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Supplemental figures
Figure S1.- A practical BLUEPRINT Data Analysis Portal usage case with FPR1 gene. Related to STARMethods.
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Figure S2.- A wiew of results displayed by BDAP for FPR1 gene. Related to STAR Methods.
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Figure S3.- A practical BLUEPRINT Data Analysis Portal usage case with IRF8 gene. Related to STAR Methods.



Figure S4.- A wiew of results displayed by BDAP for IRF8 gene. Related to STAR Methods.
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Supplemental figure legends

Figure S1.- A practical BLUEPRINT Data Analysis Portal usage case with FPR1 gene.
Related to STAR Methods.

A. Step one. Introduce the FPR1 gene symbol in the search-box and select 500 bp for
flanking window.
B.  Step two.  Select  those cell  types of  interest  based on the  cell  ontology hierarchy:
neutrophilic myelocyte; neutrophilic metamyelocyte; band form neutrophil; 
segmented neutrophil of bone marrow; and mature neutrophil (shaded in red).
C.  Step three.  Select  the  available  experiments  of  interests  (ticked in  green)  and the
healthy or disease filtering.

See also Figure 1.

Figure S2.- A wiew of results displayed by BDAP for FPR1 gene. Related to STAR
Methods.

A. Gene expression boxplots. (Top left)
B. Heatmap with pairwise t-test comparisons for FPR1. (Top right)
C. Histone H3K27ac spline+ribbon-based scatter plots. (Middle left)
D. Histone H3K36me3 spline+ribbon-based scatter plots. (Middle right)
E. Histone H3K4me3 spline+ribbon-based scatter plots. (Bottom center)

The graphical representation of the genes in the bottom of the spline+ribbon-based scatter
plots are based on the principal splicing isoform described 
in APPRIS (Rodriguez et al, 2013).

See also Figure 1.

Figure S3.- A practical BLUEPRINT Data Analysis Portal usage case with IRF8 gene.
Related to STAR Methods.

A. Step one. Introduce the IRF8 gene symbol in the search-box and select 500 bp for
flanking window.
B.  Step two.  Select  those cell  types of  interest  based on the  cell  ontology hierarchy:
neutrophilic myelocyte, the classical monocyte and the macrophages (shaded in red).
C.  Step three.  Select  the  available  experiments  of  interests  (ticked in  green)  and the
healthy or disease filtering.

See also Figure 1.

Figure S4.- A wiew of results displayed by BDAP for IRF8 gene. Related to STAR
Methods.

A. Transcripts expression boxplot. (Top left)
B. Gene Expression boxplot. (Middle left)
C. Histone H3K9me3 spline+ribbon-based scatter plots. (Middle right)
D. Histone H3K27ac spline+ribbon-based scatter plots. (Bottom left)
E. Histone H3K27me3 spline+ribbon-based scatter plots. (Bottom right)

The graphical representation of the genes in the bottom of the spline+ribbon-based scatter



plots are based on the principal splicing isoform described 
in APPRIS (Rodriguez et al, 2013).

See also Figure 1.

Supplemental table legends

Table  S1.  Table  with  comparison  between  epigenomic  resources  for  large
epigenome data access (In Table_S1.xls)


