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EIYBrowse.tracks package



Submodules




		EIYBrowse.tracks.base module


		EIYBrowse.tracks.genes module


		EIYBrowse.tracks.genomic_signal module


		EIYBrowse.tracks.interactions module


		EIYBrowse.tracks.interval module


		EIYBrowse.tracks.location module


		EIYBrowse.tracks.scale_bar module










Module contents
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EIYBrowse.importers.Windows module



		
EIYBrowse.importers.Windows.add_windows_to_db(db_path, windows_path)


		






		
EIYBrowse.importers.Windows.get_window_indexes(windows)


		






		
EIYBrowse.importers.Windows.read_bed_windows(path)
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EIYBrowse.exceptions module


Defines a set of exceptions that can be raised by other
EIYBrowse modules.



		
exception EIYBrowse.exceptions.ImproperlyConfigured


		Bases: exceptions.Exception


Exception to be raised when encountering configuration errors









		
exception EIYBrowse.exceptions.InvalidChromError


		Bases: exceptions.Exception


Exception to be raised if interactions are requested
from a non-existing chromosome.









		
exception EIYBrowse.exceptions.NoFilesError


		Bases: exceptions.Exception


Exception to be raised if no files could be found









		
exception EIYBrowse.exceptions.TooManyFilesError


		Bases: exceptions.Exception


Exception to be raised if more than one file was found
for a single chromosome.
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EIYBrowse.utils module


This module holds utility functions that can be called
by other components but don’t have their own place.



		
EIYBrowse.utils.format_genomic_distance(distance, precision=1)


		Turn an integer genomic distance into a pretty string.






		Parameters:		
		distance (int) – Genomic distance in basepairs.


		precision (int) – Number of significant figures to display
after the decimal point.























          

      

      

    


    
        © Copyright 2014, Rob Beagrie.
      Created using Sphinx 1.3.5.
    

  

EIYBrowse.importers.Interactions.html


    
      Navigation


      
        		
          index


        		
          modules |


        		EIYBrowse 0.0.1 documentation »

 
      


    


    
      
          
            
  
EIYBrowse.importers.Interactions module



		
class EIYBrowse.importers.Interactions.HiCLoader(*args, **kwargs)


		Bases: EIYBrowse.importers.Interactions.MatrixLoader



		
get_data(matrix_path)


		












		
class EIYBrowse.importers.Interactions.HiCWindows(db_con)


		Bases: object



		
add_windows(data)


		












		
class EIYBrowse.importers.Interactions.MatrixLoader(matrix_paths, db_path, chrom_regex='chr[0-9X]{1, 2}', **kwargs)


		Bases: object



		
add_matrices_to_db()


		






		
add_matrix_to_db(matrix_path)


		






		
get_chrom_string(matrix_path)


		












		
class EIYBrowse.importers.Interactions.NpzLoader(*args, **kwargs)


		Bases: EIYBrowse.importers.Interactions.MatrixLoader



		
get_data(matrix_path)


		












		
EIYBrowse.importers.Interactions.chunker(n, iterable)
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EIYBrowse.importers package



Submodules




		EIYBrowse.importers.Interactions module


		EIYBrowse.importers.Windows module










Module contents
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EIYBrowse.tracks.interval module


The interval module provides a track for displaying discrete
genomic features, or intervals, such as those you might find in
a bed file.


Whilst the UCSC browser treats genes as a specialized case of
intervals, we have a separate track for genes:
EIYBrowse.tracks.genes.



		
class EIYBrowse.tracks.interval.GenomicIntervalTrack(datafile, labels=None, glyphs=None, name=None, name_rotate=False)


		Bases: EIYBrowse.tracks.base.FileTrack


Track for displaying a discrete signal
(e.g. a bed file of binding peaks) accross a genomic region


To create a new genomic interval track:






		Parameters:		
		datafile – Datafile object which will handles access to the
genomic intervals across a specific region.


		labels (dict or None) – If specified, a dictionary of additional arguments
to pass to matplotlib.pyplot.text()


		glyphs (dict or None) – If specified, a dictionary of additional arguments
to pass to matplotlib.axes.AxesSubplot.hlines()


		name (str) – Optional name label


		name_rotate (bool) – Whether to rotate the name label 90 degrees














		
get_config(region, browser)


		Calculate how many rows of height need to be requested.






