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anoCar1.ensGene.LENGTH
Transcript length data for the organism anoCar

Description

anoCarl.ensGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the ensGene table.

The data file was made by calling downloadLengthFromUCSC(anoCarl, ensGene) on the date on
which the package was last updated.

See Also
downloadLengthFromUCSC

Examples

data(anoCar1.ensGene.LENGTH)
head(anoCar1.ensGene.LENGTH)

anoCar1.genscan.LENGTH
Transcript length data for the organism anoCar

Description

anoCarl.genscan. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(anoCarl, genscan) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(anoCar1.genscan.LENGTH)
head(anoCar1.genscan.LENGTH)
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anoCar1.xenoRefGene.LENGTH
Transcript length data for the organism anoCar

Description

anoCarl.xenoRefGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(anoCarl, xenoRefGene) on the date
on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(anoCar1.xenoRefGene.LENGTH)
head(anoCar1.xenoRefGene.LENGTH)

anoGam1.ensGene.LENGTH
Transcript length data for the organism anoGam

Description

anoGaml.ensGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the ensGene table.

The data file was made by calling downloadLengthFromUCSC(anoGaml1, ensGene) on the date on
which the package was last updated.

See Also
downloadLengthFromUCSC

Examples

data(anoGam1.ensGene.LENGTH)
head(anoGam1.ensGene.LENGTH)
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anoGam1.geneid.LENGTH Transcript length data for the organism anoGam

Description

anoGaml.geneid. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneid table.

The data file was made by calling downloadLengthFromUCSC(anoGam1, geneid) on the date on
which the package was last updated.

See Also

downloadLengthFromUCSC

Examples

data(anoGam1.geneid.LENGTH)
head(anoGam1.geneid.LENGTH)

anoGam1.genscan.LENGTH
Transcript length data for the organism anoGam

Description

anoGaml.genscan.LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(anoGam1, genscan) on the date on
which the package was last updated.

See Also

downloadLengthFromUCSC

Examples

data(anoGam1.genscan.LENGTH)
head(anoGam1.genscan.LENGTH)
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apiMell.genscan.LENGTH
Transcript length data for the organism apiMel

Description

apiMell.genscan.LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(apiMell, genscan) on the date on
which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(apiMell.genscan.LENGTH)
head(apiMel1l.genscan.LENGTH)

apiMel2.ensGene.LENGTH
Transcript length data for the organism apiMel

Description

apiMel2.ensGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the ensGene table.

The data file was made by calling downloadLengthFromUCSC(apiMel2, ensGene) on the date on
which the package was last updated.

See Also

downloadlLengthFromUCSC

Examples

data(apiMel2.ensGene.LENGTH)
head(apiMel2.ensGene.LENGTH)
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apiMel2.geneid.LENGTH Transcript length data for the organism apiMel

Description

apiMel2.geneid. LENGTH is an R object which maps transcripts to the length (in bp) of their mature
mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its as-
sociated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneid table.

The data file was made by calling downloadLengthFromUCSC(apiMel2, geneid) on the date on
which the package was last updated.

See Also

downloadLengthFromUCSC

Examples

data(apiMel2.geneid.LENGTH)
head(apiMel2.geneid.LENGTH)

apiMel2.genscan.LENGTH
Transcript length data for the organism apiMel

Description

apiMel2.genscan.LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(apiMel2, genscan) on the date on
which the package was last updated.

See Also

downloadLengthFromUCSC

Examples

data(apiMel2.genscan.LENGTH)
head(apiMel2.genscan.LENGTH)
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aplCall.xenoRefGene.LENGTH
Transcript length data for the organism aplCal

Description

aplCall.xenoRefGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(aplCall, xenoRefGene) on the date
on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(aplCall.xenoRefGene.LENGTH)
head(aplCall.xenoRefGene.LENGTH)

bosTau2.geneid.LENGTH Transcript length data for the organism bosTau

Description

bosTau2.geneid. LENGTH is an R object which maps transcripts to the length (in bp) of their mature
mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its as-
sociated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneid table.

The data file was made by calling downloadLengthFromUCSC(bosTau2, geneid) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau2.geneid.LENGTH)
head(bosTau2.geneid.LENGTH)



bosTau2.geneSymbol. LENGTH 15

bosTau2.geneSymbol.LENGTH
Transcript length data for the organism bosTau

Description

bosTau2.geneSymbol. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneSymbol table.

The data file was made by calling downloadLengthFromUCSC(bosTau2, geneSymbol) on the date
on which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau2.geneSymbol.LENGTH)
head(bosTau2.geneSymbol.LENGTH)

bosTau2.genscan.LENGTH
Transcript length data for the organism bosTau

Description

bosTau2.genscan. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(bosTau2, genscan) on the date on
which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau2.genscan.LENGTH)
head(bosTau2.genscan.LENGTH)
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bosTau2.refGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau2.refGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the refGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau2, refGene) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau2.refGene.LENGTH)
head(bosTau2.refGene.LENGTH)

bosTau2.sgpGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau2.sgpGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the sgpGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau2, sgpGene) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau2.sgpGene.LENGTH)
head(bosTau2.sgpGene.LENGTH)
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bosTau3.ensGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau3.ensGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the ensGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau3, ensGene) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau3.ensGene.LENGTH)
head(bosTau3.ensGene.LENGTH)

bosTau3.geneid.LENGTH Transcript length data for the organism bosTau

Description

bosTau3.geneid. LENGTH is an R object which maps transcripts to the length (in bp) of their mature
mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its as-
sociated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneid table.

