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SNP file



What is SNP?

http://neuroendoimmune.files.wordpress.com/2014/03/snp.png

�

Mutation  <  1%  <  SNP



What is SNP?

• Errors in the DNA
•Most are repaired
• Some are transmitted
• Some influence performance
• Some are beneficial
• Some are harmful

• 3 billion nucleotides
• 30 to 300 million SNP

GENE

• SNP used as markers for genes

gene gene gene gene



Use of DNA polymorphisms as genetic markers

• Construct genetic relationships

• Parentage determination

• Identification of QTL

RFLP

What are SNP for?
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Do we use ACTG?



From ACTG to AB



• Using the AB system:
0 = No copies of allele B
1 = 1 copy of allele B
2 = 2 copies of allele B
5 = missing information

From AB to 012

• More efficient format:
• Gene content (numbers)
• SNP as columns
• No spaces between SNP



Map file from the genotyping lab



Map file that we can understand
SNP

Index
CHR

#
Position

bp
SNP

Name



What if I get files in the lab format?

• Use standard software to do the conversion

• illumina2preGS in blupf90

• Understand the algorithm and convert the files by yourself

dos2unix *

tr -d '\r' < 20170222_Genotypes_AB.txt > geno.catf.temp

awk 'NR>4' geno.catf.temp > geno.catf

sed -i $'s/\t/  /g' geno.catf

awk '{print $1}' geno.catf | awk 'NR>1' > snp.index

awk '{$1="";print}' geno.catf > snp.temp

awk 'NR==1' snp.temp > fishid.temp

python -c "import sys; print('\n'.join(' '.join(c) for c in zip(*(l.split() for l in sys.stdin.readlines() if l.strip()))))" < fishid.temp > fishid3.temp

sed 's:_: :g' fishid3.temp > fishid4.temp

sed 's/\./  /g' fishid4.temp > fishid5.temp

awk '{ if (NF==7) print $3"_"$4; else print $3}' fishid5.temp > fishid6.temp

awk 'NR>1' snp.temp > snp2.temp

python -c "import sys; print('\n'.join(' '.join(c) for c in zip(*(l.split() for l in sys.stdin.readlines() if l.strip()))))" < snp2.temp > snp3.temp

sed 's:NoCall:5:g' snp3.temp > snp4.temp

sed 's:BB:2:g' snp4.temp > snp5.temp

sed 's:AB:1:g' snp5.temp > snp6.temp

sed 's:AA:0:g' snp6.temp > snp7.temp

awk '{print NF}' snp7.temp > a.temp #57354 SNP for 2913 fish

sed 's: ::g' snp7.temp > snp8.temp

paste -d " " fishid6.temp snp8.temp | awk '{printf("%-14s %s\n", $1,i$2)}' | sort +0 -1 > snps2913.ok


