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Analysis Steps



Collected Metadata: Type of Content

Data Acquisition Metadata

Data Analysis Metadata

Sample Related Metadata

Data Mining Metadata

Storage Metadata (Backup/Cold Storage)

Experiment Metadata



Experiment Metadata

- motivation: why the dataset has been collected?
- people responsible (name, contact info, worked done)
- institutions (a different institution can be associated to different 

experimental steps)
- information regarding experimental design

Example:



Sample Related Metadata

Donor related info (examples):
- age
- sex
- genotype
- disease phenotype
- --------------------------

Tissue related info (examples):
- anatomical informations
- time of collection
- storage
- shipping condition
- travelling time
- --------------------



Data Acquisition Metadata

Pre-imaging (example):
- sample cutting
- protocol sample preparation

txt file vs. forked version of protocol.io template  
(ex. osmFISH)

- ------------------------------
Imaging (example):

- logs acquired from the automated fluidic system
- logs from the microscope during acquisition
- image specific information
- ----------------------------------

https://www.protocols.io/view/osmfish-psednbe


Data Mining Metadata

Image Processing Steps 
(example):

Specific FOV Processing 
Parameters (example):



Data Analysis Metadata

Same approach for the image processing metadata: code + parameters
Example:

- cell type clustering methods and parameters
- spatial clustering methods and parameters
- ---------------------------------------------

Storage Metadata (Backup/Cold Storage)

Maybe not relevant for this discussion but important for us because we have a ‘working’ 
copy of the data and a cold storage copy for backup



- Sort the metadata in searchable vs non-searchable and where to 
store them

- standard for file format for the different type of metadata (ex. 
yaml/json/csv we are currently using .yaml)

- how to integrate analysis code or processing environment (docker 
images ex. https://hub.docker.com/r/simonecodeluppi/pysmfish_img, github 
repository hosted where?)

 

Discussion Points

https://hub.docker.com/r/simonecodeluppi/pysmfish_img

