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% Primer Premier %
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Direct Select: t 1
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Rating

SeqMNo | Length

Sense 3

Anti-sense | 3§
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Product 0
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Dimer False
Priming|
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Anti-sense | Found |
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‘ 1058 sense primers found.
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4 |9 (1221 |1 433 (368 | [
4 |91 (1298 |18 379 |23 | [
45 |91 (1488 |19 513 (368 | [
46 |91 (1641 |19 435 (4214 | [
a9 |91 |17 |19 41 (36| [
4 |90 (7 19 24 (24| [
49 |90 (139 |19 544 (474 | [
50 |0 (119 |19 445 (368 | [
6 |90 (295 |19 5.9 (526 | [
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Sequence length : 656

SoPpHn
SDlpha helix (Hh) : 191 is= 29.12%
3,5 helix (G i= 0.00%
PFi helix (Ii) i= 0.00%
Beta bridge (Blb) i= 0.00%
Extended strand (Ee) i= 19.51%
Beta turn (Tt) S5.03%
Bend region { ] i= 0.00%
Random coil { ] i= 46 .349%
ki gou=s =tate=s (7)) is= 0.00%
Cther states i= 0.00%
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Start:27
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Information

Length 636 aa

Source database UniProt

Identifiers 096529_MELIC, 096528
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swiss-modeli#{T[EIREIEE
# A\ swiss model workspace, 3238
fR#EAutomated Mode[E]iEiEiE% 2

[ myWorkspace | [ login ]

3B,

Al

LY

Workunit: P000003 Ache protein model - Overview

656
Print/Save this page as T
Model Summary Q
Model information: Quaternary structure information: [details]
Modelled residue range: 43 to 603 ) Template (3i6m). DIMER
Based on template: [3ibmA]x (2.26 A) Model built: SINGLE CHAIN
Sequence |dentity [%]: 41.95
Evalue: 0.00e-1 Ligand information: [details]»
Ligands in the template: G3X: 1, NAG: 1.

Quality information: [details] Ligands in the model: none.

GQMEAN Z-Score: -3.78 |
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Color---SecondaryStructureSuccession
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The end,thank you!
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