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Road map

● A view of the task
● mongolite package to resolve queries
● TxRegInfra package to organize interfaces



Organizing TFs, TFBS, tissue-specific eQTL results 
(SNP:gene associations declared in GTEx v6)
 

this is fairly primitive!  
want to know more about 
edges, variant 
characteristics, etc.

how to scratch the 
surface even to this 
extent is not clear/shared 
… or … neo4j?  
graphQL?

limited to
chr17 38e6-38.1e6



Some guiding principles
● Objective is to smooth the path from large genomic reference resources or 

experimental results to exploratory and confirmatory analysis activities -- 
leading to a new resource or interface

● Principle 1: record provenance and bind it to the resource
● Principle 2: minimize modification to original resource 
● Principle 3: consider how the X[G, S] idiom can be supported

○ G refers to 'features', S refers to 'samples'
○ The underlying structure need not be 'rectangular'

● Principle 4: produce a useful 'colData'
● Principle 5: support subsetByOverlaps



Principles 2+4 for eQTL+FP+GWAS



searchability is valuable
 



Classes are useful -- this is not quite mature, 
'RaggedExperiment' extension … accommodate 
irregular 'assays' 



MongoDB+mongolite for each 'file' as 'document'
rme = f(URL, db, colData)... URL here is to AWS 
mongo



Task: use the resource to learn about eQTLs in two 
tissues
● Interested in subcutaneous adipose and lung
● We'll look in a region on chr17



annotation from GTEx



Are there tissue-specific SNP-associated genes?
 



primitive approach to 
acquiring GO 
mappings for eGenes 
unique to lung in this 
region



For TFBS in this interval
See the TFutils package  fimo_granges()



If time permits 
indexedGF for GWAS summaries

vjcitn.shinyapps.io/ca43k


