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Sage Bionetworks Curated Data Packet Description 
Introduction 

All datasets released through the Sage Bionetworks Repository have been 
aggregated into a simple, uniform format, making them more widely accessible than 
in their source files. These data have undergone a series of integrity checks to 
identify and correct common problems, but are otherwise preserved in the rawest 
form available (for more information, please access the Curation Guidelines through 
the Repository website, http://sagebase.org/commons/repository.php).  Herein we 
describe the directory structure and data files that define a “curated” data packet.  

At its core, a data packet consists of a set of files containing data that have 
been gathered during a scientific experiment or clinical trial conducted on a group 
of participants. In addition to data files, a packet contains metadata files including 
licenses, data dictionaries, readme files, citations and scientific publications. The 
files in a packet are organized in a controlled directory structure designed to convey 
information about each file’s contents and its relationship to constituent files. 

Directory Structure 
The directory structure for each data packet is determined by the content of the 

dataset.  A separate 
directory is created for 
each data layer (genotype, 
phenotype, etc).  Within 
each data layer, data is 
collected by source (e.g., 
microarray technology).  
All data files and data 
dictionaries for each 
source are presented 
together.  Supplementary 
files including the abstract, 
citation, readme, and 
terms of use are provided 
in the top level of the 
dictionary.  Information 
about the technologies 
used to collect the data 
and any notes from the 
curation team are located 
in the readme. An example 
of a simple directory 
structure from an actual 
data packet is included 
Figure 1. 
 

+-DAT_015__pomp_breast_cancer 

  +-release_01_2011-01-24 

    +-pomp_breast_cancer 

      +-readme.txt 

      +-sage_bionetworks_user_agreement.pdf 

      +-cc_license.txt 

      +-ap_license.txt 

      +-version.txt 

      +-individuals.txt 

      | 

      +-expression 

      | +-illumina 

      |   +-gene_expression_min_signal.txt 

      |   +-gene_expression_avg_signal.txt 

      |   +-gene_expression_max_signal.txt 

      |   +-gene_expression_narrays.txt 

      |   +-gene_expression_array_stdev.txt 

      |   +-gene_expression_bead_stdev.txt 

      |   +-gene_expression_detection.txt 

      |   +-reporter.txt 

      | 

      +-genotype 

      | +-marker.txt 

      | +-genotype_call.txt 

      | 

      +-phenotype 

      | +-phenotype.txt 

      | +-description.txt 

      |  

      +-cnv 

        +-nimblegen 

          +-cnv_PM_532nm.txt 

          +-cnv_PM_635nm.txt 

          +-probe.txt 

         

 

 

Figure 1: Directory listing for a representative data packet 
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Data Packet File Types 
Data Files 
Data files are tab-delimited text files, containing a rectangular data matrix, that use row 
and column headers to uniquely identify each cell in the matrix.  Data files are organized 
such that each column contains data for a single individual and each row contains a single 
type of data, whether it is a phenotype, genotype or expression value.  The intersecting cell 
shows the value of the data for the given individual. The first row and first column of a data 
file contains the column and row headers.  These are text string identifiers that uniquely 
identify each row and columns. Missing values are indicated by “NA”. 

Dictionary Files 
Dictionary files are tab-delimited text files listing the identifiers used in a data file and 
providing their meanings. There is a 1:1 relationship between the identifiers used in the 
data file and the identifiers listed in the dictionary file. There is dictionary file for each 
data-type in a data packet.  The data-type identifiers are unique for a given data-type but at 
this time we have no guaranty that they are unique across multiple data-files or across 
multiple data packets.   

In contrast, there is a single, study-wide “individuals” dictionary listing all 
participant identifiers used throughout the packet.   Each participant maps to exactly one 
identifier and the same participant identifiers are used in every data file in a given packet.  
For time-series study, the same participants will have multiple Participant-ID, one for each 
time point.  Individual identifiers must be unique for a given study or data packet.  
However they may not be unique across multiple data packets. 
 

Supplementary Files 
Additional information relevant to the data in a packet that are not contained in the 
dictionary files is included in supplementary files.  
These supplementary files include: 

 Abstract:  High level description of the study 
 Citations:  Selected scientific publications.   
 Readme files:  Description of the data packet content and notes from the curator 

regarding the data packet (optional). 
 Terms of Use:  We provide specific terms of use for each data packet that users must 

agree to prior to be allowed to download the data.  The Terms of Use document 
highlights specific conditions to data sharing from the Licenses and some 
expectation of conduct in handling the data. 

 Licenses:   
o Full text of the creative commons license (CCBY3.0) under which we share 

the data 
o Full text of the Apache license under which we share codes and scripts.  

 Acknowledgements:  Specific text to use in presentations and publications to 
recognize the contributions of data contributors. 

