Searching Sequence Against Sequence Database

The Phmmer search tool searches for query sequence matches in sequence database, much as BLASTP or FASTA would do.
The Phmmer search works essentially like the HMM3 search does, except you provide a query sequence instead of a query profile HMM.
The database sequence must be selected in the Project View or there must be an active Sequence View window opened.

Select the query sequence in the Phmmer search dialog:
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You can set options of the Phmmer search by choosing the needed dialog tab. Here you can see the e-value calibration options:

rm Phmmer Search Mw
| Input and output | Reporting tresholds Scoring system Acceleration | E-value calibration | Other
Length of sequences for M3V Gumbel mu fit 200 =
Mumber of sequences for MSY Gumbel mu fit 200 =
Length of sequences for Viterbi Gumbel mu fit 200 =
Mumber of sequences for Viterbi Gumbel mu fit 200 =
Length of sequences for Forward exp tail mu fit 100 =
Mumber of sequences for Forward exp tail mu fit 200 =
Tail mass for Forward exponential tail mu fit 0.04%
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The results are stored as sequence annotations in the Genbank file format.
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- @ Annotations [MyDacurment_3.0b] *
=B signal (0, 546)
- W signal 9781..9856
- W signal 10471.. 105449
- W signal 13660, 13717
- W signal 36707, 36752
- W signal 37397, 37475
= W signal 40586, 406473
- BCouracy per residue 3.02474e-01
- Bias 1.38025e-02
- Conditional e-value 1.34634e-01
- Envelope of damain location 40579, , 40645
- HMM region an4g,,.858
- Independent e-value 1.34634e-01
- QIEryY SEqUEnCE fibroneckin_1.2_1
- SCare -3.513604
= 3 signal A3633, 63703
- BCouracy per residue F.36235e-01
- Bias 4.17314e-03

@ The Phmmer search works only with single-sequence databases.



http://ugene.unipro.ru/documentation/manual/plugins/hmm3.html#phmmer
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