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convertSVG convertSVG

Description

convert svg to png or other format

Usage

convertSVG(svg, file = "chromosome", device = NULL, width = 8.2677,
height = 11.6929, dpi = 300)

svg2pdf(svg, file = "chromosome", width = 8.2677, height = 11.6929,
dpi = 300)

svg2png(svg, file = "chromosome", width = 8.2677, height = 11.6929,
dpi = 300)

svg2tiff(svg, file = "chromosome", width = 8.2677, height = 11.6929,
dpi = 300)

svg2jpg(svg, file = "chromosome", width = 8.2677, height = 11.6929,
dpi = 300)

Arguments

svg svg file

file output file name

device target format

width output width

height output height

dpi output dpi

Value

invisible grob object

Author(s)

Zhaodong Hao, Dekang Lv, Ying Ge, Jisen Shi, Guangchuang Yu, Jinhui Chen
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gene_density Gene distribution across the human genome

Description

Gene numbers was counted with a window of 1 Mb

Usage

data(gene_density)

Format

data frame

Source

Gencode (https://www.gencodegenes.org/)

human_karyotype Karyotype information of the human genome

Description

The version of this geome is gencode.v29.

Usage

data(human_karyotype)

Format

data frame

Source

Gencode (https://www.gencodegenes.org/)
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ideogram ideogram

Description

ideogram with overlaid heatmap annotation and optional track label

Usage

ideogram(karyotype, overlaid = NULL, label = NULL,
colorset1 = c("#4575b4", "#ffffbf", "#d73027"),
colorset2 = c("#b35806", "#f7f7f7", "#542788"), width = 170,
Lx = 160, Ly = 35, output = "chromosome.svg")

Arguments

karyotype karyotype data

overlaid overlaid data

label track label data

colorset1 overlaid heatmap-1 color

colorset2 overlaid heatmap-2 color

width width of plot region

Lx position of legend (x)

Ly position of legend (y)

output output file, only svg is supported

Value

output file

Author(s)

Zhaodong Hao, Dekang Lv, Ying Ge, Jisen Shi, Guangchuang Yu, Jinhui Chen

Examples

# Loading the package
require(RIdeogram)

# Loading the testing data
data(human_karyotype, package="RIdeogram")
data(gene_density, package="RIdeogram")
data(Random_RNAs_500, package="RIdeogram")

# Checking the data format
head(human_karyotype)
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head(gene_density)
head(Random_RNAs_500)

# Running the function
ideogram(karyotype = human_karyotype)
convertSVG("chromosome.svg", device = "png")

# Then, you will find a SVG file and a PNG file in your Working Directory.

LTR_density LTR distribution across the human genome

Description

LTR numbers was counted with a window of 1 Mb

Usage

data(LTR_density)

Format

data frame

Source

UCSC (http://genome.ucsc.edu/index.html)

Random_RNAs_500 500 RNAs’ position

Description

500 RNAs randomly selected from all tRNAs, rRNAs and miRNA in the human genome.

Usage

data(Random_RNAs_500)

Format

data frame

Source

Gencode (https://www.gencodegenes.org/)
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