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RNA interference (RNAI) and CRISPR screens produce a wealth of information on gene function. However, published analyses only focus
on a few top-scoring genes. Most of the information lies buried in supplementary materials, invisible and untapped. Phenovault is a
growing database and analysis suite hosted by siTOOLs Biotech that contains complete datasets from published RNAI/CRISPR screens.
With over 100 million data-points, Phenovault is the largest curated RNAI screening repository. siTOOLs uses public and proprietary
algorithms to reveal seed-based hit genes from customer RNAI screens. For example, a kinome screen of 700 genes can be used to find
seed-based hits in the entire human genome, thus transforming a narrowly focussed screen into a genome-wide RNAI screen. Phenovault
algorithms uncover single genes with strong effect and gene networks that drive phenotypes.

Phenovault - Largest Curated RNAI Database & Analysis Suite

Inside the Phenovault

Phenovault RNAIi Reagents

Applications

ON-TARGETplus single (97,135)  ON-TARGETplus pool (18,057)

MISSION (2,144)

- Novel genome-wide hit detection based on siRNA

- > 100 million data-points
seed effects

shRNA (184,296)

- > 2000 screening features . . .
- Quality assessment of RNAI screen hits (detect

false positives, counteract screening artefacts)

Qiagen (254,571) esiRNA (4,038)

- Over a dozen published
and proprietary analysis
algorithms

SIGENOME single (85,772)

- Prioritize screening features or gene targets for
follow-up validation work

siGENOME pool (49,806)

Sloan-Kettering siRNA Silencer Select pool (10,174)

(19,177) Silencer (53,567)
Silencer Select

(67,841)
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Seed Effects Dominate RNAI Screens

_ RNAi-induced Phenotypes Largely Attributed to Seed-based Off-Targeting
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Using Seed Effects to Find Novel Targets & Data Insights

Seed-based hit finding: Target discovery beyond screened reagents On-target and off-target analysis: Find key genes
that drive phenotypes
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