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Combined Block Diagrams

PRAF SR

Non-overlapping sites with a p-value better than 0.0001.
The height of the motif "block” is proportional to -log(p-value), truncated at the height for 3 motif with 3 p-value of 1e-10.
Click an any row to highlight sequence in all motifs, The motif blocks have tool tips with more information.
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TargetP 1.1 Server - prediction results

CBS

Technical University of Denmark

#3#d targetp wl.1 prediction results FFFFdFdFdddddddddaddddddddddddddid

Humber of guery sequences:

T

Cleavage site predictions not included.
Uzaing PLANT networks.
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Confidently predicted domains, repeats, motifs and features:

Mame Start & End E-value
B3 129 231 7.29e-22
low complexity 233 249 48500
Signature Domain ? help Back to Top
0 160 200 300 400 300
|lllllllll|lllllllllllllllllll|lllllllll|lllllllll|lllll
B3
Auxin_resp
No. | Domain | Score | E-value | Start End | HMM Start HMM End
1 B3 80.2 2.2e-25 129 230 1 a5
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Confidently predicted domains, repeats, motifs and features:

Mame otart 4 End E-value
B3 110 212 1.32e-19
Signature Domain ? help Back to Top
ll] I:uava IEHH |3HH |4HH
| —————t—t+—F+— 1 —————+—+—+— | ——+———+—1—+— 1 —————+—t+—t+— 1 ——+—
B3
Auxin_resp
| No. | Domain | Score _ E-value | Start | End | HMM Start | HMM End

1 B3 763 |37 110 (210 |1 %4
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Annotation

No sequence annotation |:
available for this local

Amino acid properties

[]Similarity
- idophai
[]Negative
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[]Aliphatic
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[]Big
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