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‘ Intron/Exon Distribution
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SNP density in Exon
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How to Compare SNPs?

To test for SNP with in a species Is easier..
Sequence are almost 99% similar

AAGAC G ATAGTACG
AAGAC 7 ATAGTACG



SNP Comparison.. Two Models

Compare the SNP signatures.

Align the mRNA sequences of the two
homologus genes.



SNP signature

For a mRNA of length 5000 the 7 letter
sequence would be unique because..

.257* 5000 = .3
AGACTGACTGATCGTTAAGCTTG
CTGATC
ATCGTTA
TTAAGC



Alignment Method

Pair wise alignment between mRNA of
Homologus genes.

Search for the Conserved SNPs in the
alignment.

Local or Global Alignment ?



Lalign Output

29 2% identity in 240 nt owerlap; score: 2946 E(10,000): le-71
70 20 20 100 11n

human CCFA-CGCGGAGCT GLAGATCGAGCGLECFCTTCGTECCCRACGAGTCCCCGCGCACC TG

mouse GTGAECTCGGEAETTEAGATEEAEEAG&GETTCGTGECTGATG&GTGTCEGEGEBEGGTG
&0 70 20 20 100 110

1E0 1z0 140 150 1e0 170
human EGEAEEGGCGEETTEGTGEGCTAEEACTACGTGGGGACGTTEEEEGAEGGEEAGAAGTTE

mouse CACAETGGCGACTTCGTGCGCTAECACTACGTGGGGACTTTCCTCGAEGGCCAGAAGTTC
1EZ0 130 140 150 10 170



Alignment Method

Read in the start point (nucleotide position) of the
alignments from the given input file

Read in the SNPs locations for both human and the
mouse from the given input file

Read in the number of total coding SNPs in human
and mouse from the given input file

Find the relative distance between the starting point
of the alignment and the SNP

Compare if the SNPs in humans and mouse occur
at the same relative position.

If they occur at the same position and their alleles
are the same, then the SNP Is said to be conserved.



Are SNPs Conserved?

None of the SNPs tested were found to be
conserved.



WebSite :www.angelfire.com/sk3/compbio601
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