1.) Go to http://blast.ncbi.nlm.nih.gov/Blast.cgi and choose one of the “Basic BLAST” search options:
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2.) Select “Blast 2 sequences” option and “Enter Subject Sequence” section appears:
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3.) Enter query and subject sequences and select “BLAST”:

/= Nucleotide BLAST: Search nucleotide databases using a nucleotide query - Windows Internet Explorer

— o) x|
6;1 - |g, http:,ifblast‘ncb\‘nlm‘nlh.govfﬁlast‘cgl?PAGE=NucIeot|des&PROGRAM=b\astn&MEGABLAST:on&BLAST_PROGR.Ej | x IleeSearch P
Ele Edit View Favorites Tools Help
= o »
ﬁ ke @Nuclsutids ELAST: Search nucleotide databases using | | @ -8 - @ = |=_J{Eage - {CF Tooks -
ETAGATIT To] =]
ATTTTTCAGTTCCRARAGARAGATGAATACATITTGTTARARARALADALARRAL hd
Or, upload file [ — | @
Job Title I

Enter a descriptive title for your BLAST search @)
¥ Blast 2 sequences

Enter Subject Sequence

Enter accession number, gi, or FASTA sequence @

Clear Subject subrange &
TBGCTCCCGEGACTTTECGCTCCCTACCTETEGAGCGCGAGCEACAGTGECGECGGARGGACET <] Frml

LGGCTCCGCCCCGGCT
Tnl

TIGEGGCTTICCCCCGCECCECCGAGGECCCETCCCGCGEECGCCTCCICCCGEACIGECGRETRE
GGCATCCCNGGGECGCE

GCCCCBCCCCCEEECTTCABCCCCECCCCCECEECTTCABAGCCACGEECECCCGCCCCE j
Or, upload file Eisimm | (%))

Program Selection
Brpilae e & Highly similar sequences (megablast)
" More dissimilar sequences (discontiguous megablast)
 Somewhat similar sequences (blastn)
Choose a BLAST algorithm @)

‘ Search nucleotide sequence using Megablast {Optimize for highly similar sequences)
[
™ show results in a new window

p Algorithm parameters

4 |>|LI
[

T [ [@nternet SR

4.) View standard BLAST report. “Dot Matrix view” is available if there was only one subject sequence:

| 18860846 | ref|NM_130799.1 | Homo sapiens - Windows Internet Explorer

o |
6;.' - I@, http:/{hlast.nchi.nlm.nib,govjBlast, cgi

j 2| X IL\veSaarth

Ele Edit Yew Favorites Tools Help

T8 G NCET Blast:gi| 18860846 | refINM_L30799, 1] Homo sapi... | |

ﬁ-ﬁ v@vlﬁangev@Tgo\sv

Other reports: bSearch Summary [Taxonomy reports]
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Sequences producing significant alignments:
(Click headers to sort columns)
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