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CAGGATAAICCAGCTTGCAIGCCTGCAGGTCGACTCTAGAGG
ATCCCAAGCAGTGGTAICAACGCAGAGTACAGGGGAGITICC
GITTICTITIGAAGAAGACAAGAIGGCGGCGATATTICAAALG
GCGGTTGGIAGCCATTTTGGITITAGGITIAGCTGICAACGTA
CGAGTGGAAGCCTCTCAGGAGGTGAIGAAGAAAATGAGCGC
AACGITITIT......
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Distribution of Vector Matches on the Query Sequence

1 286 573 860 1147

Match to Vector: . Strong . Moderate Weak

Segment of suspect origin:

Segments matching vector:
Strong match: 10-62
Moderate match: 63-72

Suspect origin: 1-9




% 5153 #7-F] FIDNAs tar 344 $R ORF

ATGGCGGCGATATTCAAATGGCGGTTG
GTAGC %T TTIGGTTTTGGGTTTAGCTG
TCAACGTACGAGTGAAAGCCTCTCAGG
AGGTGATGAAGAAAA...GCCTAG
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SignalP-4 1 prediction (euk networks): Sequence
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[ myWorkspace ] [ Settings ] [ logout |

Usreersitit Basal
Tha Canber lar Motscular it Sciences

@@ SWISS-MODEL Workspace

Modelling Tools Repository Documentation

Workunit: PO00002 - Overview

168
Print/Save this page as %]
Model Summary Q
Model information: (Quaternary structure [details]s
Modelled residue range: 26 to 167 ) information:
Based on template: [TgwwA]s (99.9 A) Template {1qwv): MONOMER
Sequence ldentity [%6]: 43.66 Model built: SINGLE CHAIM
Evalue: 0.00e-1
Ligand information: [details]w
Quality information: [details]= Ligands in the template: none.
_ N QOMEAMN Z-Score: 577 | Ligands in the model: none.

Warning: Low QMEAN Z-scores! Only membrane
proteins or models of poor quality are expected to
reach such low scores.

logs: [Templates]s [Alignment]s [Modeling]«
display model: as [pdb]» - as [DeepView project]a - in [AstexViewer]s
download model: as [pdb]& - as [Deepview project]s - as [text]s
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