		Parameters:		
		region (pybedtools.Interval) – Genomic region to plot


		browser (Browser) – Browser object calling get_config function
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EIYBrowse.filetypes package



Submodules




		EIYBrowse.filetypes.gffutils_db module


		EIYBrowse.filetypes.interactions_db module


		EIYBrowse.filetypes.my5c_folder module










Module contents


This module provides some helper functions for opening
the correct file handler given a string representation
of the file type to open.


Available filetypes are found through setuptools
automatic plugin discovery feature [https://pythonhosted.org/setuptools/setuptools.html#dynamic-discovery-of-services-and-plugins].


EIYBrowse defines available filetype plugins under the
EIYBrowse.filetypes entry point. This module also adds gffutils FeatureDB
class, and the file classes defined by the metaseq package, if they are
available.


To define a new filetype which can be used by EIYBrowse, any package
just needs to define it in the entry_points section of the
package’s setup.py. For example:


setup(
    name = "EIYBrowse_ChIA_PET_plugin",
    packages=['chiapet_plugin'],
    entry_points = {'EIYBrowse.filetypes': [
                        'chia_pet = chiapet_plugin.plugin_module:ChiaPETPluginClass',
                    ]
                   },
)







		
EIYBrowse.filetypes.get_file_opener(file_type)


		






		
EIYBrowse.filetypes.open_file(file_path, file_type)
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EIYBrowse.filetypes.my5c_folder module


The my5c_folder module contains classes for working with individual
my5c output files, one per chromosome, arranged in folders. Each
file divides the chromosome into a number of bins, and the interaction
between all pairs of bins is represented as a tab-delimited matrix.


These folders of files can be used as input to the
InteractionsTrack class.



		
class EIYBrowse.filetypes.my5c_folder.My5CFolder(folder_path, file_class=<class 'EIYBrowse.filetypes.my5c_folder.My5cFile'>)


		Bases: object


The My5CFolder class provides an interface to a folder of my5c files.


the interactions() method is called with a
pybedtools.Interval object, and the chrom attribute is used to
identify the my5c file in the folder containing the relevant
interactions. The My5cFile object corresponding to that
chromosome is created and the pybedtools.Interval is passed
to it’s My5cFile.interactions() method.


Create a new My5CFolder object.






		Parameters:		
		folder_path (str) – Path to the folder containing the my5c
files.


		file_class (class) – Class to use for opening the returned file.














		
find_chrom_file(chrom)


		Find the path to the my5c file containing the data for the given
chromosome.






		Parameters:		chrom (str) – Name of the chromosome to find.






		Returns:		Path to the located my5cfile.






		Raises:		
		TooManyFilesError – If more than one file is found matching
the given chromosome name.


		NoFilesError – If no file is found matching the given
chromosome name.




















		
get_my5c_file(chrom)


		Return the filetype object holding the data for the given chromosome.


We first call find_chrom_file() to determine the path to the
data file, then pass this path to whichever class is defined by
the file_class attribute (which defaults to My5cFile).






		Parameters:		chrom (str) – Chromosome to find data for.



		Returns:		Object of the class specified by the file_class attribute.














		
interactions(region)


		Return the interactions inside the specified region.


First use the chrom attribute of the region to get a file object
representing all the interactions for that chromosome. Then
call the object’s get_interactions method to obtain a numpy
array of the interactions within the specified region.






		Parameters:		region (pybedtools.Interval) – Genomic region to convert to an index



		Returns:		numpy array containing the interaction data,
and a pybedtools.Interval object giving the genomic
co-ordinates of the returned array.




















		
class EIYBrowse.filetypes.my5c_folder.My5cFile(file_path)


		Bases: object


The My5cFile class handles extraction of interactions from
an individual my5c file.


