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g the ENSEMBLE genome browser
Comparison of the human genome assemblies

a) Plot a bar graph to compare [several amounts] between the

human genome assemblies
b) EnsEMBL 38: Apr 2006; 49: Mar 2008; 57: Mar 2010

Comparison of the human genome assemblies
B Current
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- O 49: May 2008
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Using the ENSEMBLE genome browser
.

Location of the OCA2 gene

c) Search for the OCA2 gene locus

The OCA2 gene is located at chromosome 15 at
28,000,021bp-28,344,504bp.

< AG12405116 ACi203329>

LAC030896.2
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Using the ENSEMBLE genome browser
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Location of the next pseudogene

d) At which position is the next pseudogene?

The next pseudogene after the OCA2 gene is located at
28,140,850bp - 28,141,728bp
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Location of the next pseudogene

Name ACO7
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@ configuring the display

Tip: use the "Configure this page” link on the Ieft to show additional data In this region.
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Using the ENSEMBLE genome browser
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SNPs (Single Nucleotide Polymorphisms)

e) A SNP is annotated in position 28217967bp. Which nucleotides

are given for the diffrent alleles?

The SNP at 28,217,967bp has the ambiguity code “K", which
means that it's alleles are “T" or “G".
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SNPs (Single Nucleotide Polymorphisms)
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@ configuring the display

You currently have 127 tracks in the overview panel and 287 tracks i the 1 1 are displaying, use the “Configure this page” ink

on the left.
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SNPs (Single Nucleotide Polymorphisms)

Voin | Ranicter | @1 aST/RI AT | Rinktar | Tacte | Newninsde | vein | Documentation | Mirors
Variation displays Variation: rs50410734
Summary - .
neTransoript (3) Variation class

SNP (1s59410734 source dbSNP 131 - Variants (including SNPs and indels) imported from dbSNP)
Population genetics

Synonyms None currently in the database

Individual genotypes Alleles T/G (Ambiguity code: K)

Context

Linked variations Location This feature maps to 15:28217967 (forward strand) | View in location tab
Phenotype Data

Phylogenetc Contest (4 Variation summary |elp
Extemal Data

_ coneTmmorptr |
Validation status Unknown
J configue thispage (NN
& wanage yourdata EnsTosoaraee

nkage o linkage data for thi
disequilibrium data 1° ihag° datafor this variant

Flanking Sequence

AGTATTTT
(reference and dbSNP)

CCCATTCTGTAGETTTTCTGITTACTTT KTATTTTATTTTATTITATT
ATTTTATTTTATTTTATTTTATTTTATTTIATTITTG

(Variant hi

Ensembl elease 80- Nov 2010 OWTSI

Permarert ink-

lew inarchive site

About Ensembl




Using the ENSEMBLE genome browser
®00

CpG Islands (ESTs, LINES, SINES)

f) Their are 7 GpC islands reported within the OCA2 gene. How
many ESTs are annotated within the region between CpG islands 1

& 27
There is only one EST between CpG island 1 & 2:
ENSESTG00000029513
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CpG Islands (ESTs, LINES, SINES)

g) How many LINES are annotated within the gene and upstream
of the first CpG island?

There are five LINEs annotated in the given range.

25,000,000 28002000 28000000 28,006,000 25,008,000 28010000 28012000 28014000 280

20,000,000 mo02000 28004000 28,006,000 28,0080 28010000 2012000 2801600 50

Note: The first row starting with “Type 1 Transposons...” are
LINES, the second SINES.
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CpG Islands (ESTs, LINES, SINES)

h) How many SINES are annotated within the region between the
CpG islands 5 & 67

There are 13 SINES annotated in the given range.
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Note: The first row starting with “Type 1 Transposons...” are
LINES, the second SINES.
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