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Bacteria_MethPred DNA Methylation Prediction in Bacteria

Description

Predicting sequences with DNA methylation sites like 4mC or 6mA based on Escherichia coli as
reference model.

Usage

Bacteria_MethPred(fasta_file_path, Reference = "E.Coli")

Arguments

fasta_file_path

Sequence file (.fasta format)

Reference Escherichia coli as Reference Model for Bacteria

Value

Methylation Status: Sequences with their probable DNA methylation state such as 4mC, 6mA or
Non Methhylated.

References

Lv, H., Dao, F. Y., Zhang, D., Guan, Z. X., Yang, H., Su, W., ... & Lin, H. (2020). iDNA-MS: an
integrated computational tool for detecting DNA modification sites in multiple genomes. Iscience,
23(4).

Examples

library(OpEnCAMeO)
data<-system.file("exdata/test.fasta", package = "OpEnCAMeO")
pred<-Bacteria_MethPred(fasta_file_path=data, Reference="E.Coli")
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Fungi_MethPred DNA Methylation Prediction in Fungi

Description

Predicting sequences with DNA methylation sites like 4mC or 6mA based on Saccharomyces cere-
visiae as reference model.

Usage

Fungi_MethPred(fasta_file_path, Reference = "S.cerevisiae")

Arguments

fasta_file_path

Sequence file (.fasta format)

Reference Saccharomyces cerevisiae as Reference Model for Fungi

Value

Methylation Status: Sequences with their probable DNA methylation state such as 4mC, 6mA or
Non Methhylated.

References

Lv, H., Dao, F. Y., Zhang, D., Guan, Z. X., Yang, H., Su, W., ... & Lin, H. (2020). iDNA-MS: an
integrated computational tool for detecting DNA modification sites in multiple genomes. Iscience,
23(4).

Examples

library(OpEnCAMeO)
data<-system.file("exdata/test.fasta", package = "OpEnCAMeO")
pred<-Fungi_MethPred(fasta_file_path=data, Reference="S.cerevisiae")

Nematode_MethPred DNA Methylation Prediction in Nematode

Description

Predicting sequences with DNA methylation sites like 4mC or 6mA based on Caenorhabditis ele-
gans as reference model.
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Usage

Nematode_MethPred(fasta_file_path, Reference = "C.elegans")

Arguments

fasta_file_path

Sequence file (.fasta format)

Reference Caenorhabditis elegansis as Reference Model for Nematodes

Value

Methylation Status: Sequences with their probable DNA methylation state such as 4mC, 6mA or
Non Methhylated.

References

Lv, H., Dao, F. Y., Zhang, D., Guan, Z. X., Yang, H., Su, W., ... & Lin, H. (2020). iDNA-MS: an
integrated computational tool for detecting DNA modification sites in multiple genomes. Iscience,
23(4).

Examples

library(OpEnCAMeO)
data<-system.file("exdata/test.fasta", package = "OpEnCAMeO")
pred<-Nematode_MethPred(fasta_file_path=data, Reference="C.elegans")
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