The data is stored in the interactions attribute as a 2d numpy array,
and must therefore be accessed by the index of the array cell. For
example, if the data is at 50kb resolution, the region from 500kb to
550kb corresponds to the 11th cell, which has the index of 10. To
obtain the interaction between an object at 530kb and one at 590kb,
you could therefore directly call my5cfile.interactions[10,11].


Of course we want to obtain the interactions between different
regions specified in genomic co-ordinates (i.e. base pairs). Most of
the logic in this class is related to this conversion.


To obtain the set of interactions for a region in genomic co-ordinates
the get_interactions() method is called with a
pybedtools.Interval object. index_from_interval() is
called to convert the interval into the correct index for the
internal numpy array, and the corresponding cells of the array are
returned.


Create a new My5cFile object. Stores the interactions data
as a numpy array in the interactions attribute, and stores the
genomic location for each bin in the windows attribute.






		Parameters:		file_path (str) – Path to the my5c file containing interaction
data.








		
get_interactions(region)


		Get the interactions within a given genomic region.






		Parameters:		region (pybedtools.Interval) – Genomic region to convert to an index



		Returns:		numpy array containing the interaction data,
and a pybedtools.Interval object giving the genomic
co-ordinates of the returned array.














		
index_from_interval(region)


		Convert a pybedtools.Interval object into a start
and stop index for the internal numpy array.


We select all the bins overlapping the region from the windows
DataFrame by searching for bins whose stop
co-ordinate is larger than the start co-ordinate of the interval
and whose start co-ordinate is less than the stop co-ordinate
of the interval. We then return the index of the first covered
window, and the last covered window + 1 (as slicing the numpy
array will return up to but not including the last index).






		Parameters:		region (pybedtools.Interval) – Genomic region to convert to an index



		Returns:		Start and stop array indices as integers.














		
indices_to_interval(start, stop)


		Return the genomic co-ordinates of the interactions returned.


Since this class will return a numpy array of interactions, the
start and stop co-ordinates of the array may not exactly
match with the region requested (for example, if interactions are
required for the region from 34kb to 456kb from a matrix with 10kb
resolution, the returned results will span from 30kb to 460kb.


In order to adjust the size of the returned array to match the
boundaries of the plotting window, the
InteractionsTrack must
be given the exact start and stop of the region returned from the
array. This method finds these values for a given pair of indices.






		Parameters:		
		start (int) – Starting index of the interaction array.


		stop (int) – Ending index of the interaction array.









		Returns:		Genomic region spanned by the given slice of the internal










numpy array.















		
EIYBrowse.filetypes.my5c_folder.format_window(window)


		Given a my5c style location specifier, return the
name of the chromosome and the genomic start and stop.






		Parameters:		window (str) – Genomic location in my5c format, e.g.
HiC|mm9|chr7:7000000-7999999



		Returns:		chromosome name, start position in bp, stop position
in bp.














		
EIYBrowse.filetypes.my5c_folder.format_windows(windows)


		Given an iterator of my5c style location specifiers,
return a pandas.multiindex with the chromosome name,
genomic start and genomic stop positions as the levels.
:param list windows: List (or other iterator) of my5c style



location specifiers.







		Returns:		pandas.multiindex
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EIYBrowse.tracks.genes module


The genes module defines a track for plotting the position of genes



		
class EIYBrowse.tracks.genes.GeneRows


		Bases: object


Class for assigning genes to vertical rows without overlapping.


Create a new GeneRows object



		
add_gene(gene, start, stop)


		Add a gene to the internal store.


Calls the get_gene_row() method to return the row we should
add the gene to such that it doesn’t overlap with any already
added genes. Then adds the gene to the returned row and updates
the ‘stop’ key to reflect the new rightmost position in the row.






