

    
      
          
            
  
Welcome to Read the Docs

This is an autogenerated index file.

Please create an index.rst or README.rst file with your own content
under the root (or /docs) directory in your repository.

If you want to use another markup, choose a different builder in your settings.
Check out our Getting Started Guide [https://docs.readthedocs.io/en/latest/getting_started.html] to become more
familiar with Read the Docs.
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NetView

NetView implements a simple machine learning approach (k-nearest neighbors) to derive population graphs that visualize fine-scale genetic structure infered from genome-wide distance measures. The current version is a re-write of the Python version of NetView that enhances the original code with a Click based command line interface in Python, plotting and a user interface in R and Shiny, and scalable pipelines and computation over k on distributed computing infrastructure through Nextflow.

NetView implements pipelines that compute population genomic statistics for eukaryotic organisms which can be visualized across the network structure. NetView also wraps a pipeline for visualization of whole genome data for prokayotic organisms, including quality control and variant calling from raw Illumina and Nanopore data. NetView is available through BioConda and a version for simple graph construction and plotting in Python is available through PyPI.

Documentation and tutorials at netview.readthedocs.com


Install



Python version:

pip install git+https://github.com/esteinig/netview





Python, R and Nextflow version (coming soon):

conda install -c conda-forge -c bioconda netview








Examples



Help: show command line interface arguments (CLI)

netview --help        # show sub-commands
netview run --help    # show help for sub-command





Test Data: download canine test data sets into directory test_data

netview get test_data





CLI: compute k-nearest-neighbor graphs (k = 1 - 20, step 1) from a 1 - Identity-by-state distance matrix generated in PLINK and produce a report on all graphs in the output directory; node colors are mapped to the first column of the PLINK ID file (c0) with palette BuGn.

netview run --dist test_data/test.mdist --knn --k 1:20:1 --out netview_test
netview plot -g netview_test -m test_data/test.mdist.id -c c0 -p BuGn -o netview.pdf





Color palettes available through Matplotlib [https://matplotlib.org/users/colormaps.html]:


  [image: PuBu]
  [image: YlGnBu] 
  [image: YlOrRd]

Community decay plot on Linux only:

netview plot -g netview_test -m test_data/test.mdist.id -c c1 -p BuGn --community -o netview.community.pdf 






  [image: Community Plot]
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