


































































































































































































































http://hapmap.ncbi.nlm.nih.gov/cgi-perl/gbrowse/hapmap24_B36/









http://www.ncbi.nlm.nih.gov/pubmedA



http://www.ncbi.nlm.nih.gov/projects/SNP/snp%e2%80%94ref.cgi?rs=2104286










3. Primer Version 0.5 was used to generate the primer sequence.
data\NELSON-1\Primer\PRIMER - 4\PRIMER. EXE

0 I3 3 I 23T M I FE I ETEIEFEFEIEIEIE TP I
* lelcome to: *
¢

o PRIMER

tad (Uersion 8.5>

-

fad Copyright 1991, Vhitehead Institute forx Biomedical Research »
R e e ke E e ek et et et et et atstat et et et ot ot at oot atatatototototototetotototatototasiototototatototototobotototoiotatototatototakototatakatal

PRIMER may be freely used, modified, and redistributed, although

only under the specific conditions outlined in the license agreement
Curitten in the README file included with this program>. Any other use
is a violation of applicable laws and regulations.

File containing template sequence(s)>: 6684865a.txt
One sequence availabhle in file 6684865a.txt: rs6684865a (256 b

you like: 1) automatic analysis of this sequence
22> manual testing of primers for this sequence? 2

PRIMER output file [rs6684865a.pcrl: rs6684865a.pcr

File containing PRIMER criteria
[hit RETURN to enter new criteria nowl: me

lould you like to edit these criteria? (y/nd>: n

containing repeat sequences [hit RETURN for nonel: human.rep
Repeat sequenc : L1 6152 bases Max score: 16
Repeat : 2: THE 2212 ha Max score: 15
Repeat sequence H ALU 282 has Max score: 12

Manual primer examination — enter B to quit
Enter prirn s as actual sequence C(e.g., AAGTCGTIC CCAT)>,. bhase range
(e.g., 128-140>, or starting base and length (e.g, 222 20>

FORWARD primer: GTTGGTITITTIGATACCATTATCC
REUERSE primer: CATTTTTCTAAGGAGCCCTGGCTTCT

iSelf leslises =THER=NA T E=
? base primer 5°'-2>3° Tm GC~x lany 3’ lany 3’ any 3’ any 3’
> 113 GTTGGTTITTTGATACCATTATCC 5626 "Haznasesid el 2et =10 10 (5
K 167 CATTITTTCTAAGGAGCCCTGGCTTCT 66.7 46x ' 8 8 111 11 18 9 7

PCR product length: 55 36%, pairwise match <any 3’ 3’>: 3 1 3
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http://pngu.mgh.harvard.edu/~purcell/plink/index.shtml























































































































































































































































































































































































































