		Parameters:		
		gene (pybedtools.Interval) – Gene object to be plotted


		start (float) – Start position of the gene in axis co-ordinates


		stop (float) – Stop position of the gene in axis co-ordinates




















		
get_gene_row(start)


		Go through all of the existing rows and return the first row where
the start position of the new gene would not overlap the stop position
of any existing genes in that row.


If no existing row is found, make a new empty row and return that.






		Parameters:		start (float) – Start position of the gene in axis co-ordinates




















		
class EIYBrowse.tracks.genes.GeneTrack(datafile, color='#377eb8', name=None, name_rotate=False, **kwargs)


		Bases: EIYBrowse.tracks.base.FileTrack


Track for displaying the position of genes and their introns/exons.


The genes track needs to have enough vertical space to display all
of the genes over the requested region. Therefore, the list of genes
and their positions must be retrieved before the figure axes are
set up. The track therefore makes use of the get_config()
method, which is always called before the plot is initiated.


Once the list of genes is retrieved, we need to decide how to arrange
them without them overlapping. The most difficult part of this
is ensuring that the name labels don’t overlap.


To create a new gene track:






		Parameters:		
		datafile – Object providing access to the names and locations
of genes. At the moment only
GffutilsDb objects are
supported.


		color (str) – Color specifier for the gene icons


		name (str) – Optional name label


		name_rotate (bool) – Whether to rotate the name label 90 degrees














		
get_config(region, browser)


		Calculate the number of vertial rows needed in the axis that will
be assigned to this track.


Genes are retrieved from the backend by calling the
EIYBrowse.filetypes.gffutils_db.GffutilsDb.get_genes() method of
the backend. The private _get_gene_extents() method then iterates
over the found genes and returns the start/stop of the gene when
plotted (including the name label). Each gene is added to
self.gene_rows, which is a GeneRows object that assigns each
gene to a vertical row, making sure that none of them overlap.


Once all the rows are added, we return the total number of rows needed
to arrange the genes without overlaps by calling total_rows().






		Parameters:		
		region (pybedtools.Interval) – Genomic interval to
plot genes over.


		browser (Browser) – Parent browser
object that will create the new plotting axis.




















		
plot_exon(plot_ax, exon, row_index=0)


		Plot the exon to the plotting axes.


First we get the extent of the exon in axis co-ordinates.


We then determine the vertial position of the exon . First the vertial
span of each row is calculated by dividing the extent of the whole
axis (which is always 1) by the total number of rows. The top of
the current exon is then given by the top position of the current row
(row_index) minus one fifth of the row span, and the bottom
is given by the row_index minus three fifths of the row span.






		Parameters:		
		plot_ax (matplotlib.axes.AxesSubplot) – Axes to plot the gene name label on


		exon (pybedtools.Interval) – Exon object to be plotted


		row_index (float) – Vertical position of the row which the gene
is to be plotted to.




















		
plot_gene_body(plot_ax, gene, row_index=0)


		Plot the body of the gene to the plotting axes.


First we get the extent of the gene in axis co-ordinates.


We then determine the vertial position of the gene . First the vertial
span of each row is calculated by dividing the extent of the whole
axis (which is always 1) by the total number of rows. The position of
the current gene is then given by the top position of the current row
(given by row_index) minus two fifths of the row span.






		Parameters:		
		plot_ax (matplotlib.axes.AxesSubplot) – Axes to plot the gene name label on


		gene (pybedtools.Interval) – Gene object to be plotted


		row_index (float) – Vertical position of the row which the gene
is to be plotted to.




















		
plot_gene_dict(plot_ax, gene_dict, row_index=0, plot_exons=True)


		Plot the gene dictionary to the plotting axes.


The ‘gene’ key of gene_dict should contain a
pybedtools.Interval representing the entire gene, which is
passed to plot_gene_body().


The ‘exons’ key should contain a list of pybedtools.Interval
objects representing each individual exon of the gene’s longest
isoform, which are passed to plot_exon() if plot_exons is True.


Finally, the name label of the gene is plotted by plot_name().






		Parameters:		
		plot_ax (matplotlib.axes.AxesSubplot) – Axes to plot the gene name label on


		gene_dict (dict) – Dictionary containing the details of the gene
to be plotted


		row_index (float) – Vertical position of the row on which the gene
is to be plotted


		plot_exons (bool) – Whether to plot the exons




















		
plot_name(plot_ax, start, name, row_index=0)


		Plot the name label of the gene.






		Parameters:		
		plot_ax (matplotlib.axes.AxesSubplot) – Axes to plot the gene name label on


		start (float) – Start position of the gene in axis co-ordinates


		name (str) – Name of the gene to be plotted


		row_index (float) – Vertical position of the row which the gene
is to be plotted to.




















		
total_rows()


		The number of rows needed to plot the current set of genes.


If there is no current set of genes, just return 1 (as we can’t
take up 0 vertical space).















		
EIYBrowse.tracks.genes.get_start_stop_on_axes(axes, interval)


		Given a set of axes and a genomic interval, return
the start and stop of the interval in axes co-ordinates






		Parameters:		
		plot_ax (matplotlib.axes.AxesSubplot) – Axes to plot the gene name label on


		interval (pybedtools.Interval) – Genomic interval for which to determine the extent
in axis co-ordinates









		Returns:		interval start and stop in axes co-ordinates (pair of floats)
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EIYBrowse.tracks.interactions module


The tracks.interactions module contains a panel for displaying heatmaps
of interactions data. This is best for dense interaction data, where many
loci are measured against many loci e.g. 5C or Hi-C data.



		
class EIYBrowse.tracks.interactions.SquareInteractionsTrack(datafile, name=None, name_rotate=False, **imshow_kwargs)


		Bases: EIYBrowse.tracks.base.FileTrack


Track for displaying 3D interactions data
(e.g. Hi-C) across a genomic region as a square matrix


Create a new interactions track






		Parameters:		
		datafile – Object providing access to the interactions data


		normalizer (matplotlib.colors.Normalize) – Normalizer to scale the matrix data between 0 and 1


		cmap (matplotlib.colors.Colormap) – Colormap to convert matrix values into colors


		imshow_kwargs – Optional keyword arguments to be passed to
matplotlib.pylab.imshow()


		name (str) – Optional name label


		name_rotate (bool) – Whether to rotate the name label 90 degrees














		
classmethod from_config_dict(cmap=None, norm=None, **kwargs)


		Before calling parent’s
from_config_dict() method,
check whether cmap or norm parameters are dictionaries. If they
are, handle them separately to create the appropriate objects to pass
(eventually) to imshow.






		Parameters:		
		cmap (dict) – Dictionary of options which will be expanded and
passed to colormap_from_config() to create an object
of type Colormap


		norm (dict) – Dictionary of options which will be expanded and
passed to normalizer_from_config() to create an object
of type Normalize




















		
get_config(region, browser)


		Calculate how many rows of height need to be requested.
Since we will return a square matrix, we need to be the same height
as our width.






		Parameters:		
		region (pybedtools.Interval) – Genomic region to plot


		browser (Browser) – Browser object calling get_config function


























		
class EIYBrowse.tracks.interactions.TriangularInteractionsTrack(datafile, name=None, name_rotate=False, flip=False, **imshow_kwargs)


		Bases: EIYBrowse.tracks.interactions.SquareInteractionsTrack


Track for displaying 3D interactions data
(e.g. Hi-C) across a genomic region as a triangular matrix -
i.e. by rotating the matrix by 45 degrees and moving the diagonal of the
matrix to the x-axis.


