
Figure S9

Figure S9. Additional Th17 core TRN models. “Core” Th17 genes and TFs were selected from the
literature for visual comparison with jp_gene_viz software. Network size was limited to an average of
15 TFs per gene. Source of network and TFA method is denoted for each network. “+” denote
moderate prior reinforcement with bias = .5. The edges in Inferelator TRNs are colored according to
partial correlation (red positive, blue negative) and weighted relative to edge stability. Solid edges
had support in the prior, while dotted edges were learned from gene expression modeling alone.
Nodes are colored according to z-scored gene expression at 48h in Th17 relative to the other T
Helper cell time points (red/blue = increased/decreased expression).
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In [ ]:

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_noTFA_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_noTFA_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_noTFA_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_maxComb_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_maxComb_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_maxComb_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_noTFA_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_noTFA_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_noTFA_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/KC1p5_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/KC1p5_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/KC1p5_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 
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/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv 

Out[20]: '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv'

# where script also searches the current directory
# directory = "/Users/emiraldi/erm/Shared/DCproject/1702_DC_lineageNets_binder"
    

# # netPath = "DC_genesets_FC1_FDR10/DCs_max4_body_bp10000/DCnets_loc/DCnets_loc_pFC1_FDR10_rawp0001_hyg0001"
# netPath = "DCs_ATAC_1701_cut4_2f_body_bp10000_pFDR10_FC1_gFDR10_FC1/DCs_pFDR10_FC1_gFDR10_FC1_rawp00001_hyg001"

# # The starting conditions for each of the networks, a list of tuples.  Tuple entries are:
# # 0. network file name (column format) (as found in directory)
# # 1. column of the expression matrix that you want the nodes to be colored by
# # 2. network title, to which we'll add the gene and peak cutoffs
# # 3. subselect the list of relevant genes -- NOT USED for this code and can be left out
# networkInits = [('CD103p_sp.tsv','GF_SI_CD11b-CD103+_1','CD103+CD11b- DCs',1),
#   ('CD11bmCD103m_sp.tsv','GF_SI_CD11b-CD103-_1','CD11b-CD103- DCs',1),
#   ('CD11bpCD103p_sp.tsv','GF_SI_CD11b+CD103+_1','CD11b+CD103+ DCs',1),
#   ('CD11bp_sp.tsv','GF_SI_CD11b+CD103-_1','CD11b+CD103- DCs',1),
#   ('Macrophage_sp.tsv','GF_SI_Macrophage_1','Macrophage',1),
#   ('Monocyte_sp.tsv','GF_SI_Monocyte_1','Monocyte',1)]

# expressionFile = "DC_RNAseq_2f_lengthNormCounts.txt"

# tfFocus = 0 # If 1, automatically applies the "trim" function, so we can focus on TFs
#     # If 0, does not!

# threshhold = .2 # Set to .6 if you want to remove TFs that aren't differentially expressed

# clim = 1.5 # absolute value color threshhold on edge color

# compare Th17 ATAC-seq networks to gold standard networks multiple network comparison tool
directory = "/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks"

# directory = "/Users/emiraldi/erm/Documents/Manuscripts/Th17methods_manuscript/Th17_TRN_notebooks"
netPath = 'Networks_pre180331'

# The starting conditions for each of the networks, a list of tuples.  Tuple entries are:
# 0. network file name (column format) (as found in directory)
# 1. column of the expression matrix that you want the nodes to be colored by
# 2. network title, to which we'll add the gene and peak cutoffs
# 3. cut off for edge strength
sampleConditionOfInt = 'Th17(48h)'

# sampleConditionOfInt = 'Th17_wt_48h_SL1858'
# Th17_KC_sigGenes_net.tsv
# -rw-r--r--  1 emiraldi  staff    10K Apr 30 12:43 sATAC_inf_net_sigGenes.tsv
# -rw-r--r--  1 emiraldi  staff   9.3K Apr 30 12:44 TsAqA_Inf_sigGenes.tsv
networkInits = [

