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Manual gene inspection (IGV)
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Manual gene inspection (UCSC)
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Isoforms (IGV Sashimi Plot)
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Data resource, >7% of human genes
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The Filovirus Infection Network
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... and all the others!
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Miscellaneous/Whiskellaneous

• New Project: RNA-Seq of mouse exosomes

• Exosomes: transport/signaling vesicles secreted by mammalian cells

• contain RNA, proteins, lipids, other metabolites, ...

• mRNA? miRNA? lincRNA? ...
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Which protocol for library preparation?
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Which protocol for library preparation?
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Whiskellanous: Scottish Single Malt Whisky
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Benromach, 10 years, 43%
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What is the overlap?
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smallRNA

polyA+
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]Genes detectable with the different protocols
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BenRiach Sherry, 12 years, 46%
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Fine

Thanks to Manja and the whole group!

... and you for your attention!
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Tomatin Legacy, NAS, 43%

19 / 19



ENSMUST00000181947

ENSMUST00000191885

ENSMUST00000192325

[0 - 10.00]

[0 - 13]

[0 - 10.00]

194,989,000 bp 194,990,000 bp 194,991,000 bp 194,992,000 bp 194,993,000 bp 194,994,000 bp 194,995,000 bp 194,996,00

7,363 bp

1

polyA+ 

stranded 

rRNA- 

stranded 

smallRNA 

stranded 

Mouse 

Annotation 

19 / 19



ENSMUST00000181947

ENSMUST00000191885

ENSMUST00000192325

[0 - 10.00]

[0 - 13]

[0 - 10.00]

194,989,000 bp 194,990,000 bp 194,991,000 bp 194,992,000 bp 194,993,000 bp 194,994,000 bp 194,995,000 bp 194,996,00

7,363 bp

1

polyA+ 

stranded 

rRNA- 

stranded 

smallRNA 

stranded 

Mouse 

Annotation 

lincRNA

19 / 19



Bonus

RNA-Seq of bacterial transcripts: rRNA depletion or not?

A: just sequence, only ∼50% is rRNA

B: ∼90% is rRNA, but just sequence deep enough

C: >99% can be rRNA, deplet before sequencing!
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How fast is the virus?
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Keyplayers
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Differential expressed Genes
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MARA: Motif Activity Response Analysis
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Kingpins during Filovirus Infection
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