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Example #2. ���
Using Nsmc to compare variants between Genomic Position files.���



Step 1. ���
���

Download  and uncompress the Genomic Position example files:���
���

Pile Line



Step 2. ���
Load uncompressed Genomic Position files:���
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- Case1.variants.pileup���
- Control1. variants.pileup ���
- Case2.variants.pileup���
- Control2.variants.pileup���
���

Find the!
loaded!
files in the PileLine !
Data Repository!



Step 3. ���
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a)  Click on nsmc button in the upper toolbar. ���
      This will display the nsmc parameters menu.���



Step 4. ���
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a)  To report variants in all Cases vs all Controls select the parameters indicated below.���

Path for output file!

Array for A files.!
(Cases 1 and 2)!

Array for B files.!
(Controls 1 and 2)!

Annotation file (optional)!



Step 5. ���
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Check results output in the Data Repository!!���
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For further info see PileLineGUI Documentation at:���
���
���

http://sing.ei.uvigo.es/pileline/pilelineguihelp/���


