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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, 
Oqtans, for quantitatively analyzing RNA-Seq experiments. It is based on the 
Galaxy-framework and provides tools for read mapping, transcript reconstruction 
and quantitation, as well as di�erential expression analysis.

A fully automated infrastructure installs software, test datasets, and packages
from simple con�guration scripts.
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Detection of Protein Translation E�ciency Change based on Ribosome Footprinting

Identify the signi�cant change in ribosomal activity taking mRNA abundance into account.
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Method 1: Translational E�ciency

Method 2: Generalized Linear Model (GLM)

Likelihood ratio test or F-test to capture 
the signi�cance.

Utilize negative binomial distribution to 
approximate the read count statistics.

GLM takes both mRNA and Ribo footprint 
read counts into account.

GLM captures the signi�cant interaction 
between treatment and footprint 
condition. 

News, Updates

galaxy.cbio.mskcc.org

AWS Cloud: ami-65376a0c

github.com/ratschlab/oqtans

Recti�cation Measurements for Possible Web Security Threats
Session Management
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User authentication and subsequent
session transmissions were not 
encrypted.

SSL encryption of all transmissions 
from the point of authentication.

Authentication
User passwords stored insecurely.

hash = salt + sha256(salt + password)
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a) Stored Cross-Site Scripting

b) Re�ected Cross-Site Scripting

Minimizing the vulnerability of Stored and Re�ected XSS 
involves validating the input data at the server-side using 
ModSecurity with customized rules.

[3] Wolfe, A., Singh, K., Zhong, Y. et al., RNA G-quadruplexes cause 
eIF4A-dependent oncogene translation in Cancer, Nature in press 2014,
doi: 10.3038/nature13485.
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N = 11128
μ = −0.09
σ = 0.65
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Translation efficiency differences (pval < 0.03)
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