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Choose program to use and database to search:

Program Database for each id or species
Anemarrhena Bunge, Root - aa_r C

Enter sequence below in FASTA format

Or load it from disk
Setsubsequence:From [ | To[ ]

The query sequence is filtered for low complexity regions by default
Fiter 4 Low complexity [J Mask for lookup table only

Expect[10 ™|  Matrix [ Perform ungapped alignment

Query Genetic Codes (blastx only) |Standard (1) v
Database Genetic Codes (tblast(nx] only) | Standard (1) v

Frame shift penalty for blastx | No OOF v
[ ] pioments

Other advanced options:
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