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pip install sphinx

cd docs

make html
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    """
    Function to run MACS2 for peak calling on aligned sequence files and
    normalised against a provided background set of alignments.

    Parameters
    ----------
    name : str
        Name to be used to identify the files
    bam_file : str
        Location of the aligned FASTQ files as a bam file
    bai_file : str
        Location of the bam index file
    narrowpeak : str
        Location of the output narrowpeak file
    summits_bed : str
        Location of the output summits bed file
    broadpeak : str
        Location of the output broadpeak file
    gappedpeak : str
        Location of the output gappedpeak file

    Returns
    -------
    narrowPeak : file
        BED6+4 file - ideal for transcription factor binding site
        identification
    summitPeak : file
        BED4+1 file - Contains the peak summit locations for everypeak
    broadPeak : file
        BED6+3 file - ideal for histone binding site identification
    gappedPeak : file
        BED12+3 file - Contains a merged set of the broad and narrow peak
        files

    Definitions defined for each of these files have come from the MACS2
    documentation described in the docs at https://github.com/taoliu/MACS
    """



docs/

     _static/

          style.css

     _templates/

          layout.html      

     conf.py

     index.rst

     install.rst

     license.rst

     Makefile

     pipelines.rst

     requirements.txt

     tool.rst
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Tools
=====

.. automodule:: mg_process_macs2.tool

   MACS2
   -----
   .. autoclass:: mg_process_macs2.tool.macs2.Macs2
  :members:
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pip install -e .

pip install -r requirements.txt



from setuptools import setup, find_packages

setup(
name='mg_process_macs2',
packages=find_packages(),
include_package_data=True,
install_requires=[

        'pytest', 'pylint', 'pysam', 'macs2', 'ConfigParser'
],
setup_requires=[

        'pytest-runner',
],
tests_require=[

        'pytest',
],

)



git+https://github.com/Multiscale-Genomics/mg-tool-api.git

git+https://github.com/Multiscale-Genomics/mg-common.git
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@pytest.mark.chipseq
def test_macs2():
    """
    Function to test MACS2
    """

    resource_path = os.path.join(os.path.dirname(__file__), "data/")

    input_files = {
        "bam": resource_path + "macs2.Human.DRR000150.22_aln_filtered.bam"
    }

    out_1 = resource_path + "macs2.Human.DRR000150.22_peaks.narrowPeak",
    out_2 = resource_path + "macs2.Human.DRR000150.22_peaks.summits.bed",
    out_3 = resource_path + "macs2.Human.DRR000150.22_peaks.broadPeak",
    out_4 = resource_path + "macs2.Human.DRR000150.22_peaks.gappedPeak"

    output_files = {
        "narrow_peak": out_1, "summits": out_2, "broad_peak": out_3,
        "gapped_peak": out_4
    }

    metadata = {
        "bam": Metadata(
            "data_chipseq", "fastq", [], None, {'assembly': 'test'}),
    }

    macs_handle = Macs2({"macs_nomodel_param": True})
    macs_handle.run(input_files, metadata, output_files)

    assert os.path.isfile(out_1 is True
    assert os.path.getsize(out_1 > 0
    assert os.path.isfile(out_2) is True
    assert os.path.getsize(out_2) > 0



[pytest]

testpaths = mg_process_macs2/tests

norecursedirs = data tmp* env docs *.egg_info

pytest



$ pytest

============================ test session starts 
============================ 

platform linux2 -- Python 2.7.12, pytest-3.7.0, py-1.5.4, pluggy-0.7.1

rootdir: /.../mg-process-macs2, inifile: pytest.ini

plugins: mock-1.10.0

collected 2 items                                                                                  
 

mg_process_macs2/tests/test_macs2.py .                                                             
[ 50%]

mg_process_macs2/tests/test_pipeline_macs2.py .                                                    
[100%]

========================== 2 passed in 0.59 seconds 
=========================



This project has received funding from the European Union’s Horizon 2020 research and innovation programme under grant agreement 
No 676556.



•

•
•
•



•

•
•
•



•

•

•

•
•
•
•
















