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NcRNAs??... Do they play a role in infection?
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Master thesis overview

4.-Annotation of ncRNAs from:
R. aegyptiacus

Pooled reads of all
the Hiseq sequences

1.-Depuration of seguences:
“Adantors

R. aegyptiacus “Polyd Lails .
Miseq reads Mon nucleotide symbols

“Lew quality bases

A. jamaicensis Assembly clustering
RNA-seq data pipeline

Assembly clustering

pipeline P. alecto
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- transcriptome E. helvum
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2.-De novo assembly
3.-Merging and clustering

Transcriptome extraction of the 9 cell cultures
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Differential Expression Analysis:
* TopHat

Individual reads for each library Reads from all the libraries ® CUfﬂ I nkS
Size of reads: ~100bp pe Size of reads: ~300bp pe
« FPKM
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Results
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Results - ncRNAs and cell
~proliferation
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Results - mIRNAs and immune
response
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PhD plan

y N
' ZEboV ¢ Marv

e
Bats/ Humans

Master thesis ncRNAs homology prediction NcRNAs de novo predictions

« Gorap (RFam) * Approaches??

Differential expression analysis
i * Limma pipeline

Experimental validation:
NCcRNAs + Targets

 gRT-PCR, shRNA
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Expected results
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