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#Between quotes, you only need to install the packages once

if (!requireNamespace("BiocManager", quietly = TRUE))
  install.packages("BiocManager")
BiocManager::install("Gviz")
BiocManager::install("GenomicRanges")
BiocManager::install("rtracklayer")
##End of install packages script

# if (!requireNamespace("remotes", quietly = TRUE))
#   install.packages("remotes")
# remotes::install_github("ivanek/Gviz")

#load packages from your computer
library(Gviz)
library(GenomicRanges)
library(rtracklayer)
#end of load packages
#sessionInfo()

#Gviz
#begin GVIZ use
itrack <- IdeogramTrack(genome = "hg38", chromosome = "chr4")
gtrack <- GenomeAxisTrack()

# NCBI RefSeq

# ucscGene <- UcscTrack(genome="hg38", track="knownGene", trackType="GeneRegionTrack", chromosome="chr7", rstarts = "exonStarts", rends = "exonEnds", gene = "name", symbol = "name", transcript = "name", strand = "strand", from=start, to=end)
#
# refGene <- UcscTrack(genome="hg38", track="refGene", trackType="GeneRegionTrack", chromosome="chr7", rstarts = "exonStarts", rends = "exonEnds", gene = "name", symbol = "name2", transcript = "name", strand = "strand", from=start, to=end)

refGenes <- UcscTrack(genome="hg38", chromosome="chr4",
                      track="NCBI RefSeq", from=54222000, to=54350000,
                      trackType="GeneRegionTrack", rstarts="exonStarts",
                      rends="exonEnds", gene="name", symbol="name2",

                      stacking="squish", name="RefSeq Genes",
                      transcriptAnnotation= "symbol", showId=TRUE)

plotTracks(list(itrack, gtrack, refGenes),

z <- ranges(refGenes)
z@elementMetadata@listData$gene <- z@elementMetadata@listData$symbol
z@elementMetadata@listData$transcript <- z@elementMetadata@listData$symbol

refGenes<- GeneRegionTrack(z, genome = "hg38",
                           chromosome = "chr4",

plotTracks(list(itrack, gtrack, refGenes),

#Load ATAC-seq data

Sample1 <- DataTrack("GBMx_A90B18B6_6056_46D1_BF4E_70710236B8DD_X011_S07_L013_B1_T1_P027.insertions.bw", genome = "hg38",

#Between quotes, you only need to install the packages once

if (!requireNamespace("BiocManager", quietly = TRUE))
  install.packages("BiocManager")
BiocManager::install("Gviz")
BiocManager::install("GenomicRanges")
BiocManager::install("rtracklayer")
##End of install packages script

# if (!requireNamespace("remotes", quietly = TRUE))
#   install.packages("remotes")
# remotes::install_github("ivanek/Gviz")

#load packages from your computer
library(Gviz)
library(GenomicRanges)
library(rtracklayer)
#end of load packages
#sessionInfo()

#Gviz
#begin GVIZ use
itrack <- IdeogramTrack(genome = "hg38", chromosome = "chr4")
gtrack <- GenomeAxisTrack()

# NCBI RefSeq

# ucscGene <- UcscTrack(genome="hg38", track="knownGene", trackType="GeneRegionTrack", chromosome="chr7", rstarts = "exonStarts", rends = "exonEnds", gene = "name", symbol = "name", transcript = "name", strand = "strand", from=start, to=end)
#
# refGene <- UcscTrack(genome="hg38", track="refGene", trackType="GeneRegionTrack", chromosome="chr7", rstarts = "exonStarts", rends = "exonEnds", gene = "name", symbol = "name2", transcript = "name", strand = "strand", from=start, to=end)

refGenes <- UcscTrack(genome="hg38", chromosome="chr4",
                      track="NCBI RefSeq", from=54222000, to=54350000,
                      trackType="GeneRegionTrack", rstarts="exonStarts",
                      rends="exonEnds", gene="name", symbol="name2",

                      stacking="squish", name="RefSeq Genes",
                      transcriptAnnotation= "symbol", showId=TRUE)

plotTracks(list(itrack, gtrack, refGenes),

z <- ranges(refGenes)
z@elementMetadata@listData$gene <- z@elementMetadata@listData$symbol
z@elementMetadata@listData$transcript <- z@elementMetadata@listData$symbol

refGenes<- GeneRegionTrack(z, genome = "hg38",
                           chromosome = "chr4",

plotTracks(list(itrack, gtrack, refGenes),

#Load ATAC-seq data

Sample1 <- DataTrack("GBMx_A90B18B6_6056_46D1_BF4E_70710236B8DD_X011_S07_L013_B1_T1_P027.insertions.bw", genome = "hg38",
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