    ('ATAC_Th17_bias50_sp.tsv',sampleConditionOfInt,'sA(Th17), TFA', 0),

    ('ATAC_Th17_bias50_noTFA_sp.tsv',sampleConditionOfInt,'sA(Th17), TF mRNA', 0),

    ('ATAC_Th17_bias50_maxComb_sp.tsv',sampleConditionOfInt,'sA(Th17), Max', 0),

    ('ENCODE_bias50_sp.tsv',sampleConditionOfInt,'ENCODE, TFA',0),

    ('ENCODE_bias50_noTFA_sp.tsv',sampleConditionOfInt,'ENCODE, TF mRNA',0),

    ('KC1p5_sp.tsv',sampleConditionOfInt,'KO-ChIP G.S. (No Infererence)',0),

    ('ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv',sampleConditionOfInt,'KO+ChIP+ATAC "Final" TRN',0),

    ('ATAC_Th17_bias100_noTFA_sp.tsv',sampleConditionOfInt,'No Prior',0)]

#     ('ChIP_A17_KOall_ATh_bias10_noTFA_sp.tsv',sampleConditionOfInt,'ChIP/sA(Th17)+KO+sA(Th) (b=10), TF mRNA',.4),
#     ('ChIP_A17_KOall_ATh_bias10_sp.tsv',sampleConditionOfInt,'ChIP/sA(Th17)+KO+sA(Th) (b=10), TFA',.4),
#     ('Th17_48h_cut4_sA_p5_huA_bias50_sp.tsv',sampleConditionOfInt,'sA(Th17), TFA', .6)]
#     ('Networks1711/Th17_48h_cut4_sA_p5_huA_bias50_noTFA_sp.tsv','sA(Th17), TF mRNA',.75),
#     ('Networks1711/Th17_48h_cut4_sA_p5_huA_bias50_sp.tsv','sA(Th17), TFA',.75),
#     ('Networks1711/iTh_1503_cut4_sA_p5_huA_bias50_noTFA_sp.tsv','sA(Th), TF mRNA',.75),
#     ('Networks1711/iTh_1503_cut4_sA_p5_huA_bias50_sp.tsv','sA(Th), TFA',.75)]
# goldStandards=[("Networks1711/KC1_sp.tsv",'Th17 KO-ChIP G.S. (9 TFs)',1)]

# expressionFile = 'th17_timecourse_unsorted.txt'
expressionFile = 'Th0_Th17_48hTh.txt'

# 'Th17_TARGpap17v0FC0p58FDR10_REGSexp80nPapFC0p58FDR25_ivTh_targGenes.txt'
geneListFile = "Th17coreGenes.txt"

# 'Th17_unBiasedCore.txt'
# "allTfList.txt"
# 'Th17_unBiasedCore.txt'
# Th17coreGenes.txt

tfFocus = 0 # If 1, automatically applies the "trim" function, so we can focus on TFs
    # If 0, does not!
# threshhold = .2 # Set to .6 if you want to remove TFs that aren't differentially expressed
clim = 1.5 # absolute value color threshhold on edge color

# %%html
# <style>
# div.output_subarea {
#     overflow-x: visible;
# }
# </style>

# Uncomment to run without install (in binder, for example)
import sys
if ".." not in sys.path:
    sys.path.append("..")

from jp_gene_viz import dNetwork
dNetwork.load_javascript_support()

from jp_gene_viz import multiple_network
from jp_gene_viz import LExpression
LExpression.load_javascript_support()

networkList = list()  # this list contains heatmap-linked network objects

for networkInit in networkInits:
    networkFile = networkInit[0]

    curr = LExpression.LinkedExpressionNetwork()   

    print directory + '/' + netPath + '/' + networkFile
#     try:
    curr.load_network(directory + '/' + netPath + '/' + networkFile)    
#     except AssertionError:
#         directory = "."
#         curr.load_network(directory + '/' + netPath + '/' + networkFile)        
    networkList.append(curr) 

    

# visualize the networks -- HARD CODED for 5 networks:
# M = multiple_network.MultipleNetworks(
#     [[networkList[0]], [networkList[1]], [networkList[2]]])
# #     [networkList[2], networkList[3]]
# M.svg_width = 500
# M.show()  
M = multiple_network.MultipleNetworks(

    [[networkList[0], networkList[1]],

    [networkList[2], networkList[3]],

    [networkList[4], networkList[5]],

    [networkList[6], networkList[7]]])

#     ],
#     [networkList[8], networkList[9]]])
#     [networkList[10], networkList[11]],
#     [networkList[12], networkList[13]],
#     [networkList[14], networkList[15]],
#     [networkList[16], networkList[17]]])
M.svg_width = 500

M.show()  

# Set network preferences
count = 0

for curr in networkList:
    networkInit = networkInits[count]

    # get title information + curr column for shading of figures
    currCol = networkInit[1]

    titleBase = networkInit[2]

    titleInf = titleBase #+ ' (gCut: ' + geneCutoff.replace('_',' ') + ', pCut: ' + peakCutoff.replace('_',' ')
    threshhold = networkInit[3]

    

    # set threshold
    curr.network.threshhold_slider.value = threshhold

    curr.network.apply_click(None)

#     if tfFocus:
#         # focus on TF core    
#         curr.network.tf_only_click(None)
#         curr.network.layout_click(None)  
        

    # set title
    curr.network.title_html.value = titleInf

    # add labels
    curr.network.labels_button.value=False

    print #you can turn labels back on
    curr.network.draw_click(None)

    # Limit genes to target genes of interest and their putative regulators
    geneIn = open(directory + '/' + geneListFile,'r')    
    geneList = list()

    for gene in geneIn:
        geneList.append(gene.strip('\n'))

    geneIn.close()

    curr.network.pattern_text.value = " ".join(geneList)

    curr.network.match_click(None)

# don't use
#     curr.targeted_click(None)
#     curr.network.gene_button = " ".join(geneList)
#     curr.network.gene_click(None)

    # Load heatmap
    curr.load_heatmap(directory + '/' + expressionFile)
    # color nodes according to a sample column in the gene expression matrix
    curr.gene_click(None)       

    curr.expression.transform_dropdown.value = 'Z score'

    curr.expression.apply_transform()

    curr.expression.col = currCol    

    curr.condition_click(None)

    

        #     # Attach the motif collection populated above:
        #     N.motif_collection = C
        #     net_with_motifs
    

    # !!!!! for some reason this doesn't work, tried curr.display... w/o curr.network.display...
    # Part 2: a hacky way to set min and max on the heatmap and heatmap-colored nodes
#     curr.network.display_graph.get_edge_color_interpolator()
#     curr.network.display_graph._edge_color_interpolator.minclr = minclr
#     curr.network.display_graph._edge_color_interpolator.maxclr = maxclr
#     curr.network.display_graph._edge_color_interpolator.breakpoints = \
#         [(minvalue, minclr),
#          (0, zeroclr),
#          (maxvalue, maxclr)]
#     curr.network.draw_click(None)
    count += 1

print directory + '/' + netPath + '/' + networkFile

directory + '/' + netPath + '/' + networkFile
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In [ ]:

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_noTFA_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_noTFA_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_noTFA_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_maxComb_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_maxComb_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias50_maxComb_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_noTFA_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_noTFA_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ENCODE_bias50_noTFA_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/KC1p5_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/KC1p5_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/KC1p5_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 

/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv 

('Reading network', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv') 

('Loading saved layout', '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv.layout.json') 

Omitting edges, using canvas, and fast layout default because the network is large 
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/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv 

Out[20]: '/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks/Networks_pre180331/ATAC_Th17_bias100_noTFA_sp.tsv'

# where script also searches the current directory
# directory = "/Users/emiraldi/erm/Shared/DCproject/1702_DC_lineageNets_binder"
    

# # netPath = "DC_genesets_FC1_FDR10/DCs_max4_body_bp10000/DCnets_loc/DCnets_loc_pFC1_FDR10_rawp0001_hyg0001"
# netPath = "DCs_ATAC_1701_cut4_2f_body_bp10000_pFDR10_FC1_gFDR10_FC1/DCs_pFDR10_FC1_gFDR10_FC1_rawp00001_hyg001"

# # The starting conditions for each of the networks, a list of tuples.  Tuple entries are:
# # 0. network file name (column format) (as found in directory)
# # 1. column of the expression matrix that you want the nodes to be colored by
# # 2. network title, to which we'll add the gene and peak cutoffs
# # 3. subselect the list of relevant genes -- NOT USED for this code and can be left out
# networkInits = [('CD103p_sp.tsv','GF_SI_CD11b-CD103+_1','CD103+CD11b- DCs',1),
#   ('CD11bmCD103m_sp.tsv','GF_SI_CD11b-CD103-_1','CD11b-CD103- DCs',1),
#   ('CD11bpCD103p_sp.tsv','GF_SI_CD11b+CD103+_1','CD11b+CD103+ DCs',1),
#   ('CD11bp_sp.tsv','GF_SI_CD11b+CD103-_1','CD11b+CD103- DCs',1),
#   ('Macrophage_sp.tsv','GF_SI_Macrophage_1','Macrophage',1),
#   ('Monocyte_sp.tsv','GF_SI_Monocyte_1','Monocyte',1)]

# expressionFile = "DC_RNAseq_2f_lengthNormCounts.txt"

# tfFocus = 0 # If 1, automatically applies the "trim" function, so we can focus on TFs
#     # If 0, does not!

# threshhold = .2 # Set to .6 if you want to remove TFs that aren't differentially expressed

# clim = 1.5 # absolute value color threshhold on edge color

# compare Th17 ATAC-seq networks to gold standard networks multiple network comparison tool
directory = "/Users/emiraldi/erm/Shared/Maria-Emily/1803_Th17networks"

# directory = "/Users/emiraldi/erm/Documents/Manuscripts/Th17methods_manuscript/Th17_TRN_notebooks"
netPath = 'Networks_pre180331'

# The starting conditions for each of the networks, a list of tuples.  Tuple entries are:
# 0. network file name (column format) (as found in directory)
# 1. column of the expression matrix that you want the nodes to be colored by
# 2. network title, to which we'll add the gene and peak cutoffs
# 3. cut off for edge strength
sampleConditionOfInt = 'Th17(48h)'

# sampleConditionOfInt = 'Th17_wt_48h_SL1858'
# Th17_KC_sigGenes_net.tsv
# -rw-r--r--  1 emiraldi  staff    10K Apr 30 12:43 sATAC_inf_net_sigGenes.tsv
# -rw-r--r--  1 emiraldi  staff   9.3K Apr 30 12:44 TsAqA_Inf_sigGenes.tsv
networkInits = [

    ('ATAC_Th17_bias50_sp.tsv',sampleConditionOfInt,'sA(Th17), TFA', 0),

    ('ATAC_Th17_bias50_noTFA_sp.tsv',sampleConditionOfInt,'sA(Th17), TF mRNA', 0),

    ('ATAC_Th17_bias50_maxComb_sp.tsv',sampleConditionOfInt,'sA(Th17), Max', 0),

    ('ENCODE_bias50_sp.tsv',sampleConditionOfInt,'ENCODE, TFA',0),

    ('ENCODE_bias50_noTFA_sp.tsv',sampleConditionOfInt,'ENCODE, TF mRNA',0),

    ('KC1p5_sp.tsv',sampleConditionOfInt,'KO-ChIP G.S. (No Infererence)',0),

    ('ChIP_A17_KOall_ATh_bias50_maxComb_sp.tsv',sampleConditionOfInt,'KO+ChIP+ATAC "Final" TRN',0),

    ('ATAC_Th17_bias100_noTFA_sp.tsv',sampleConditionOfInt,'No Prior',0)]

#     ('ChIP_A17_KOall_ATh_bias10_noTFA_sp.tsv',sampleConditionOfInt,'ChIP/sA(Th17)+KO+sA(Th) (b=10), TF mRNA',.4),
#     ('ChIP_A17_KOall_ATh_bias10_sp.tsv',sampleConditionOfInt,'ChIP/sA(Th17)+KO+sA(Th) (b=10), TFA',.4),
#     ('Th17_48h_cut4_sA_p5_huA_bias50_sp.tsv',sampleConditionOfInt,'sA(Th17), TFA', .6)]
#     ('Networks1711/Th17_48h_cut4_sA_p5_huA_bias50_noTFA_sp.tsv','sA(Th17), TF mRNA',.75),
#     ('Networks1711/Th17_48h_cut4_sA_p5_huA_bias50_sp.tsv','sA(Th17), TFA',.75),
#     ('Networks1711/iTh_1503_cut4_sA_p5_huA_bias50_noTFA_sp.tsv','sA(Th), TF mRNA',.75),
#     ('Networks1711/iTh_1503_cut4_sA_p5_huA_bias50_sp.tsv','sA(Th), TFA',.75)]
# goldStandards=[("Networks1711/KC1_sp.tsv",'Th17 KO-ChIP G.S. (9 TFs)',1)]

# expressionFile = 'th17_timecourse_unsorted.txt'
expressionFile = 'Th0_Th17_48hTh.txt'

# 'Th17_TARGpap17v0FC0p58FDR10_REGSexp80nPapFC0p58FDR25_ivTh_targGenes.txt'
geneListFile = "Th17coreGenes.txt"

# 'Th17_unBiasedCore.txt'
# "allTfList.txt"
# 'Th17_unBiasedCore.txt'
# Th17coreGenes.txt

tfFocus = 0 # If 1, automatically applies the "trim" function, so we can focus on TFs
    # If 0, does not!
# threshhold = .2 # Set to .6 if you want to remove TFs that aren't differentially expressed
clim = 1.5 # absolute value color threshhold on edge color

# %%html
# <style>
# div.output_subarea {
#     overflow-x: visible;
# }
# </style>

# Uncomment to run without install (in binder, for example)
import sys
if ".." not in sys.path:
    sys.path.append("..")

from jp_gene_viz import dNetwork
dNetwork.load_javascript_support()

from jp_gene_viz import multiple_network
from jp_gene_viz import LExpression
LExpression.load_javascript_support()

networkList = list()  # this list contains heatmap-linked network objects

for networkInit in networkInits:
    networkFile = networkInit[0]

    curr = LExpression.LinkedExpressionNetwork()   

    print directory + '/' + netPath + '/' + networkFile
#     try:
    curr.load_network(directory + '/' + netPath + '/' + networkFile)    
#     except AssertionError:
#         directory = "."
#         curr.load_network(directory + '/' + netPath + '/' + networkFile)        
    networkList.append(curr) 

    

# visualize the networks -- HARD CODED for 5 networks:
# M = multiple_network.MultipleNetworks(
#     [[networkList[0]], [networkList[1]], [networkList[2]]])
# #     [networkList[2], networkList[3]]
# M.svg_width = 500
# M.show()  
M = multiple_network.MultipleNetworks(

    [[networkList[0], networkList[1]],

    [networkList[2], networkList[3]],

    [networkList[4], networkList[5]],

    [networkList[6], networkList[7]]])

#     ],
#     [networkList[8], networkList[9]]])
#     [networkList[10], networkList[11]],
#     [networkList[12], networkList[13]],
#     [networkList[14], networkList[15]],
#     [networkList[16], networkList[17]]])
M.svg_width = 500

M.show()  

# Set network preferences
count = 0

for curr in networkList:
    networkInit = networkInits[count]

    # get title information + curr column for shading of figures
    currCol = networkInit[1]

    titleBase = networkInit[2]

    titleInf = titleBase #+ ' (gCut: ' + geneCutoff.replace('_',' ') + ', pCut: ' + peakCutoff.replace('_',' ')
    threshhold = networkInit[3]

    

    # set threshold
    curr.network.threshhold_slider.value = threshhold

    curr.network.apply_click(None)

#     if tfFocus:
#         # focus on TF core    
#         curr.network.tf_only_click(None)
#         curr.network.layout_click(None)  
        

    # set title
    curr.network.title_html.value = titleInf

    # add labels
    curr.network.labels_button.value=False

    print #you can turn labels back on
    curr.network.draw_click(None)

    # Limit genes to target genes of interest and their putative regulators
    geneIn = open(directory + '/' + geneListFile,'r')    
    geneList = list()

    for gene in geneIn:
        geneList.append(gene.strip('\n'))

    geneIn.close()

    curr.network.pattern_text.value = " ".join(geneList)

    curr.network.match_click(None)

# don't use
#     curr.targeted_click(None)
#     curr.network.gene_button = " ".join(geneList)
#     curr.network.gene_click(None)

    # Load heatmap
    curr.load_heatmap(directory + '/' + expressionFile)
    # color nodes according to a sample column in the gene expression matrix
    curr.gene_click(None)       

    curr.expression.transform_dropdown.value = 'Z score'

    curr.expression.apply_transform()

    curr.expression.col = currCol    

    curr.condition_click(None)

    

        #     # Attach the motif collection populated above:
        #     N.motif_collection = C
        #     net_with_motifs
    

    # !!!!! for some reason this doesn't work, tried curr.display... w/o curr.network.display...
    # Part 2: a hacky way to set min and max on the heatmap and heatmap-colored nodes
#     curr.network.display_graph.get_edge_color_interpolator()
#     curr.network.display_graph._edge_color_interpolator.minclr = minclr
#     curr.network.display_graph._edge_color_interpolator.maxclr = maxclr
#     curr.network.display_graph._edge_color_interpolator.breakpoints = \
#         [(minvalue, minclr),
#          (0, zeroclr),
#          (maxvalue, maxclr)]
#     curr.network.draw_click(None)
    count += 1

print directory + '/' + netPath + '/' + networkFile

directory + '/' + netPath + '/' + networkFile
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