Genome Workbench

To download, see tutorials and link to videos:

http://www.ncbi.nlm.nih.gov/tools/gbench/

Goal #1: View a GRCh37 human assembly patch region to see what has changed in the patch.

What is a patch?  See:

http://www.ncbi.nlm.nih.gov/projects/genome/assembly/grc/human/
and
http://www.ncbi.nlm.nih.gov/projects/genome/assembly/grc/info/patches.shtml


a) In Entrez Nucleotide, view the Genbank record for NW_003315907; which corresponds to Region 3 of patch 9 (.p9):
http://www.ncbi.nlm.nih.gov/nuccore/NW_003315907.1

From the COMMENT section: "In this patch, AC212752.2 represents a sequence variant containing
          11kb that does not align to GRCh37 NC_000001.10 component
          AL450352.18."

b) In genome workbench, import (search) for NW_003315907 and create a new Project by:
Search View – Search NCBI Public Databases – right click on retrieved NW_ and select Add to Project.

c) Open a new view – Graphics by:
Right click on the NW_ in the Project Tree View – select Open New View – Graphics View.
· If Tiling path is not displayed, use “down arrow head” icon at bottom to add the track, and any others you want to see.
· Note tiling  components; 11kb  gap filled by AC212752.2
· Explore Graphical view controls (z, L, etc.)

Goal #2: Align mRNA to a genomic sequence using BLAST
a. Import mRNAs for the ATP6V1G3 gene
Experiment with the Feature Table View; searching the NCBI databases with a gene name (choose the Gene database), etc.
Should find mRNAs, NM_133262.2, NM_133326.1.
b. Select the NW_ and NM_133262.2  Run Tool…BLAST Sequences  select NM_ as query and NW_ as subject  accept default parameters  check “Link related hits together”  Add to existing project. 
c. View alignment results (Open New view  Graphical View  click Groups)


If you want to play with variation data, try files under:
ftp://ftp.ncbi.nlm.nih.gov/pub/dbVar/data/Homo_sapiens/
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