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

@ 28 genes in common
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snoRNA and piRNA expression levels modified by
tobacco use in women with lung adenocarcinoma
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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
e Set of constitutive snoRNA between smoker and non-smokers

* Improve diagnosis and treatment



The BLUEPRINT atlas of mature hematopoietic cells
transcriptomes.

Blood RNAexpress
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The BLUEPRINT atlas of mature hematopoietic cells
transcriptomes (miRNAs & mRNAS)
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The BLUEPRINT atlas of mature hematopoietic cells

transcriptomes. (miRNAs)
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The BLUEPRINT atlas of mature hematopoietic cells
transcriptomes. (miRNAS)
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The BLUEPRINT atlas of mature hematopoietic cells
transcriptomes. (miRNAS)

<« & & https://blueprint.haem.cam.ac.uk/micro/ o E O 0 @ F 9 :

Blood RNAexpress

Write the name of the miRNA(s)
of interest miRNA expression

hsa-miR-150-5p | I || -t ssuetype

ce
10
] hza-miR-29a-3p u
I 5 Maona

. ]
. M1
M2 macrophage

|| Dendidic

CD4+ ab Tcel

GD8+ ab Tcel
MK

hsa-miR-29a-5p
hsa-miR-29b-3p

hsa-miR-150-5p

B8 UNIVERSITY OF

— hea-miR-29b-3p




The BLUEPRINT atlas of mature hematopoietic cells
transcriptomes.

* 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.

e User can easily retrieve gene and transcript expression values.