Create a new interactions track






		Parameters:		
		datafile – Object providing access to the interactions data


		normalizer (matplotlib.colors.Normalize) – Normalizer to scale the matrix data between 0 and 1


		cmap (matplotlib.colors.Colormap) – Colormap to convert matrix values into colors


		imshow_kwargs – Optional keyword arguments to be passed to
matplotlib.pylab.imshow()


		name (str) – Optional name label


		name_rotate (bool) – Whether to rotate the name label 90 degrees


		flip (bool) – Whether the matrix should extend downwards from the x
axis (default is upwards from the axis).














		
get_config(region, browser)


		Calculate how many rows of height need to be requested.
Since we will return a triangular matrix, we need to be half as high
as our width.






		Parameters:		
		region (pybedtools.Interval) – Genomic region to plot


		browser (Browser) – Browser object calling get_config function


























		
EIYBrowse.tracks.interactions.colormap_from_config(name='jet', over_color=None, under_color=None, nan_color=None)


		Unpack properties of the colormap which can be set in the config file.


Essentially get a ColorMap object from it’s
string name and manually set the over, under and bad colors if specified.






		Parameters:		
		name (str) – Name of the colormap to use


		over_color (str) – Color to use when the matrix value is higher than
the maximum allowed value (given by the vmax attribute of norm)


		under_color (str) – Color to use when the matrix value is lower than
the minumum allowed value (given by the vmin attribute of norm)


		nan_color (str) – Color to use when the matrix value is not a number




















		
EIYBrowse.tracks.interactions.get_quantile_scaled_normalizer(norm_class=<Mock name='mock.colors.Normalize' id='140077311512400'>, quantile=5)


		Given a subclass of Normalize, return a new class which sets vmin and
vmax by the quantiles of the given array, rather than the minimum or
maximum. The quantiles are symmetric, so the lower quantile qmin is equal
to quantile or 100. - quantile, whichever is smaller.


In other words, the quantile can be specified as either 5. or 95. with the
same result.






		Parameters:		
		norm_class (class) – Subclass of Normalize to
inherit from


		quantile (float) – Either the upper or lower quantile (clipping is
done symmetrically, so either can be specified.




















		
EIYBrowse.tracks.interactions.normalizer_from_config(method='linear', quantile_scaled=None, **norm_args)


		Unpack properties of the color normalizer which can be set in the config
file.


Essentially get a Normalize object from it’s
string name and convert it to a quantile normalizer using the
get_quantile_scaled_normalizer() class factory if requested.






		Parameters:		
		method (str) – Name of the normalizer to use. Can be any of ‘linear’,
‘log’, ‘symmetric_log’, ‘boundary’ or (in matplotlib versions >= 1.4)
‘power_law’


		quantile_scaled (float or None) – If Norm, scale the matrix to the min/max of the
data, or by the constants vmin/vmax if specified in norm_args. If
a number from 0 to 100, scale the matrix by the xth and 100-xth
quantile of the data (e.g. if 5. is given, scale by the 5th and 95th
quantiles)


		norm_args (dict) – Any additional parameters to pass to pass to the
Normalize constructor




















		
EIYBrowse.tracks.interactions.rotate_heatmap(data, flip=False)


		Rotate a symmetrical matrix 45 degrees and move diagonal to the x-axis


After this transformation, the heatmap will appear as a triangle, with
genomic location on the x-axis only.


These heatmaps can be easier to line up with other genomic data
(e.g. gene positions or ChIP-seq peaks).






		Parameters:		
		data (array) – Input array heatmap


		flip (bool) – Whether the triangle should point downwards from the
axis (default is upwards).
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EIYBrowse.tracks.location module


The location module contains the LocationTrack class,
which defines a track for showing an axis with genomic
position in basepair co-ordinates.



		
class EIYBrowse.tracks.location.LocationTrack(color='#000000', fontsize=10, name_rotate=False)


		Bases: EIYBrowse.tracks.base.Track


Track for displaying location in genomic co-ordinates.



		
get_config(region, browser)


		






		
plot(region, plot_ax, label_ax=None)


		Public method that sets the name of the track to the chromosome
and calls the parent classes plot method (which in turn calls
the private _plot function
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EIYBrowse.core module
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EIYBrowse.configuration module
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EIYBrowse.tracks.scale_bar module



		
class EIYBrowse.tracks.scale_bar.ScaleBarTrack(color='#000000', fontsize=10, name=None, name_rotate=False)


