Introduction to the Integrative Genomics Viewer (IGV)

Hands-on exercise: Load genome from file

1. Clear out the data from the previous exercise: Select File > New Session

2. Select Genomes > Load Genome from File
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Ll 1 3 The FASTA file contains
and navigate to the IGVMarch2017 folder that was pre-installed chromosome 1 from

on the computer, and then to Data / genome and open chrl.fasta Human hg18.

3. Note in the IGV window: there is no gene track, and no cytoband ideogram in the genome ruler.

IGV hosted genomes package everything together, but you loaded only the FASTA file with the
sequence. You can zoom in and out as before, and enter the numeric value of a locus, but you
cannot find a gene locus by entering the name in the search box.

4. Load a gene annotation track
Select File > Load from File
and open refSeq_chr1.bed from the Exercises/LoadGenome folder.

Note this is the File menu, not the Genome menu

Now you jump to a locus by entering a gene name in the search box, e.g. CAP9

[Not part of this exercise, but you can use the UCSC Table Browser to get a file of gene annotations]
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Table Browser

Use this program to retrieve the data associated with a track in text format, to calculate intersections between tracks, and to retrieve
DNA sequence covered by a track. For help in using this application see Using the Table Browser for a description of the controls in this
form, the User’s Guide for general information and sample queries, and the OpenHelix Table Browser tutorial for a narrated presentation
of the software features and usage. For more complex queries, you may want to use Galaxy or our public MySQL server. To examine
the biological function of your set through annotation enrichments, send the data to GREAT. Send data to GenomeSpace for use with
diverse computational tools. Refer to the Credits page for the list of contributors and usage restrictions associated with these data. All
tables can be downloaded in their entirety from the Sequence and Annotation Downloads page.

clade: Mammal B genome: Human E) assembly: Mar. 2006 (NcBI36/hg18) )

group: Genes and Gene Predictions B track: Refseq Genes a add custom tracks | | track hubs
table: refriat B  describe table schema

region: © genome _ ENCODE Pilot regions " position chri:1-247243719 ookup  define regions
identifiers (names/accessions): pastelist  upload list

filter: create

intersection: create

output format: BEeD - browser extensible data B Send output to ' Galaxy. GREAT ) GenomeSpace
output file: refseq_chri.bed (leave blank to keep output in browser)
file type returned: @ plain text — gzip compressed

http://genome.ucsc.edu/cgi-bin/hgTables

getoutput | summaryjstatistics

agel
5. The cytoband cannot be loaded separately into the genome ruler. Pag






