox> FY ERWEDEEY] ENEREFTcE v b LEBAE, T0oRAaT
AR . —F . (OB DbEESNCR LT, &y b ULEEENS ENZT B oN—95)) | E-value (= b
)kWPAbﬁﬁﬂb®t/bﬂﬁ%t LHFHIE, hEWVIFEEZOE v PABRHNZ EEERT, ) . —BE
(> FY ERIWEDEESINE v FLTWDMEEECO (R —8F) . Vo r7axzRLTWET,



A a7 RE-value, —ERR ELELNIZ~NFTEI VI TDHIET, TNETNROMETY —FTEDL LI -
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Enter organism comman name, binomial, or tax Id, Onby 20 top taxa will be shown, &8
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