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CSESA CSESA (CRISPR-based Salmonella enterica Serotype Analyzer).
Description

The main function in CSESA package.

Usage

CSESA(in.filel = NULL, in.file2 = NULL, out.file = NULL,
method = c("PCR", "WGS"))

Arguments
in.filel The first input file, the default value is NULL.
in.file2 The second input file (optional), the default value is NULL.
out.file Into which results will be saved if this value is set. Otherwise results will be
displayed on the screen.
method The method to handle the input file(s), which can be set as "PCR" or "WGS".
Choose "PCR" if the CRISPR sequence(s) from PCR amplification is entered,
and choose "WGS" when entering the whole genome assembly of a Salmonella
isolate.
Note

If you use the "WGS" method, please make sure you have installed the BLAST software and in-
cluded it within the working path.

Examples

CSESA(system.file("extdata"”, "sequence_CRIPSR1.fasta”, package = "CSESA"),
system.file("extdata”, "sequence_CRIPSR2.fasta”, package = "CSESA"), method = "PCR")
CSESA(system.file("extdata"”, "sequence_CRIPSR1.fasta", package = "CSESA"), method = "PCR")
CSESA(system.file("extdata”, "Salmonella_whole_genome_assembly.fasta”,

package = "CSESA"), method = "WGS")
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FindSerotype Find the serotype based on the analysis of the new spacers.

Description

Find the serotype based on the analysis of the new spacers.

Usage

FindSerotype(csesal = NA, csesa2 = NA)

Arguments
csesal The new spacer of the first sequence.
csesa2 The new spacer of the second sequence.
Value

The data frame which represents the serotype.

GetAllNewSpacers Get the new spacers from the molecular sequence and its reverse com-
plement.

Description

Get the new spacers from the molecular sequence and its reverse complement.

Usage
GetAllNewSpacers(molecular.seq = NULL)

Arguments

molecular.seq The molecular sequence.

Value
The vector of the new spacers, which is extracted from the molecular sequence and its reverse
complement.

Note

If there doesn’t exist any new spacer, the function would return NA.
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GetNewSpacer Get the new spacer from the molecular sequence.

Description

Get the new spacer from the molecular sequence.

Usage

GetNewSpacer(molecular.seq = NULL)

Arguments

molecular.seq The molecular sequence.

Value

The new spacer sequence as a string.

Examples

GetNewSpacer (" AGAGGCGGACCGAAAAACCGTTTTCAGCCAACGTAT")

GetNewSpacerCode Get the new spacer from the molecular sequence and map it to the
code.

Description

Get the new spacer from the molecular sequence and map it to the code.

Usage

GetNewSpacerCode(molecular.seq = NULL)

Arguments

molecular.seq The molecular sequence.

Value

The new spacer code as a string.



GetReverseComplement

GetReverseComplement  Return the reverse complement of the sequence.

Description

Return the reverse complement of the sequence.

Usage

GetReverseComplement (x)

Arguments

X The input sequence.

Value

The reverse complement sequence as a string.

GetStr Get the information string from the CSESA s3 object.

Description

Get the information string from the CSESA s3 object.

Usage

GetStr(csesa)

Arguments

csesa The S3 object CSESA.

Value

The string record the newly spacers and serotype information.
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PCR Get the CSESA obeject through the two sequence.

Description

Get the CSESA obeject through the two sequence.

Usage

PCR(seql, seq2, out.file)

Arguments
seql The first DNA sequence.
seq2 The second DNA sequence.
out.file Into which results will be saved if this value is set. Otherwise results will be
displayed on the screen.
ReadInFile Read the three types of input file.
Description

Read the three types of input file.

Usage

ReadInFile(file.name)

Arguments

file.name The input file name.

Value

The molecular sequence as a string.



WGS

WGS Find the serotype based on the analysis of the new spacers.

Description

Find the serotype based on the analysis of the new spacers.

Usage
WGS(file)

Arguments

file The input fasta file.

Value

The two DNA molecular sequence.
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