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snoRNA and piRNA expression levels modified by
tobacco use in women with lung adenocarcinoma

• DE snoRNA and piRNA between smokers and non-smokers

• Set of constitutive snoRNA between smoker and non-smokers

• Improve diagnosis and treatment
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• Gene expression atlas of mature blood cells (27 different cell types)
(90 RNA and 32 small RNA-seq).

• Homogeneity in sample preparation and bioinformatic analysis.

• User can easily retrieve gene and transcript expression values.

The BLUEPRINT atlas of mature hematopoietic cells 
transcriptomes.




