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Distance
: Coordinate. | from the Forward pamer(5™to | Reverse primer
SNPID | % Chrll | first SNP | Genotype %) (5103
(kb}
AATCGGGAAGCT | CACTACCGIC |
GAAGGCCAAGGA | SUATGACATA
rs1 1036868 5331270 - T/C iy > CTGGAGAGAT
CTGTAGAGACAT ;
TTCATCCTTIGG
AGATGA AG
GTGCTCTICC
_ G : GATCTGTTAG
1$78930059 5333450 2.18 GiT AC AGG'WYG A TGATCAATGT
CATATTGATT GITAATCATA
AAGTAATT
GTGCICTICC
T GATCTCTGTT
rs10768807 5336582 531 TIA SELCT - GCACCAACCT
TCCATAATCACAT AATATAAGGA
CTGCTA A
(0 GIGCTCTTICC
] . . : GATCTGAGGG
54910551 5343046 1178 G/A GACAATACAGAA GATTTGTATC
AMAAATAGAGG CGTTGTIC
e T GTGCTCTICC
GATCTATGAT
rs 10837882 5351633 2036 T/A I‘CTC{‘ AT ACTTCT C‘A’ITC CTGAT
GAGAAAGAG
TGGCAAT
AAG
GIGCTCTTICC
GATCTAAAGA
152736557 5361361 30.09 G/ T AAATTAGTTT
GT A CAGAAACTCC
TCC
GTGCTCTTICC
X X N ; GTAGIG GATCTACAGT
15884222 5371742 4047 AT TCA A"{ J,&{: AACACC ?gg;[’ggi&({‘}i&
TTCCATAG CA “
" ) ATCTGGGGA
CTGAATG TCAACACA
GIGCTCTTICC
GATCTTATTIT
154910781 5406896 75.63 AlC b ' TGTAGCTCTG
AC TC GA(}GGTT ACAGTTGTCT
GGAGTAC cc
COALG | GTGCTICTICC
; GATCTGTTGA
s 10838096 5431296 10003 AJG CT CC A’i GC AGG A CTTTGATGGC
GA TGCCTG
FIG. 18
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Region
No.

SNP ID

Coordinate
on-chrll

Forward primer (5" t0 3")

Reverse primer (5" t0 37)

157930833

5222527

AATCGGGAAGCTGA

AGCTTGATAGTTTCT
ACTTTGGGTTGATAA
1T

CACTACCGTCGGATGAC
ATAATGGGAAGACATGT
ATATAATCTTAGAGATA

151236487
2

5222914

ATGTCATCCGACGG
TAGIGAGCAGAAAG
AGATAATATTAAGG
ATAATCAG

GTGCTCTTCCGATCTGC
AGAAAGAGATAATATT
AAGGATAATCAG

rs1083762
8

5223174

ATGTCATCCGAQGG

JIGAGTCAAATG
(f‘ ATATTTGTATCTGA
AAAATC

GTGCTCTTCCGATCTAT
GCATCTTGATGATTAGA
ATTGCA

152187610

5224176

AATCGGGAAGCTGA
AGTCATGGTTCACCT
TTCATTIGTTC

CACTACCGTCGGATGAC
ATAACATCAAACTAAAA
AATTTCCACACAA

151076868
2

e

5224277

ATGTCATCCGACGG
TAGTGACAAATTCA
AAAAACGGCTGCA

GTGCTCTTCCGATCTAA
GAAATCAAAAGAAGAA
AATTCTAATATTCA

151083763
0

5224812

AATCGGGAAGCTGA
AGGTAATAAGACAG
TAGTGAATATCAAG
CTACAAA

151083763
]

5225126

CACTACCGTCGGATGAC
ATAAGTTAGGACTGAGA
AGAATTTGAAAGG

ATGTCATCCGACGG
TAGIGAGTATCTCTA
AGCAAGAGAACTGA
GTGG

GTGCTCTTCCGATCTATT
TGCTTATCCTGCATCTCT
CAG

157110263

5225282

AATCGGGAAGCTGA
AGTTTTCTGAGGGAT
GAATAAGGCAT

CACTACCGTCGGATGAC
ATAATTGGCAACAGCCC
CTGAT

151609812

5225911

ATGTCATCCGACGC
TAGIGATACAATTTA
TATGCAGAAATATTT
ATATGCAG

GTGCTCTTCCGATCTATT
TCTGGGTTAAGGCAATA
GCAA

10

157480526

5226503

AATCGGGAAGCTGA
AGTTCCCATTCTAAA
CTGTACCCTGTT

CACTACCGTCGGATGAC
ATAATGGTTAAGTTCAT
GTCATAGGAAGG
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Regio Coordina -
0 No SNP.ID te Forward primer (57to 37) Reverse primer (57 t037)
‘ onchrll
I AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
11 - 5226561 | CCTATGACATGAACTTA | ATATGAGAACTTCAGGG
ACCATAGAAA TGAGTCTATG
R — ATGICATCCGACGGTA | GTGCTCTTCCGATCTAA
12 &1 5227411 | GIGATTCCCAATTTTCT | ACTCTTCCACTTTTAGTG
: TATTACACAAATAAGA | CATCAA
110363 AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
13 e 5227774 | TTAGTTACTTATTAGGT | ATAATTTTTGACTGCAT
TTTGGGAAACAAG TAAGAGGTCTCTAGT
| f L IOIOROINS | GTGCTCTTCOGATCTAA
14 | 79682 srgo3g | SEGAGAAAAGACGTCT | 1 1A ACAGCCAAGTC
3 * TTAAAATATTTTAAATG | 05 :
IT y
381372 AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
15 | 7577 | 5234682 | CTGTCATGTGTGTCTTG | ATAAGATGCGGTGGGG
ACTCAGAA AGATATG
1108376 ATGTCATCCGACGGTA | GTGCTCTTCCGATCTAG
16 s 5236808 | GIGAAAGGCCATGAGG | CCAAGTCTTTGGAATTA
ACTGTTATTTG ACAGAC
15428300 AATCGGGAAGCTGAAG | CACTACCGTCGGATGAC
17 o 5237260 | CCGCATCCAGCCAGGA | ATAACAAGAGTAGATG
TA CTATTCTTTCCACTTT
- ATGICATCCGACGGTA | GTGCTCTTCCGATCTCA
18 3 | 5237362 | GIGATAGATAGGGACA | TTTCCCTACCTCTAATCA
AATTGAAGCAGAA ACAGTT
491073 ATGTCATCCGACGGTA | GTGCTCTTCCGATCTATT
19 s 5237759 | GIGAGAAGTATGAAGT | AAAATCGATACTGAGTT
AAGACATAGTCCCCAA | CTAAAATCATC
) AATOGGGAAGCTGAAG | CACTACCGTCGGATGAC
20 | MO8 6530107 | GETCTOCACAATTCTAA | AEAATIGATAAGATAAT
9 TOTOAGTTC iTGAAAACACAGamTC

FIG. 20 (cont.)
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Hap
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>
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Fater | Hap | ol alglaleltlt|lalalelalalalrlalclalalclc
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