		Bases: EIYBrowse.tracks.base.Track


Track for displaying a scale bar



		
get_config(region, browser)


		






		
get_scale_bar_limits(region)


		






		
get_scale_bar_size(region_size)
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EIYBrowse package
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EIYBrowse.filetypes.gffutils_db module
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EIYBrowse.tracks.genomic_signal module



		
class EIYBrowse.tracks.genomic_signal.GenomicSignalTrack(datafile, bins=800, height=4, color='#377eb8', negative_color=None, ymin=None, ymax=None, name=None, name_rotate=False)


		Bases: EIYBrowse.tracks.base.FileTrack


Track for displaying a continuous signal accross a genomic region



		
get_config(region, browser)
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EIYBrowse.tracks.base module


The tracks.base module defines abstract base classes, which
should be subclassed to create new tracks.


The Track class should be chosen as a base class if
the track does not rely on any external data (e.g. if you want
to plot a scale bar.


The FileTrack class should be chosen as a base class
if the track does rely on some external data file.



		
class EIYBrowse.tracks.base.FileTrack(datafile, name=None, name_rotate=False)


		Bases: EIYBrowse.tracks.base.Track


Base class for browser tracks that need external data


Create a new track object with an attached datafile.


Essentially this class does the same work as Track except that
it first uses open_file() to create a
new file object and then attaches that object to self.datafile.






		Parameters:		
		datafile – A datafile object which handles extracting
the data to plot for any given genomic region.


		name (str) – Optional name label for the track


		name_rotate (bool) – Whether the name label should be
rotated 90 degrees














		
classmethod from_config_dict(file_path, file_type, **kwargs)


		Instead of instantiating a new track object with an open
datafile object, instead pass the path to the datafile and
the file_type string specifiying the class which handles that
file format. Open the datafile and instantiate the class with
the newly created datafile object.






		Parameters:		
		file_path (str) – Path to the datafile location


		file_type (str) – String specifying the format of the datafile.
The mapping between format specifiers and classes is defined by
the EIYBrowse.filetypes entry point (see setuptools documentation
or EIYBrowse.filetypes for more information.)


























		
class EIYBrowse.tracks.base.Track(name=None, name_rotate=False)


		Bases: object


Base class for all browser tracks


Create a new track object.






		Parameters:		
		name (str) – Optional name label for the track


		name_rotate (bool) – Whether the name label should be
rotated 90 degrees














		
classmethod from_config_dict(**kwargs)


		Intantiating a track object from the config file may require
instantiating some other objects first (namely datafiles).


For some tracks, we don’t need to do this, so we simpy return
an object of type cls with the arguments in kwargs.


Any subclass that needs some logic to be executed before
it can be instatiated should put that logic here.









		
get_config(region, browser)


		Any subclass that needs to do setup before the axes
are created should place that code here.









		
plot(region, plot_ax, label_ax=None)


		Public method called when we need to plot the track to an
axis. Sets up the axes, plots the name label if specified, and
passes the rest of the work to the _plot() method.






		Parameters:		
		region (pybedtools.Interval) – Genomic region to plot.


		plot_ax (matplotlib.axes.AxesSubplot) – Axis for plotting the data


		label_ax (matplotlib.axes.AxesSubplot) – Axis for plotting the name label
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EIYBrowse.filetypes.interactions_db module



		
class EIYBrowse.filetypes.interactions_db.InteractionsDbFile(interactions_db)


		Bases: object


Track for displaying a continuous signal across a genomic region



		
bins_from_region(region)


		






		
get_bin_from_location(chrom, location)


		






		
get_data_from_bins(chrom, start, stop)


		






		
get_location_from_bin(chrom, i)


		






		
interactions(region)


		






		
region_from_bins(chrom, start_bin, stop_bin)
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