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RNA Sequencing
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RNA Sequencing is hoisy
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Current genome vis

e Designed for short-reads
e Fit as many as possible in view

e Reference is fixed
o Cannot view novel sequences
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Solution: Overview
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Solution: Overview
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Solution: reference switching

I"
*
*
4, a
l'.
*
*
L] s

R1 Gene

R2

R2

R1

Gene

Seq

Seq
Qaul

Seq
Qaul




Solution: reference switching
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Code



https://github.com/baraaorabi/LTR-vis

