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arrayExpressDownload arrayExpressDownload

Description

The function downloads array express raw data from EBI ftp server based on datasets user pro-
vided. Once the compressed raw data is downloaded, individual target file will be extracted from
compressed raw data. The dataset/count table will be returned.

Usage

arrayExpressDownload(datasets, targetDir = getwd(), filePattern = NULL,
unzip = "internal", overwrite = FALSE)

Arguments

datasets the dataset names, for example: c("E-TABM-43", "E-TABM-158")

targetDir the target directory to store the datasets

filePattern the file pattern of the expected data file extracted from gzipped file

unzip the path to the command to be used in unzip function

overwrite If TRUE, overwrite existing files, otherwise ignore such files.

Value

a data frame containing dataset and how many expected data files in that dataset

Examples

#download three datasets from ArrayExpress website
rootDir<-paste0(dirname(tempdir()), "/DupChecker")
dir.create(rootDir, showWarnings = FALSE)
datatable<-arrayExpressDownload(datasets = c("E-MEXP-3872"), targetDir=rootDir, filePattern="cel$")

buildFileTable buildFileTable

Description

The function build file table in the subdirectories under root directories user provided. The result
table contains two columns, dataset and filename

Usage

buildFileTable(rootDir, subDirPattern = NULL, filePattern = NULL,
ignoreExtensions = c("tar", "md5"), ignore.case = TRUE)
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Arguments

rootDir the root of directories whose sub directories contains file waiting for validation.
It can be vector of directories, or just one directory

subDirPattern the pattern of sub directory name. Default is NULL.

filePattern the pattern of file waiting for validation. For example, "cel$" for AffyMetrix
CEL file only. Default is NULL.

ignoreExtensions

the extensions of file that will be ignored. Default is c("tar", "md5").

ignore.case ignore the case difference when list files from sub directory using filePattern

Value

a data frame containing full file name and its corresponding dataset, which will be used at validate-
File

Examples

rootDir<-paste0(dirname(tempdir()), "/DupChecker")
datafile<-buildFileTable(rootDir=rootDir, filePattern="cel$")
#or
datafile<-buildFileTable(rootDir=c(paste0(rootDir,

c("/E-MEXP-3872", "/GSE1478") )), filePattern="cel$")

geoDownload geoDownload

Description

The function downloads GEO raw data from ncbi ftp server based on datasets user provided. Once
the compressed raw data is downloaded, individual gzipped target file will be extracted from com-
pressed raw data, and individual target file will be extracted from corresponding gzipped file. The
dataset/count table will be returned.

Usage

geoDownload(datasets, targetDir = getwd(), filePattern = NULL,
tar = "internal", overwrite = FALSE)

Arguments

datasets the GEO dataset names, for example: c("GSE14333")

targetDir the target directory to store the datasets

filePattern the file pattern of the expected data file may or may not extracted from gzipped
file, for example: "cel$" for AffyMetrix CEL files. Default is NULL.

tar the path to the command to be used in untar function

overwrite If TRUE, overwrite existing files, otherwise ignore such files. The equivalent of
unzip -o.
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Value

a data frame containing dataset and how many target files in that dataset

Examples

#download three datasets from GEO website
rootDir<-paste0(dirname(tempdir()), "/DupChecker")
dir.create(rootDir, showWarnings = FALSE)
datatable<-geoDownload(datasets = c("GSE1478"), targetDir=rootDir, filePattern="cel$")

validateFile validateFile

Description

The function calculate MD5 fingerprint for each file in table and then check to see if any two files
have same MD5 fingerprint. The files with same fingerprint will be treated as duplication. The
function will return a table contains all duplicated files and datasets.

Usage

validateFile(fileTable, saveMd5File = TRUE)

Arguments

fileTable a table with column name "dataset" and "file", here column "file" should contain
full name of file.

saveMd5File if calculated MD5 fingerprint should be save to local file

Value

a list contains two tables. One is the table contains three columns: "dataset", "file" and "md5". An-
other one is the duplication table whose row indicates MD5 fingerprint and whose column indicates
dataset, table cell indicates the corresponding filename.

Examples

rootDir<-paste0(dirname(tempdir()), "/DupChecker")
datafile<-buildFileTable(rootDir=rootDir)
if(nrow(datafile) > 0){

result<-validateFile(datafile)
if(result$hasdup){

duptable<-result$duptable
write.csv(duptable, file="duptable.csv")

}
}
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