 Version file:  indicates the various versions of data release and changes to the data 
packet. 
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Data Layers 
A “data layer” refers to a specific type of data contained in a data packet. Examples of 
common layers are Gene Expression, Genotype and Phenotype data.). In data packets, 
controlled vocabulary is used to refer to a data layer type (Error! Reference source not 
found.1 and Error! Reference source not found.).   It is common for data layers to 
require multiple data values to fully specify the results for each individual. Each data value 
for a layer is contained in a separate data file, each of which is required to have the 
identical dimensions and contain the same row and column identifiers. There is no 
guarantee that the rows and columns for each file will be in the same order.  File 
descriptions for the most common data types are listed below and described in detail in 
Tables 1 and 2. Screenshots of data and dictionary files for an example data packet are 
provided in Figures 2-5. 

Genotype 
The genotype data layer contains SNP genotypes or sequencing results and should contain 
results summarized into genotype calls and/or raw signals from microarrays.  Genotype 
data is typically provided through a single data file, entitled, “genotype_call.txt” (Table 2). 

Gene Expression 
The gene expression data layer contains data for mRNA expression. Because expression 

Table 1: Description of the expression data layer. Data dictionaries for agilent and illumina data contain 
reporter_ids (reporter.txt files) and for Affymetrix data contain feature_ids (feature.txt file). 

Data layer Platform 
Required data 

values 
Data file name Data description 

expression 

agilent 

g_intensity expression_g_intensity.txt green intensity 

r_intensity expression_r_intensity.txt red intensity 

mlavg expression_mlavg.txt 
mean log average intensity 
between channels across a 

flour-reversed pair 

mlratio expression_mlratio.txt 
mean log expression ratio 

across a flour-reversed pair 

pvals expression_pvals.txt 
pvalue associated with 

mlratio ratio 

affymetrix 

pm expression_pm.txt perfect match intensity value 

mm expression_mm.txt mismatch intensity value 

sd expression_sd.txt standard deviation 

illumina 

detection expression_detection.txt detection 

avg_signal expression_avg_signal.txt average signal 

min_signal expression_min_signal.txt minimum signal 

max_signal expression_max_signal.txt maximum signal 

array_stdev expression_array_stdev.txt array standard deviation 

bead_stdev expression_bead_stdev.txt bead standard deviation 

narrays expression_narrays.txt number of arrays 
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data requires multiple data parameters to be fully described, this data layer will typically 
include multiple data files.  Descriptions of data files for the most common platforms are 
described in Table 1.  For example, expression data collected using an Affymetrix platform 
is fully described by providing a perfect match intensity value, mismatch intensity value 
and standard deviation intensity value for each feature.  This data would be provided in 
three text files, labeled, “expression_pm.txt, expression_mm.txt, and expression_sd.txt”.  
These files would be located in a folder entitled, “Affymetrix” within the “expression” layer 
of the directory structure. 

Phenotype 
The phenotype data layer contains all clinical traits and covariates in a single file entitled, 
“phenotype.txt”.  Sage Bionetworks requires that all data are stripped of potential 
identifiers per HIPAA rules prior to contribution to the Sage Bionetworks Repository. 
 
 
 
 
 
 

Table 1: Description of genotype, cnv, mirna and phenotype data layers.  Data dictionaries for genotype files are called 
“marker.txt”, for CNV data are called “probe.txt”, for miRNA data are called “reporter.txt”, and for phenotype data are 
called “description.txt”. 

Data layer Platform 
Required data 

values 
Data file name Data description 

genotype 

Affymetrix call genotype_call.txt genotype call 

perlegen call genotype_call.txt genotype call 

nimblegen call genotype_call.txt genotype call 

cnv 

agilent 

rawrat cnv_rawrat.txt raw ratio 

log2rat cnv_log2rat.txt log base 2 transformed ratio 

log2stddev cnv_log2stddev.txt 
standard deviation of the log base 2 

ratio 

nreplic cnv_nreplic.txt number of replicates 

bad_p cnv_bad_p.txt bat probe flag 

nimblegen 
PM_532nm cnv_PM_532nm.txt perfect match intensity at 532nm 

PM_635nm cnv_PM_635nm.txt perfect match intensity at 635nm 

mirna agilent 

gIsGeneDetected mirna_gIsGeneDetected.txt 
flag indicating whether the gene was 

detected 

gTotalGeneSignal mirna_gTotalGeneSignal.txt total gene signal 

gMeanSignal mirna_gMeanSignal.txt mean signal 

gMedianSignal mirna_gMedianSignal.txt median signal 

gIsSaturated mirna_gIsSaturated.txt 
flag indicating where reporter was 

saturated 

phenotype other NA phenotype.txt clinical phenotypes and covariates 
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Figure 2: Screen shot of a phenotype dictionary file 
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Figure 3: Screen shot of a CNV data file 
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Figure 4: Screen shot of an individuals dictionary 
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Figure 5: Screen shot of a phenotype data file 

 


