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1 Introduction
Gene prioritization in plants is mainly based on network, while
network-based gene prioritization always limits in the number of
connection. Here we developed a new method named RAP to prioritize
genes, which can be used to perform the gene prioritization in
Arabidopsis thaliana 28 non-plant species. RAP improved the predictive
accuracy by integrating sequence and network knowledge, using random
forest to model, and then aggregating the rank using meta-analysis
method. We showcased the utility of RAP by prioritizing flowering-time
genes in Arabidopsis and made great success. RAP is written using R
programming language, and compiled successfully in Ubuntu V14.04
system.
2 Download
RAP can be used freely for any non-commercial studying or scientific
research. It can be available from http://bioinfo.nwafu.edu.cn/software
3 Installation
Supposing that you downloaded the “RAP_1.0.tar.gz” in the directory
"/home/zhaijj/download", then open R and install the RAP package with
the command:
install.packages(“/home/zhaijj/download/RAP_1.0.tar.gz”, repos =
NULL, type="source")
Then you can use command “library(RAP)” to check if it is installed

successfully.
4 Run
Once you have installed the RAP package successfully, then you can run
it with the command:
RAP(netPredResult, positives, negatives = NULL, featureSel = TRUE,
featureMat = NULL, ProteinSeq, PPIMat, GenomeGeneID, ntree =
500)
The details of each parameter are shown as below:
netPredResult: Full path of gene prioritization results from the
network-based gene prioritization algorithms (e.g., AraNet v2), the
example is available here:
http://bioinfo.nwafu.edu.cn/wp-content/uploads/AraNetPred.txt
featureMat: A numeric matrix of features(see Figure 1) where rows
represent genes, cols represent features.
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