The data file was made by calling downloadLengthFromUCSC(bosTau3, geneid) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau3.geneid.LENGTH)
head(bosTau3.geneid.LENGTH)
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bosTau3.geneSymbol.LENGTH
Transcript length data for the organism bosTau

Description

bosTau3.geneSymbol. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneSymbol table.

The data file was made by calling downloadLengthFromUCSC(bosTau3, geneSymbol) on the date
on which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau3.geneSymbol.LENGTH)
head(bosTau3.geneSymbol.LENGTH)

bosTau3.genscan.LENGTH
Transcript length data for the organism bosTau

Description

bosTau3.genscan. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(bosTau3, genscan) on the date on
which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau3.genscan.LENGTH)
head(bosTau3.genscan.LENGTH)
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bosTau3.refGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau3.refGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the refGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau3, refGene) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau3.refGene.LENGTH)
head(bosTau3.refGene.LENGTH)

bosTau3. sgpGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau3.sgpGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the sgpGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau3, sgpGene) on the date on
which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(bosTau3.sgpGene.LENGTH)
head(bosTau3. sgpGene.LENGTH)
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bosTau4.ensGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau4.ensGene.LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the ensGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau4, ensGene) on the date on
which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau4.ensGene.LENGTH)
head(bosTau4.ensGene.LENGTH)

bosTau4.geneSymbol.LENGTH
Transcript length data for the organism bosTau

Description

bosTau4.geneSymbol. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the geneSymbol table.

The data file was made by calling downloadLengthFromUCSC(bosTau4, geneSymbol) on the date
on which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau4.geneSymbol.LENGTH)
head(bosTau4.geneSymbol.LENGTH)
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bosTau4.genscan.LENGTH
Transcript length data for the organism bosTau

Description

bosTau4.genscan.LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(bosTau4, genscan) on the date on
which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau4.genscan.LENGTH)
head(bosTau4.genscan.LENGTH)

bosTau4.nscanGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau4.nscanGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the nscanGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau4, nscanGene) on the date
on which the package was last updated.
See Also

downloadlLengthFromUCSC

Examples

data(bosTau4.nscanGene.LENGTH)
head(bosTau4.nscanGene.LENGTH)
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bosTau4.refGene.LENGTH
Transcript length data for the organism bosTau

Description

bosTau4.refGene. LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its
associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the refGene table.

The data file was made by calling downloadLengthFromUCSC(bosTau4, refGene) on the date on
which the package was last updated.

See Also

downloadLengthFromUCSC

Examples

data(bosTau4.refGene.LENGTH)
head(bosTau4.refGene.LENGTH)

braFlol.xenoRefGene.LENGTH
Transcript length data for the organism braFlo

Description

braFlol.xenoRefGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(braFlo1, xenoRefGene) on the date
on which the package was last updated.

See Also

downloadLengthFromUCSC

Examples

data(braFlo1.xenoRefGene.LENGTH)
head(braFlo1.xenoRefGene.LENGTH)
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caeJapl.xenoRefGene.LENGTH
Transcript length data for the organism caeJap

Description

caeJapl.xenoRefGene.LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(caeJap1l, xenoRefGene) on the date
on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(caeJap1.xenoRefGene.LENGTH)
head(caeJap1.xenoRefGene.LENGTH)

caePb1.xenoRefGene.LENGTH
Transcript length data for the organism caePb

Description

caePbl.xenoRefGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(caePbl, xenoRefGene) on the date
on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(caePb1.xenoRefGene.LENGTH)
head(caePb1.xenoRefGene.LENGTH)
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caePb2.xenoRefGene.LENGTH
Transcript length data for the organism caePb

Description

caePb2.xenoRefGene.LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(caePb2, xenoRefGene) on the date
on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(caePb2.xenoRefGene.LENGTH)
head(caePb2.xenoRefGene.LENGTH)

caeRem2. xenoRefGene.LENGTH
Transcript length data for the organism caeRem

Description

caeRem2.xenoRefGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(caeRem2, xenoRefGene) on the
date on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(caeRem2.xenoRefGene.LENGTH)
head(caeRem2.xenoRefGene.LENGTH)
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caeRem3. xenoRefGene.LENGTH
Transcript length data for the organism caeRem

Description

caeRem3.xenoRefGene. LENGTH is an R object which maps transcripts to the length (in bp) of their
mature mRNA transcripts. Where available, it will also provide the mapping between a gene ID and

its associated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the xenoRefGene table.

The data file was made by calling downloadLengthFromUCSC(caeRem3, xenoRefGene) on the
date on which the package was last updated.
See Also

downloadLengthFromUCSC

Examples

data(caeRem3.xenoRefGene.LENGTH)
head(caeRem3. xenoRefGene.LENGTH)

calJacl.genscan.LENGTH
Transcript length data for the organism calJac

Description

calJacl.genscan.LENGTH is an R object which maps transcripts to the length (in bp) of their mature
mRNA transcripts. Where available, it will also provide the mapping between a gene ID and its as-
sociated transcripts. The data is obtained from the UCSC table browser (http://genome.ucsc.edu/cgi-
bin/hgTables) using the genscan table.

The data file was made by calling downloadLengthFromUCSC(calJacl, genscan) on the date on
which the package was last updated.

See Also
downloadLengthFromUCSC

Examples

data(calJac1.genscan.LENGTH)
head(calJacl.genscan.LENGTH)
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calJacl.nscanGene.LENGTH
Transcript length data for the organism calJac

Description

calJacl.nscanGene.LENGTH is an R object which maps transcripts to the length (in bp) of their ma-
ture mRNA transcripts. Where available, it will also provide the mapping between a gene ID and it