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Home RecentResults Saved Strategies  Help

» NCEVBLAST/ blastn suite

Enter Query Sequence BLASTN programs search nucleotide databases using a nucleotide query. more... Reset page Bookmark
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &2
tgaatgaagacgatcgactcaaattcacagetccacaggatggaattcttcttaacaaagetcgacaatcgga From

To
Or, upload file (771 NLERR) BRRETWELA @
Job Title
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. Align two or more sequences &)

Choose Search Set R fe el l‘ :e I a NA
Database OHuman genomic + transcript OMouse genomic + transcript @ Others (ll et e r

¢ | Reference RNA sequences (refseq_rna) BN
o ~ seguence
Optional J Exclude .*

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown

@
Exclude {J Models (XM/XP)  Uncultured/environmental sample sequences ( re I S e q r n a )
Optional

Entrez Query
Optional

Enter an Entrez query o limit search &

Program Selection

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

Search database Reference RNA sequences (refseq_rna) using Megablast (Optimize for highly similar sequences)

] Show results in a new window

P Algorithm parameters Note: Parameter values that differ from the default are highlighted in yellow and marked with ¢ sign
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 C. elegans BLAT Search

BLAT Search Genome

C. elegans%z#EiR

embly: Query type: Sort output: Output type:
[ May 2008 (WS190/ce6) 3] [ BLAT's guess :] [ query,score :] [ hyperlink :]

Genome:

[ C. elegans

tgaatgaagacgatcgactcaaattcacagctccacaggatggaattcttcttaacaaagctcgacaattcgga

(submit) (l‘m feeling lucky) (clear)

Paste in a query sequence to find its location in the the genome. Multiple
sequences may be searched if separated by lines starting with >’ followed by
the sequence name.

File Upload: Rather than pasting a sequence, you can choose to upload a text
file containing the sequence.

Upload sequence: ( 77/ L£8R) BREATLE LA

Only DNA sequences of 25000 or fewer bases and protein or translated
sequence of 10000 or fewer letters will be processed. Up to 25 sequences can
be submitted at the same time. Thg:_ total limit for multiple sequence
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(%% ) ( Homo sapiens (human) %

symbol:VIM
Summary:
search term: hits: results:
symbol:VIM 1| NM_003380
[AND] 1 NM_003380
Results:

REECBHIDERT. EnsENENERENET.
Homo sapiens Mimentin (MIM), mRNA. (2151 bp)

Summary: This gene encodes a member of the intermediate filament family. Intermediate
filamentents, along with microtubules and actin microfilaments, make up the cytoskeleton. The
protein encoded by this gene is responsible for maintaining cell shape, integrity of the cytoplasm,
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