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The current revolution in sequencing technologies enables a far more detailed
picture of the transcriptome. We have developed the integrative online platform,
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Oqtans, for quantitatively analyzing RNA-Seq experiments. It is based on the
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Galaxy-framework and provides tools for read mapping, transcript reconstruction Differential
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and quantitation, as well as differential expression analysis.
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A fully automated infrastructure installs software, test datasets, and packages cuantifioation Visualization
from simple configuration scripts.
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Detection of Protein Translation Efficiency Change based on Ribosome Footprinting

Nucleus

In vivo
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Identify the significant change in ribosomal activity taking mRNA abundance into account.
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: (Inputvalidation) *paqapce Minimizing the vulnerability of Stored and Reflected XSS
Es L%‘\Q involves validating the input data at the server-side using
- Fiost Nasoe: | <OCRIPT> ModSecurity with customized rules. <\ User passwords stored insecurely
Last Mame: | <SCRIFT> . . < q '
I
e Authentication I I hash = salt + sha256(salt + password)
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